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(57) The present invention relates to the terminal se- 
quencing of random genomic fragments performed with 
the filamentous fungus A.gossypii, to the sequences ob- 
tained therewith and the use of the sequences for foren- 
sic identification, to characterize genes and gene organ- 
ization of this ascomycete by inter-genomic compari- 
son, to identify biosynthetic genes that can be used as 
selection markers, to isolate promotors and terminators 



for application in a homologous as well as heterologous 
context, to find putative centromere containing clones, 
chromosome mapping, chromosome identifying, gener- 
al information about chromosome organization and in 
addition to identify ORF containing SRS sequences with 
no homology to S. cerevisiae or any other organism 
which allows the identification of A gossypii specific 
genes. 
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Description 

The present invention relates to genomic DN A sequences obtained from terminal sequencing of random genomic 
fragments of the filamentous fungus Ashbya gossypii an6 uses thereof. 
5 The phytopathogenic fungus Ashbya gossypii is a filamentously growing ascomycete that was first isolated as a 

plant pathogen in tropical and sub-tropical regions. It infects the seed capsule of cotton plants (Ashby S.R and Nowell 
W (1926) Ann. Botany 40: 69-84) and has also been isolated from tomatoes and citrus fruits (Phaff H.J. and Starmer 
W T. (1987) In "The Yeasts", Vol. I Rose A.H., Harrison, J.S. (eds), Academic Press, London, 123 ff; Dammer K.H. and 
Ravelo H.G. (1990). Arch. Phytopathol. Pflanzenschutz, Berlin 26: 71-78Dammer and Ravelo, 1990). The infection of 
10 the seed capsule is caused by transmission of A gossypii mycelium pieces or spores by stinging-sucking insects and 
causes a disease called stigmatomycosis. 

Studies characterising the karyotype of A. gossypiihave been performed (Wright, 1 990; Wendland, 1 993; Gaudenz, 
1 994, "The small genome of the filamentous fungus Ashbya gossypii Assessment of the karyotype", Diploma Thesis, 
Department of Applied Microbiology, Biocenter, University Basel). It has been found using yeast chromosomes of 
is precisely known length as size markers that the genome of A. gossypii has a total nuclear genome size of 8.85 Mb. 

A gossypii is systematically grouped to the endomycetales belonging to the family of spermophthoraceae (Lodder 
J (1970) General classification of the yeasts. In: "The Yeasts", Lodder J. (edt.), North Holland Publishing Company, 
Amsterdam-London, Iff Lodder, 1970). This classification is based on the observation that the spores that develop in 
hyphal compartments called sporangia look like ascospores, which are defined as endproducts of meiosis (Muller E. 
20 und Loffler W. (1 971 ) Mykologie. GrundriG der Pilzkunde. DTV-Thieme, Stuttgart, 37 ff). However, in several respects, 
A gossypii more closely resembles the budding yeast Saccharomyces cerevisiae than other filamentous fungi. For 
example, homologous recombination has been found to be the main mode of integration of transforming DNA (Steiner 
S. (1991). Diplomarbeit, Institut fur Mikro- und Molekularbiologie der Justus Liebig Universitat GieBenSteiner et a/., 
1 995), which is in contrast to findings made in many other filamentous fungi (reviewed by Fincham J.R.S (1 989) Trans- 
25 formation in fungi. Microbiol. Rev. 53 (1): 148-170). 

Additionally, sequence analysis of the A. gossypii TEF, LEU2 and THR4 genes (Altmann-Johl and Philippsen, 
1996; Mohr, May 1997; Steiner and Philippsen, 1994) has identified high sequence homology to their functional homo- 
logues in S. cerevisiae. In addition, for the latter genes, syntenic (positionally conserved) arrangement of adjacent 
homologous ORF's has been found. The growing number of completely sequenced reference genomes, such as for 
so example S. cerevisiae, offers new prospects for rapid comparative gene and genome analysis of so far less charac- 
terized organisms, such as A. gossypii, in parallel or even before the application of genetic techniques. 

In view of the above, the present invention provides genomic DNA sequences obtained from terminal sequencing 
of random genomic fragments of Ashbya gossypii. The present invention particularly relates to genomic A gossypii 
DNA sequences that are obtainable from the series of clones listed in Table 1 and presented in the attached Sequence 
35 Listing. Some of these A. gossypii sequences are homologous to S. cerevisiae sequences and to sequences from 
other filamentous fungi, e.g. ORF's specifically required for growth in filamentous fungi. Others of these A. gossypii 
sequences, such as those set forth in Table 2, have no homology to S. cerevisiae sequences, including sequences 
which have no homology to known sequences from any other fungus. The sequences of the invention find particular 
use in forensic identification, chromosome mapping, chromosome identification, and tagging of genes of known and 
40 useful function. Procedures such as these can easily be carried out by those of ordinary skill in the art. 

The present invention also concerns chimeric genes comprising the sequences of the invention, recombinant vec- 
tors comprising such chimeric genes, wherein the vectors are capable of being stably transformed into hosts, as well 
as hosts stably transformed with such vectors. Preferred hosts are fungi such as A. gossypii as well as bacteria. 
Furthermore, the present invention relates to the identification and characterization of A. gossypii ORF's based 
45 on the high homology of primary structures in A. gossypii and S. cerevisiae and the sequences obtained therewith. 
The present invention also relates to the use of the A. gossypii sequences provided in the Sequence Listing to char- 
acterize genes and gene organization of this ascomycete by inter-genomic comparison, to identify biosynthetic genes 
that can be used as selection markers, to isolate promoters and terminators for application in a homologous as well 
as heterologous context, to find putative centromere containing clones, general information about genome organization 
so and in addition to identify ORF's containing single read sequences (SRS) with no homology to S. cerevisiae or any 
other organism, which allows the identification of A. gossypihspecific genes. 

Encompassed by the present invention is a method of sequencing the termini of randomly picked A. gossypii 
shotgun clones to obtain linked pairs of genomic sequences. Said linked pairs of genomic sequences can be used for 
identification of open reading frames (ORFs) showing or lacking homology to functionally characterized or uncharac- 
55 terized genes from S cerevisiae, other fungi or other organisms. The sequence information provided herein in the 
attached Sequence Listing is sufficient to generate gene deletions in Ashbya by using, for example, by PCR-based 
gene targeting methods as described herein. 

One of the main prerequisites for success in such an analysis is a relatively compact, organized genome. This is 
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required to obtain a maximum of information from the limited length of single read sequence (SRS) analysis. A gossypii 
represents such a compact genome. The presence within the Ashbya genome of short intergenic regions and rare 
occurrence of introns increases the probability of finding matches to open reading frames (ORF's) in the majority of 
SRS's. 

s Thus one embodiment of the present invention is a method to identify and characterize A gossypii ORF's by 

sequence comparison of their S. cerevisiae homologues without the requirement of complete sequence information 
for the A gossypii ORF's. 

Further encompassed by the invention is a method for characterization of an Ashbya gene, the knockout of which 
leads to a non-growth phenotype. 
10 In a specific embodiment of the invention a method for characterization and validation of an Ashbya gene is provided 

comprising 

(a) inserting into Ashbya sequences of genomic pAG clones as provided herein in the attached Sequence Listing 
a chimeric gene construct comprising a selectable marker plus adjacent multiple cloning regions from a suitable 

*5 cloning vector; 

(b) selecting clones carrying Ashbya sequences disrupted by the selection marker gene in a suitable host system;. 

(c) transforming Ashbya with a disruption cassette according to (a); 

(d) revealing the disrupted open reading frame by DNA sequence analysis around the site of integration of the 
selection marker module and determining the orientation of the selection marker module; 

20 (e) determining whether deletion/insertion at the disruption site results in any phenotypic alterations. 

A further embodiment of the invention relates to a method for characterization and validation of an Ashbya gene 
comprising 

25 (a) designing cassette for gene targeting comprising terminal Short Flanking Homology regions encompassing a 

selectable marker module; 

(b) transfecting the gene targeting cassette of (a) into A gossypii and selecting transformants; 

(c) verifying correct gene targeting by applying suitable testing procedures; 

(e) determining whether deletion/insertion at the disruption site results in any phenotypic alterations. 

30 

Further comprised by the present invention is a method for characterization and validation of an Ashbya gene 
involving a triple selection marker module which method comprises 

(a) inserting of a reporter, a selectable marker and a strong promoter, which is preferably a regulatable promoter, 
35 in front of the start codon of a coding sequence of interest (promoter exchange mutant) within the Ashbya genome 

(b) applying potential antifungal agents for growth to the promoter exchange mutant of (a) and to a wild-type strain, 
respectively; 

(c) identifying a growth or non-growth phenotype of the strong promoter exchange mutant. 

40 Within this novel process any DNA encoding a selectable marker can be used that, upon transformation, is capable 

of conferring a resistance phenotype to A gossypii or any other advantage based on which the transformant can be 
separated from non -transformed clones such as, for example, ScLEU2, kanMX, kanSC or GEN3. 

Promoters that can be suitably used as part of the triple selection marker module are those that are capable of 
functioning in Ashbya and in heterologous systems such as, for example, G cerevisiae or K lactis. Preferred within this 
45 invention is a heterologous promoter from S cerevisiae or K lactis, which is not only to be qualified as a strong promoter 
also within the Ashbya system but is also well regulatable in Ashbya. 

A reporter that can be suitably used within the triple selection marker module is one that is easily detectable such 
as, for example, the green fluorescent protein. 

If the activity or expression of the gene product is inhibited by one or more agents, the inhibitory effect for growth 
so will be overcome in the strain overexpressing the gene product. If the reporter expression, controlled by the wild-type 
promoter, is not changed one can conclude that the agent inactivates the gene product and not a transcription factor 
or signaling factor for expression of the gene product. If the reporter expression is much lower, the agent most likely 
affects the expression of the gene product and not the gene product itself. 

The present invention further relates to a DNA molecule comprising a DNA sequence selected from the attached 
55 Sequence Listing which molecule is validat d as a potential target in a pesticide screen based on the use of said 
molecule in a gene disruption method as described herein. 

Further encompassed by the present invention is the use of s quences selected from the attached Sequence 
Listing to identify substanc s having antifungal activity; the use of sequences selected from the attached Sequence 
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Listing to identify substances having pesticidal activity; the use of sequences selected from the attached Sequence 
Listing to identify biosynthetic genes that can be used as selection markers; the use of sequences selected from the 
attached Sequence Listing to identify promoter and terminator regions including downstream non-translated regions 
and up-stream nontranslated regions, respectively; the use of sequences selected from the attached Sequence Listing 

5 to identify putative centromere-containing clones; the use of sequences selected from the attached Sequence Listing 
to identify ORFs containing SRS sequences with no homology to S. cerevisiae; the use of sequences selected from 
the attached Sequence Listing to identify ORF's containing SRS sequences with no homology to any other organism, 
which allows the identification of A. gossypii-peciftc genes; the use of sequences selected from the attached Sequence 
Listing to characterize genes and gene organization of this ascomycete by inter-genomic comparison; and the use of 

10 sequences selected from the attached Sequence Listing to identify and characterize the genome organization of Ashbya 
gossypii. 

In particular, the present invention encompasses the use of a DNA sequence selected from the Sequence Listing 
to identify Ashbya gossypii promoter and terminator regions including downstream non -translated regions and up- 
stream nontranslated regions, respectively. 
is The invention further relates to the use of a DNA sequence selected from the Sequence Listing wherein a putative 

promoter region is identified by sequence alignments and the ORF of a genetic selection marker plus start codon and 
terminator is placed downstream of said putative promoter region. 

Further comprised is the use of an a DNA sequence selected from the Sequence Listing and variants thereof in a 
screening method for identifying compounds capable of inducing broad spectrum disease resistance in plants. 
20 The suitability of the DNA sequence to be used in such a screening assay is determined in gene disruptions in the 

Ashbya genome. For that purpose a disruption cassette may be used comprising a selectable marker plus adjacent 
multiple cloning regions from a suitable cloning vector. 

In a further embodiment of the invention a DNA sequence selected from the Sequence Listing or parts thereof is 
used within a gene targeting procedure involving short target sequence homologies added to both ends of a DNA 
25 molecule endoding a selectable marker. 

In a further embodiment according to the invention a DNA sequence selected from the Sequence Listing may also 
be used for distinguishing among different species of plant pathogenic fungi and for distinguishing fungal pathogens 
from other pathogens such as bacteria. 

It is one embodiment of the present invention to use sequences selected from the attached Sequence Listing to 
30 identify promoter and terminator regions including downstream non-translated regions and up-stream nontranslated 
regions, respectively. In many cases, the attache sequences allow to locate the precise boundaries between open 
reading frames and promoter or terminator regions either from the first single read or after additional sequencing. The 
promoter and terminator regions so obtained are also part of the present invention. 

In particular, sequence alignments can reveal 5' ends of open reading frames plus adjacent sequences of their 
35 putative promoter regions. By placing the ORF of a genetic selection marker plus start codon and terminator down- 
stream of this putative promoter sequence, one can identify and use novel Ashbya gossypii promoters. 
The promoter and terminator regions so obtained are also part of the present invention. 

The DNA sequences provided in this application are especially suitable to be used in gene disruptions in the 
Ashbya genome. This can be performed, for example, using classical procedures involving gene disruption cassettes. 

40 Said gene disruption cassettes essentially consists of a selectable marker plus adjacent multiple cloning regions 

from a suitable cloning vector. This transformation selection module upon expression of the selection marker gene 
preferably leads to resistance in yeast and filamentous fungi and also in bacteria such as, for example, E coli This 
module is inserted into Ashbya sequences of genomic pAG clones as provided herein in the attached Sequence Listing. 
To this purpose the selectable marker is released from the cloning vector by cleavage with a suitable restriction enzyme 

45 such as, for example, BamHI, Sail or Xhol. It is ligated into cloned Ashbya DNA cleaved with a corresponding restriction 
enzyme that is, for example either Bglll, Xhol (partial) or Sail (partial), respectively. Clones carrying Ashbya sequences 
disrupted by the selection marker gene are selected in a suitable host system such as, for example, E. coli. DNA 
sequence analysis around the site of integration of the selection marker module (i1 and i2sequences in the attached 
Ashbya data base) reveal the disrupted open reading frame and determine the orientation of the selection marker 

so module. 

A selection marker that is especially suited to be used within the scope of the present invention is kanMXO ex- 
pressing G418 resistance in yeast and filamentous fungi and kanamycin resistance in E. co//(lnternational Patent Ap- 
plication No PCT/EP 91/01116; Steirier era/, 1995) . 

Especially preferred within the scope of the present invention is a new PCR-based Ashbya gene targeting proce- 
ss dure provided herein. Gene targeting in Ashbya relies on homologous recombination in this fungus (Steiner et. al., 
(1 995) Genetics (in press 1 995)). Short target sequence homologies added to both ends of a DNA molecule endoding 
a selectable marker are sufficient to mediate sequence specific gene targeting in Ashbya. The length of the target 
sequence homologies is preferably in the range of between about 20 to 80 nt, more preferably between 35 and 60 nt, 
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and most preferably is about 45 nt. Within this novel process any DNA encoding a selectable marker can be used that, 
upon transformation, is capable of conferring a resistance phenotype to A gossypii or any other advantage based on 
which the transformant can be separated from non-transformed clones. 

The fragment designed for gene targeting thus carries terminal Short Flanking Homology regions encompassing the 
5 selectable marker module. These fragments are transfected into A gossypii by a suitable method such as, for example, 
electroporation and transformants are selected. Verification of correct gene targeting is achieved by suitable testing 
procedures such as, for example, PCR testing the presence of the new junctions between target DNA and integrated 
marker using specific verification primers. Verification of the gene targeting can also be performed by DNA-hybridization 
experiments. 

io in using verification primers it proved advantageous to use specific primer pair combinations. One pair of verification 
primers, for example, may be derived from the open reading frame of the selectable marker gene. Whereas a second 
pair of primer sequences can be derived from the single read sequence and correspond to regions upstream and 
downstream, respectively, of the homology regions used for the targeting process. Using this PCR-based targeting 
approach sequences can be manipulated that are app. 150 nt in length. A criterium matched by all single read se- 

15 quences of the attached Ashbya database. This is of major advantage considering classical methods of gene disruption 
that are laborious and require cloning steps to incorporate a selectable marker within rather large flanks of surrounding 
target sequence homology. 

After clonal purification (spore isolation) it ican be easily determined whether deletion/insertion at the targeted 
locus results in any phenotypic alterations such as, for example, a reduction or abolition of fungal growth, decrease or 
20 loss of viability, etc. Once such a phenotypic alteration can be estabished for one of the Ashbya disruption or knockout 
mutants it is futher examined whether said mutant qualifies as a target to be used in a pesticide screen, preferably a 
fungicide screen. 

Owing to the provision within the scope of this invention of a novel and powerful gene disruption process, there is 
no longer a need to know the exact biological function of the protein product encoded by a gene comprising or, in the 

25 alternative, being flanked by one of the A. gossypii DNA sequences provided herein. 

Those sequences that have no homology neither to S. cerews/aenor to any other organism and are thus A gossypii 
specific are especially useful, as they are promising candidates to be used in a pesticide screen for identifying sub- 
stances which have pesticidal and, preferably, fungicidal activity, but are non-toxic to other organisms especially mam- 
mals. Though nothing is known about the exact biological function of the genes comprising said DNA sequences or 

30 being flanked by said DNA sequences, they are nevertheless especially valuable owing to their being unique to the 
fungal pathogen. Thus, any pestictdally active substance being identified in a pesticide screen involving one or more 
of those sequences have a high potential of exhibiting a biological activity that only affects A. gossypii and possibly 
other pathogenic fungi having (yet unidentified) homolgous sequences, but do not interfere with any vital functions in 
other organisms such as, for example, mammals. 

35 It is thus a further embodiment of the present invention to identify genes within the A gossypii genome which are 

potential targets for the action of pesticidally active compounds, but especially fungicidally active compounds, by using 
those Ashbya sequences identified in the Sequence Listing corresponding to ORF's with 1 00 and more codons showing 
less than 20% homology to a yeast gene classified as 3 or as "none". 

40 ABBREVIATIONS 

LIPS Linked Pairs of Sequences 

MCS Multi Cloning Site 

ORF Open Reading Frame 

45 SRS Single Read Sequence 

RP Reversed Primer 

UP Universal Primer 



so 



DESCRIPTION OF TABLE 1 AND THE SEQUENCE LISTING 



The sequences in the Sequence Listing correspond to the PAG names in Table 1. Thus, Table 1 describes each 
sequence in the Sequence Listing in six columns: °PAG name", "Yeast 0 , "Gene Name", Brief Description", "Homology 
Class", and "Additional Comments", the details of which are as follows: 

PAG Name: Number of Ashbya gossypii plasm id clone (e.g. PAG1001 ) follow d by RP (sequ nee obtained using 
55 the reverse primer) or by UP (s quence obtained using the universal primer) or 11 or 12 (internal sequences obtained 
after insertion of kanMXO in the Ashbya DNA at a Bglll, Xhol or BamHI site and sequencing in both directions from 
these sites using sequencing primers binding to the 5' and 3" region of kanMXO). CRP and CUP mark sequences from 
rare chimeric genomic clones, th ends of which map to differ nt genomic regions. For a few clon s, only RP or UP 
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sequences are listed. 5% of the plasmid clones carry ribosomal DNA sequences, as concluded from high sequence 
homologies of their RP and UP sequences to ribosomal DNA of S. cerevisiae. These overlapping clones representing 
tandem copies of the 8.2 Kb Ashbya ribosomal DNA repeat are not listed in the Ashbya genome data base. The PAG 
name is set out above each individual sequence in the Sequence Listing. 

5 Yeast name: Systematic name of S. cerevisiae gene with highest homology to the Ashbya sequence, as determined 

by the search algorithm. For some Ashbya sequences, two systematic names are listed because they carry information 
from two Ashbya ORF's with homology to S. cerevisiae genes. Sequences of high (significant) homology are distin- 
guished from those with low (insignificant) homology by the classification in column 5 (Homology Class). If no systematic 
g ene name is listed, the Ashbya sequence shows either no homology to S. cerevisiae genomic DNA or it is mitochondrial 

10 DNA (around 80% AT base pairs and homology to genes coded by the mitochondrial genome). 
Gene name: S. cerevisiae gene name used in the literature. 

Brief Description: Brief description of the S. cerevisiae gene showing highest homology to the Ashbya sequence. 

Homology Class (HC): Significant homologies to S. cerevisiae genes are classified as 1 . Intermediate homologies 
(about one quarter to one third identity on the amino acid level) are classified as 2. ORFs with 100 and more codons 
is showing less than 20% homology to a yeast gene are classified as 3. Ashbya sequences lacking ORF's of 100 and 
more codons and showing less than 20% sequence homology to S. cerevisiae are classified as 4. 

Additional Comments: Useful comments concerning (a) presence of promoter or terminator sequences as judged 
by the presence of 5' ends (N-terminus) and/or 3' ends (C-terminus) of ORF's and adjacent DNA, (b) identification of 
novel Ashbya ORFs (minimum size in nucleotides (nt) as only ORF in frames +1 to +3 or -1 to -3 and lacking significant 
20 homology to yeast and fungi, (c) synteny, (d) reason for changes of ORF classification, (e) matches to tRNA genes, 
(f) presence of intron, judged from interruption of regions of high level of protein homology and confirmed, in addition, 
by applying the S. cerevisiae intron-recognition rules, (g) high CAI (codon adaptation index) marking a well expressed 
gene and with that a strong promoter. Further abbreviations are explained in the MIPS yeast data base. 

25 EXAMPLES 

Example 1: Construction of a Genomic Library 

A.) Preparation of Partially Digested DNA 

30 

Genomic DNA of A. gossypii (strain ATCC1 0895) was partially digested with Sau3A and separated on a low melting 
agarose gel. Two regions were cut out off the gel: A first the gel piece containing DNA fragments in the range of 3.5-6 
kb in length and the second gel piece from containing DNA fragments in the range of 5-8 kb in length. 

35 B.) Ligation and Cloning (standard procedures and media as described in Sambrook et al Cold Spring Harbor Press, 
1989) 

Sai/3A fragments of different sizes, derived from the partial digestion of the genomic DNA, were cloned into the 
yeast shuttle vector pRS416 (Sikorski and Hieter, 1989, Genetics 122: 19-27). For this purpose pRS416 was cut with 

40 BamHI. The 5'-phosphate group of the linearized vector (4.8 kb) was removed with Calf Intestinal Phosphatase to 
minimize the recircularization of the vector during ligation. DNA of the two size fractions, one with fragments in the 
range of 3.5-6 kb and the other with fragments in the range of 5-8 kb were cloned separately into the vector. The ligation 
samples were separately transformed into the E. coli strain XL1 -blue yielding together approximately 21 ,500 colonies 
on 55 plates. 80 % of the colonies (17,000) were white indicating insertion of a A. gossypii. DNA. The 21,500 colonies 

45 derived from the two size fractions were combined by washing each plate with 2 ml full medium (2*YT). Approximately 
120 ml cell suspension were obtained. 100 ml of the cell suspension were used to inoculate once a 1 litre culture for 
the isolation of plasmid DNA. The remaining 20 ml cell suspension were mixed with 5 ml glycerol and stored divided 
into two aliquots at -70 °C. The ratio of white to blue colonies stayed stable after growth in selective full medium ON. 
The isolated plasmid DNA was purified over a caesium chloride density gradient and separated on agarose gel. The 

50 total yield of plasmid DNA isolated from the 1 litre culture was approximately 5 mg. 

All plasmids of the genomic library had a common structure based on plasmid pRS416. The average insert length 
was approximately 4 kb. The genomic library with 17,000 recombinant clones carrying an insert therefore covers 8 
times the 9.7 Mb A. gossypii genome (Gaudenz, 1994). 

55 
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Example 2: Sequence determination 

A. ) Sequencing the partial Sau3A fragments at both ends 

s Approximately 350 to 450 ng of plasmid DNA was taken for cycle sequencing (T3 and KS primer or similarly binding 

primers) with the Peikin Elmer AmpliTaq FS PRISM™ Ready Reaction Dye Terminator Cycle Sequencing kit using the 
protocol of the manufacturer (addition of 1% DMSO to the sequencing reaction, 95 °C denaturing temperature) and 
the 373A automated sequencing system (Perkin Elmer) for electrophoresis and fragment detection. SRS's were named 
with the plasmid name and the suffix UP or RP was added to mark the side of the insert from which the sequence was 

10 derived regardless, of which primer present at this side of the multiple cloning site was actually used. 

B. ) Sequence processing 

Concerning the pAG1001 to pAG1000 and 1201 to 1700 series of clones, the vector part of the sequences was 
is removed, obvious base-calling errors were edited and, depending on the quality of the sequence, an individual end 
point was determined. SRS of the pAG1001 to pAG1100 and 1201 to 1700 series were not further edited and were 
taken as provided. All sequences were transferred on a VAX system and put into GCG format. Query sequences were 
translated in all six reading frames and run in a BLAST search (Altschul et ai, 1990) against MIPS data base at http: 
//www.mips.biochem.mpg.de/mips/yeast/) 
20 Alignment of sequences from mitochondrial or rDNA clones was performed with the SeqMan module of the La- 

sergene software package (DNASTAR, Ltd., London, UK) on a Macintosh Power PC. 

Example 3: Classification of the BLAST search results 

25 In the evaluation of the BLAST results, four different categories of homology class (HC) were used. HC 1 and 2 

represent SRS's showing a significant hit to an S. cerevisiae ORF. The border between category 1 and 2 was made 
at approximately 40 % identity in the aligned protein sequences. SRS's showing no convincing homology (around 20 
% identity and lower) but with an possible open reading frame (with or without ATG) of at least 300 nt length were 
assigned to HC 3. All SRS's with no significant homology and no possible open reading frame of at least 300 nt were 

30 put into HC 4. However, the described values for classification were not applied as strict rules. Factors such as length 
of homologous block, in cases of several blocks the overall homology, relation of scoring hit to possible open reading 
frames, position of homologous block within the S. cerevisiae protein sequence (for example very N- or C-terminus), 
a biased sequence, etc. were taken into account for classification. 

Almost 30% of the clones listed in the attached Sequence Listing show synteny with S. cerevisiae. Thus, Ashbya 

35 genes of interest for antifungal screening assays (e.g. homologues of essential fungal or yeast genes) can be found 
due to positional conservations (synteny) when RP and/or UP sequences match adjacent S. cerevisiae homologues. 
Applying the rules of ancient synteny, the frequency of such predictions increases by a factor of 2 or even more. 

Over 5% of RP and UP sequences identified open reading frames of 100 and more codons with no apparent 
homology to sequences in data bases. In Table 1, they are marked as class 3 or 4. These sequences are therefore 

40 candidates for novel lead target genes. Fungal pathogens (e.g. Candida albicans or phytopathogenic fungi) carrying 
homologues of these genes can be treated by compounds which were developed based on assays using the Ashbya 
I ad target. 

Example 4: Use of the Ashbya gossypii sequences for isolation of Ashbya gossypii promoters 

45 

Sequence alignments can reveal 5' ends of open reading frames plus adjacent sequences of their promoter regions. 
By placing the ORF of a genetic selection marker plus start codon and terminator downstream of this promoter se- 
quence, one can identify and use novel Ashbya gossypii promoters. For example, an ORF of 67 amino acids was 
identified on the SRS of pAG1245rp. This ORF shows 98 % homology to the S. cerevisiae Ribosomal Protein S28.e. 
so 12 in a BLAST search (Altschul et al. (1990) J. Mol. Biol. 215: 403-410). The ORF (AgRPS33B) for the putative A. 
gossypii Ribosomal Protein is located from 1 95 to 395 on the SRS with 700bp, leaving 300bp for the promoter. Based 
on these findings plasmid pAG1245 may be used for isolation of a novel promoter using the AgLEU2 marker in PCR- 
targeted gene exchange in S. cerevisiae. 

ss A.) PCR synthesis of a DNA fragment carrying the AgLEU2 marker 

Two primers, RP5 and RP3 ( are s lected for the amplification of the AgLEU2 gene. Both primers are 60 mers 
showing beside 20 bp homology to AgLEU2 in addition to 40 bp homology to pAG1245. 
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Primer RP5: 5'TTT TAG TAG ATA TTT TAT ATC CAA GAA GCA ATA GAT CAA AAT GGC TGC GGT AAA GAG 
AAT 3'. The 40 bp at the 5'end of RP5 are homologous to 40 nucleotides in front of the ATG start codon of AgRPS33B. 
The 20 bp at the 3' end of RP5 are homologous to the first 20 nucleotides of the Agl_EU2 ORF, including the ATG start 
codon. 

Primer RP3: 5* CTG GAG CTC CAC CGC GGT GGC GGC CGC TCT AGA ACT AGT GCG CCA ACG TTG CGA 
GAT ATA 3\ The 40 bp at the 5' end of RP3 are homologous to 40 nucleotides in the pBIISk+ multiple cloning site 
(Alting-Mess M. A. and Short J.M. (1989) Nuc. acids Res. 17(22): 9494) of pAG1245 covering the Sacl, Sacll, Notl, 
Eagl, Xbal and Spel restriction sites. The 20 bp at the 3'end of RP3 are homologous to 20 nucleotides in the AgLEU2 
terminator region (1261-1281). 

Sequence carrying the AgLEU2 coding region and the AgLEU2 terminator sequence (the ATG start codon of 
AgLEU2 is written in bold letters and the stop codon (1117-1119) is underlined): 
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The PCR reaction is performed in a Thermocycler from ams Biotechnology. As a template, the isolated 3.1 kb 
BamHI/Sail fragment from plasmid pAG1 50 (Mohr Ch. (1 997) Ph.D. Thesis, Institute of Applied Microbiology, University 
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of Basel) carrying the AgLEU2 gene is used. 1 00 ng template are added tor a 50uJ reaction volume supplemented with 
0.2mM of dATP, dCTR dGTP and dTTP. 5uJ of 10*Thermo Pol Buffer (Biolabs). The concentration of primer RP5 and 
primer RP3 in the reaction is 1u.M. After the hot start, 1uJ enzyme mixture (Taq Polymeras (Pharmacia) and Vent 
Polymerase (Biolabs) 5:1) is added. PCR is executed under the following conditions: hot start 2 min at 94 °C, 30 cycles 
of 30 sec at 94°C, 30 sec at 55°C and 2 min at 72°C and finally 4 min at 72°C. 

Analysis of the PCR reaction on a 1 % agarose gel shows a concentration of 1 0Ong/uJ for the 1 .36 kb PCR product, 
which can be used to transform S. cerevisiae. 

Example 4.2: Transformation of S. cerevisiae 

For the direct exchange of the ORF of AgRPS33B on piasmid pAG1245 in S. cerevisiae with the AgLEU2 marker 
via homologous recombination a cotransformation is carried out. As a recipient strain, YP98 with the phenotype a, 
ura3-52, Iys2-801 amber , ade2-101 ochre , trp1-A1, Ieu2-A1 (Sikorski R.S. and Hieter P (1989) Genetics 122: 19-27) is 
used. Transformation is performed according to Gietz et al. (1992) Nuc. Acid Res. 20 (6): 1425. 

2|ig piasmid DNA of pAG1245 and 2\ig PCR product are cotransformed into strain YP98. Piasmid pAG1 245 carries 
the CEN6/ARSH4 cassette and the URA3 gene providing replication and selection in strain YP98. Recombination 
between the 40 bp at the ends of the PCR product, which are homologous to parts of the pAG1245rp SRS, leads to 
excision of the AgRPS33B open reading frame and integration of the AgLEU2 marker gene. Transformants are double 
selected for URA+ and LEU+ on SD-minimal medium supplemented with lysine, adenine, tryptophan and lacking uracil 
and leucine (Sikorski R.S. and Hieter P (1 989) Genetics 1 22: 1 9-27). As a positive control, 2u.g piasmid DNA of pRS41 5 
and pRS416 (Sikorski R.S. and Hieter P. (1989) Genetics 122: 19-27) were cotransformed. Piasmid pRS416 carries 
the CEN6/ARSH4 cassette and the URA3 gene, and pRS41 5 carries the CEN6/ARSH4 cassette and the LEU2 gene 
for replication and selection. Transformants are also selected on SD-minimal medium supplemented with lysine, ade- 
nine, tryptophan and lacking uracil and leucine. As a negative control, 2u,g PCR product are transformed to exclude 
the possibility of genomic integration of the AgLEU2 marker gene. Selection for the negative control is carried out on 
SD-minimal medium plates supplemented with lysine, adenine, tryptophan, uracil and lacking leucine. After 2-3 days 
of incubation, the first transformants appear, and after 5 days the transformation efficiency is calculated. The negative 
control, only transformed PCR product; has no transformants. The positive control, pRS41 5 and pRS41 6, has a trans- 
formation efficiency of 300 transformants/u-g DNA. The cotransformation of pAG1245 and the PCR product shows a 
transformation efficiency of 10 transformants/^ig DNA. For verification of the integration of the AgLEU2 marker gene 
intopAG1245, the new piasmid, which is named pAG1245-1, is isolated from the transformants and further investigated. 

C.) Verification of the integration of the AgLEU2 marker into pAG1245 

Genomic DNA from several independent S. cerevisiae transformants harboring the newly generated piasmid 
pAG1245 is isolated according to Philippsen P. et al., (1991) Methods in Enzymology 194: 169-182, Guide to Yeast 
Genetics and Molecular Biology, Academic Press. 

The genomic DNA is transformed into the E. coli strain XL1 -blue (Bullock W.O. et al., (1 987) Bio Techniques 5 (4): 
376-378) using the protocol described by Dower J.W., (1988) Nuc. Acids Res. 16: 6127-6145). Piasmid DNA of 
pAG1245-1 is isolated and integration of the AgLEU2 marker gene is verified via analytical PCR. A primer pair with 
one primer located in the multiple cloning site and one primer in the promoter region of AgRPS33B indicates excision 
of the ORF of AgRPS33B and integration of the AgLEU2 marker gene. For this purpose, two primers RP1 and RP2 
are selected. RP1 (5'CAT GAT TAC GCC AAG CGC GC 3') is homologous to 20 nucleotides in the pBIISk+ multiple 
cloning site (Alting-Mess M. A. and Short J.M. (1989) Nuc. acids Res. 17(22): 9494) in pAG1 245 adjacent to the Reverse 
Primer binding site. RP2 (5'CCA AGC ACA TTT CAC CTG CG 3') is homologous to 20 nucleotides to the pAG1245 
SRS from 521-540. With this primer combination, the expected PCR product is 0.6kb for pAG1245 and 1.5kb for 
pAG1245. PCR reactions were performed using piasmid DNA from pAG1245 and from pAG1245-1, originated from 
two independent S. cerevisiae transformants, as templates. 100 ng template are added for a 50uJ reaction volume 
supplemented with 0.2mM of dATP, dCTP, dGTP and dTTP 5uJ of 10*Thermo Pol Buffer (Biolabs). The concentrations 
of primer RP1 and primer RP2 in the reaction is 1|iM. After the hot start, 1 |il enzyme mixture (Taq Polymerase 
(Pharmacia) and Vent Polymerase (Biolabs) 5:1) is added. PCR is executed under the following conditions: hot start 
2 min at 94 °C, 30 cycles of 30 sec at 94°C, 30 sec at 55°C and 2 min at 72°C and finally 4 min at 72°C. 

Analysis of the PCR reaction on a 1 % agarose gel shows a band at 0.6 kb for pAG1 245 and a band at 1 .5 kb for 
pAG1 245-1. This result demonstrates the right int gration of the AgLEU2 marker gene in pAG1245. 

Example 5: Isolation of new fungal DNA elements based on synteny of linked sequence pairs 

With the initial bi-terminal SRS's of the DNA insert of piasmid PAG1489 (PAG1489RP and PAG1489UP), synteny 
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is discovered to the centromeric region of S. cerevisiae CEN2. This synteny reveals homology to the yeast genes 
YBL003c and YBROOIc. The complete double stranded insert sequence shows synteny to the yeast genes YBL003c 
(97% identity), YBL002w (94% identity), YBL001 c (69% identity), and YBR001 c (73% identity) as determined by BLAST 
searches to the Yeast Genome Database (Altschul, Stephen F., Gish, Warren, Miller, Webb, Myers, Eugene W. t and 
David J. Lipman (1 990). Basic local alignment search tool. J. Mol. Biol. 21 5:403-410). In yeast, the centromere of chro- 
mosome II is placed between YBL001 c and YBROOIc. Homologous sequences to the yeast centromere II are found 
in the A. gossypii. DNA sequence of PAG1 489 between positions 2900 to 3200. This homology comprises the essential 
Centromere DNA Elements CDEI, CDEII, and CDEIIl. Making use of the synteny of RP and UP sequences of a single 
pAG-plasmid to a reference genome, the detection of potential antifungal drug targets can be inferred in the same way 
as the centromere on PAG1489. In addition, using Ashbya gossypii as a reference genome, potential antifungal drug 
targets of other pathogenic fungi can be isolated. 



Sequence of p AG 1489 insert DNA: 

GATCGTAACATTGCCCAATAGCTTGTTTAGCTCGTCATCGTTTCTGATGGCTAGCTC 

GGGATGATTCTGGTCTTCTTGTTGTCTCTGGCGGCGTTACCGGCCAACTCTAGGATTTC 

AGTATTCTAGCACAGCGGTTAGGTACACAGGCGCGCCC^ 

TCTGAGCAATCTGTGGACTCTACCGACAGGGAAAGTCAAACCGGCCTTAGCCGATCTCGACTGCGAA 
GCCTTGGCGGCAGAACCAGCTTTACCTCCTTTACCAGACATTATTTGTGTTC 

GTTTAGTGTGAACTGCGTGTGCTATGAGAAAACACTACGCTGAAACTGCTAAATAATCCAGACAGGT 
CCCCCCACCGCAAAGGATCCACGCTATACTTCTCTCTACATATTTATACTTGTCCTTTTGCCTTCTA 
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ATCCTCGATCGTACGCGTCTGACGCTTCAACAG 
GTTTTTTCGCATGACATGTCCGTGCTGGTTTTTO 

CCAGAGCCGTACTAGCTCTTTCGCGTGCTGTCCTATGTGCACGCGAAATTTTCATACTGTAGAGTGT 

GCGATCAGCTTCACAGAGTACAAACGGTAGGCGAGTGGATAC 

CAGAACTTTTTGGCAGTCGCGTAATCTTAGATTGAAAGTATT^ 

TCGGGCTGAAGAGGACCTCTTTTGGCGSTCTGCTACTTCCCAGTTATC 

CGAACTCTAATTGCAATTCTAAAGATGGCACCAAAGGC 

CGGCAAAGAAGACCACTGCTTCTACCGACGCTTCTAAGAAGCGG 

CTCCTCTTACATTTACAAGGTTCTTAAGCAGACTCACCCAGATACTGGTATCTCG 

TCCATTTTGAACTCGTTTGTGAACGATATCTTTGAGAGAATCG^ 

CCTACAACAAGAAGTCTACGATCTCTGCTAGAGAAATCCAGACTG 

TGAGCTAGCCAAGCACGCCGTGTCTGAGGGTACCAGAGCTGTTACCAAGTACTCGTCTTCTACCCAA 

GCCTGAATGGAACTCATTCTTAGAATGAAAGAACTTCCTTCAAGAAGGTTCTCGTC^ 

GTGGGACCCGCCTCTTATTCCAGAGCAGCTGCGGCAGAGCGGTATGTGGTACGTTCCGTT^ 

TTTGTATTATTAGTACATGTAGAAATAGGGTTTTCTGGTTTCATAATTCGGTAT 

ATGTATATTAGATAAGTTTTAAACTAGTAATCGGAGAGCTTCTTTTCAACCACGTCTACCTTGT 

GCGCAGTCTGCTGTTTGTCTGTTCTAGTTCCGAGCCTCATTTC 

TTCGTGGCTGTATTCGTGCAACTGGCCGATGAGGCTCATGACCTCGTCCCAAGGGCCCTCAATCGTC 

GTTCCAAAGCTGTGCATAGTGCTTTTCAAGTGACTCTCCCTAATTCGTTTCTCAATCTT^ 

AGTCTGAGACACTTGGTGAGCTAGTACCTAGCTATGATTCAAAAGTTTAGTATATTGTTTTATATAT 

GCAGCTGGAGATGTGAACATACCGGCACCATGCAAATGTCCACTAATGTGTGCAGCITCGACATTTT 

GATTTCTACCTTCAGAGTATTGGAATATGTTCTTGTATGTAACGTCTACTAATTTTCTGK5TTTATAT 

CGCTGATCTTAAGGGAGATAATTTCGTTCACCCATCACACAGAAGTTTTAAGTACAAAACTTGTCCC 

CAGATATAGCAAGTCATCAATTCAGGTATAATTGGTGTGCATGCTAATTTGAAGGGCTGTTATATAG 

TTGAAGTTGTTCTTTTGGCATTGAGCCAAATTTGGATTCTATTCAGTAG 

CAAAGCTGAAGTCTGAAGCAAAACATCTCAATAGCTATAGAACTCTAGCAAACAACAGACCAGAGCT 

TATATCATGACACATTATAAGCTCAGCTATTACTCTGAGTGATAGAGTGACCCTCAATTAGTTGGTT 

CATTTTATATAT7^A7^AATATAAAACTATAGCTATTTCAAATGACTACTAACTAATACGAGAGAAGAA 

AACAAATTAAACACGATGGTCTACAGATAGCTTGAAAGAGACACTAAGAGAAATTTCAGGAAACAGT 

TCAGAAAATAGCCATTCAGCTCTACAGCTCTCTTTATTATCAAGAGTACAGTTTCTTTC 

CGC T T AATT AATT ATATTTC TTGCC ATT AAATGCG AC GGTGACGGGATAAC AATTTTTGG C AATTCT 

TCATATTTTGATTTAAAAAAAAAACAATTTACCAGAATTAGACGAAA 

GTTCAGCCACTGGATAAATCTCATAGTTTAAAATATTGAGTTAC 

TAGCGATTAGGCCATTTGCCATTGATTTAAACATGAACTAACGAACCTCCATGAATO 

CAAATTTAACCGGACAATTAATTTTATGTAGCAGGCTCTGCCATGGGAATAGCTTO 

ATATTTAACGTATATCCTTGTTATGATAAAGACTTTC^ 

TACAGTTAAATATCTAAATTTAATATATTACGCAGTTCACGCAATGTAGCACGTGACATAAATATGA 
AATTTACTATGTGCTTGCTTTATTTAAAATAAGTTTATAAAGTTAGTAAAAAT^ 
ATTTAATTAAATAATATCCTAAAATATACTAATACAATTTATCAATTAAGCTTTATA 
ATAGTTATAATTATAGATGTGTATACGATTTCCGAAACATAAAAATATTTCACTGCTTTCGTGAA^ 
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ATAATTTTTTT ATT ATAAAACAATC CCT AATATAGTATT AC CTCC AATTATGAGTCTATCGTAATAT 

ATGAAGTACTACCAAAATTTACCACTGATTTTTCAAAAAAAAAACACCA 

TTAACTGAATTTTTTATAATTAAATTTT^ 

CAAAAAGTACCCTATAAGTAGGTACCGCTTGTCCACATTATAATAAAAAAAGTGAAGTACTCATCAA 

TACTTTTATTTAGGATACCTGCAGTCTAATATCCCTTCACGTAAGTTACTTAGTGCACAATATTCAC 

AGTGAGTTAGTAACCCGGTTCAGATCAAGGCATACCGAGCTTTCTCTTCTGGCTTC^ 

GAAAATATCAGGGACGGTGCAGTTAGCTAAAGCTCTCTTAGCATAAGTATTCATAA^ 

AAGATATAACTGGAATTGACCCAGCCAAATCCTTCAGTAGCAACACCT 

TACCATATTCGGCATCAACTCTATGAGGATCTGTGCCTCTGGTAACGTCGTATTTCTCTACTACGAT 

ACCATTGTAGTCGACAAATGCCTTGGTCATTAAAAATAACCACCTATAGGCCAACCTTCTTC 

CCTGTAAATCCGTAATTATCTAACCCGGTCCAAGCAAGCATTTGATC 

AATCCCATTGCCTGCTTGGTCTATTCATTGTTATCTCAC^ 

GCCTCCTAGCATTTCAAGCCTTGGCAATGCCTTCTCGACCATAGCGTTGGC 

AAGCCTGCCCACATGGCCCAAAATGTTGTTGCAGAATCGTAAGATGT^ 

TGTAGTCATAGAAAAAGCCTGTTTCCTCGTCCCACAAATATTTCGTGATTCTTTGCTT 

TGCAAGTGCCTCCCAATGAGAAGAAGTGGTGGTTTCACCAGCATAATCAGTAATACTATC 
TACTTGGAAACCACATATGCAATATCTTTTTCGTACT^ 

CTAAGTAAGCACAGACGTl^TCTAGACGGTAAGAGGTGTCATGTCCACTCTCACGTACAGCACGATC 

ATGCAAAAAGAACTCATCTAGTTCGGGCTCGTGTACTTCGCCGGCATCGTACATGCACCTGAACTCC 

GGAATCGTTACATTGTGCTTTTCCGCAAATTTCCGGCAAATTGCGTCAAAGTGGTCAGGCTC 

CTGGTGGGAAACCGATACCATCTGGATGATAACATGAAAGACCCGTGGTTTTGTCGTACCGCGGTTC 
TGCCATCCATACACTCTTGTATTCCTTAATGGCTGCGA 

GTAGGATTTTGGTCACCACCGAACTTTTCGAAGACCTTCAAAGCCATGTCGGTT 

GTGACCGACAGAGGTAGTAGCTCCTATTGGCGTTCAATATTTTACCGTAATGCTCTATCTCAAAGAT 

GAAATGCTCAACCATCCCACGTGCTATGTCCACTTTGTTACAGTCTAGAAGACCCAAAGCCATTAGG 

TATGAGTCCCAGCCGTAAAGTTCATTAAAACGiACCGCCCGGAACAACGTAGGGAAAACCAACCAATG 

TACTCTCACCGGTAATTGGGTCCCTGTGACTCTCCATCGCCAAAGCAAGCAACCCCGGGCTTTCG 

CAATGATTGCACGTGCTCCGGCGTGATC 



Example 6: Identification of antifungal drug targets represented in the attached Ashbya gossypii database 

A.) Principle of gene disruption using Short Flanking Homology (SFH)-PCR mediated transformation of Ashbya gossypii 

G ene disruptions in the Ashbya genome represented by sequences provided in the Sequence Listing are performed 
using a new PCR-based Ashbya gene targeting procedure. Gene targeting in Ashbya relies on homologous recombi- 
nation in this fungus (Steiner et. al. , 1 995). It has been found that short (approximately 45 bp) target sequence homol- 
ogies added by PCR to both ends of a selectable marker (e.g. GEN3) are sufficient to mediate sequence-specific gene 
targeting in Ashbya. The PCR fragment for gene targeting thus carries terminal Short Flanking Homology regions 
encompassing the selectable marker module. These PCR fragments are transfected into A. gossypii (e.g. by electro- 
poration) and transformants are selected for G418 resistance. Verification of correct gene targeting is achieved by 
PCR-testing the presence of th new junctions between target DNA and integrated marker using verification primer 
pairs G1-G2 and G3-G4 as described by Wach et al. (1997) P. Yeast 13: 1065-1075. Also, verification of the gen 
targ ting can be performed by DNA-hybridization xperiments. The v rification primers (G2: 5' GTTTAGTCTGAC- 
CATCTCATCTG 3' and G3: 5' TCGCAGACCGATACCAGGATC 3') are derived from the open reading frame of the 
selectable marker gene GEN3. G 1 and G4 primer sequences are derived from the single read sequence and correspond 
to regions upstream and downstream, respectively, of the homology regions used for PCR-bas d targeting. Using this 
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PCR-based targeting approach, sequences can be manipulated that are approximately 150 nt in length, a criterium 
matched by all single read sequences of the attached Ashbya database. This is of major advantage considering clas- 
sical methods of gene disruption that are laborious and require cloning steps to incorporate a selectable marker within 
rather large flanks of surrounding target sequence homology. 

After clonal purification (spore isolation) it is determined whether deletion/insertion at the targeted locus results in 
any phenotypic alterations (e.g. decrease or loss of viability) identifying a potential target for antifungal drugs. 

B.) Protocol for Short Flanking Homology (SFH)-PCR mediated transformation of Ashbya gossypii 

1 . ) Selection of S1 and S2 primers is done in order to link app. 45 nt specific of the target locus sequence to 20 
nt homologous to pGEN3 in order to allow amplification of the selection marker GEN3. The standard sequence 
on the 5' side of GENS corresponds to 5' G CTAG G G ATA AC AG G GTAAT 3', which includes the recognition site of 
the rare cutting endonuclease I-SCE1 to the PCR fragment. This restriction site is not found in the nuclear genome 
of A. gossypii and can be used to physically map the position of the A. gossypii insert DNA to a chromosomal 
location. The sequence on the 3' side of GEN3 corresponds to 5' AGGCATGCAAGCTTAGATCT 3\ Put together, 
the S1 and S2 primers comprise a total of app 65 nt. Selection of verification primers G1 and G4 which are neither 
part nor overlap with S1 and S2 primer sequences is dependent on the target locus sequence. 

2. ) Generation of SFH-PCR fragment is achieved by using the S1 and S2 primers to amplify GEN3 to an amount 
of approximately 10mg from linearized pGEN3 cleaved by the restriction endonucleases EcoRI and BamH\ (Bi- 
olabs). To increase the fidelity of the PCR-product a mixture of Taq DNA Polymerase (Pharmacia) and Vent DNA 
Polymerase (Biolabs) is used in a ratio of 10: 1-2 units. 

Standard PCR conditions are: 



Step 1: Initial denaturation 


at 


96°C 


for 


2min. 


Step2: Denaturation 


at 


96°C 


for 


30s. 


Step3: Primer annealing 


at 


50°C 


for 


30s. 


Step4: Elongation period 


at 


72°C 


for 


2.5min. 



Steps 2-4 are repeated for 25-35 times. 



Step5: Terminal elongation period: 
Step6: Storage at 4°C (optional). 



at 72°Cfor 5min. 



3.) Transfection of the SFH-PCR product into A. gossypii\s done by electroporation (Steiner et al.,1995 with mod- 
ifications): 

1. ) Inoculate 100-200ml YPD or AFM (YPD: 2% casein peptone, 2% glucose, 1% yeast extract; AFM: 1% 
casein peptone, 2% glucose, 1 % yeast extract, 0. 1 % myo-inositol) with a spore suspension of app. 1 0 7 spores. 

2. ) Incubate at 30°C for a max. of 18h under rotation of 200rpm. 

3. ) Collect the mycelium by filtration and wash once with sterile H 2 0. 

4. ) Resuspend 1g of wet weight mycelium in 40mt of 50mM potassium phosphate buffer, pH 7.5 containing 
25mM DTT and incubate at 30°C for 30min with gentle shaking. 

5. ) Collect the mycelium by filtration and wash once with 50ml cold STM buffer (STM: 275mM sucrose, 10 mM 
Tris-HCI, pH 7.5, 2mM MgCI 2 .) 

6. ) Resuspend to a densely packed mixture of mycelium in STM buffer. 

7. ) Mix app. 150ml of mycelium with max. 50 ml of SFH-PCR product in an Eppendorf tube and transfer the 
mixture into an electroporation cuvette (BioRad 4mm). 

8. ) Apply an electric field pulse of 1.5kV, 100 1 /£, 25 mF which will result in a pulse length of app 2.3ms. Add 1 
ml of YPD or AFM and spread equal amounts onto 3 pre-dried AFM plates. 

9. ) Incubate at 30°C for a min. of 4h. 

1 0. ) Overlay with 8ml 0.5% agarose top layer containing Geneticin/G41 8 at a final concentration of 200 mg/ml. 

11 . ) Incubate at 30°C for a max. of 4 days. 
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C.) Examples of gene disruptions revealing potential antifungal drug targets using Short Flanking Homology (SFH)- 
PCR. 

1. ) Disruption of PAG1025RP 

5 

The amino-terminal part of the RHO 3 gene is located on PAG1025RP The location of the homology region to the 
target locus of the four primers (S1 , S2, G1, and G4) necessary to construct and verify the SFH-PCR transformants 
are indicated in section E.) below. Using the S1 and S2 primers (including the 20 nt homologous to pGEN3 at the 3' 
end of the homology region to the target locus as indicated in A) together with pGEN3, the plasmid carrying the se- 

10 lectable marker gene GEN3, (linearized by cutting with EcoRI and BamHI restriction nucleases [Biolabs]), a PCR 
fragment is generated that carries terminal Short Flanking Homology regions encompassing the selectable marker 
module. Primary transformants, which are heterokaryotic with respect to transformed and untransformed nuclei, are 
clonally purified by spore isolation using a micromanipulator. Germination of spores deleted for RHO 3 on selective 
medium is only obtained by adding osmotic stabilizers such as 1 M sorbitol. Verification of the set deletion is performed 

is by PCR using the verification primers G1 and G4 that are unique to the target locus and are not used in the initial 
transformation event, as well as the primers G2 and G3 that are specific to the selectable marker. PCR products 
indicative of a homologous gene targeting event can be obtained by using the verification primers in the combination 
G1-G4 (which amplifies the entire locus in which integration of GENS is targeted), G1-G2 (which amplifies the 5' novel 
joint that is created by insertion of GENS) and G3-G4 (which amplifies the 3' novel joint that is created by insertion of 

20 GENS). 

2. ) Disruption of PAG 1 634RP 

The amino-terminal part of the BAL 1 gene is located on PAG1634RP The location of the homology region to the 
25 target locus of the four primers (S1 , S2, G1, and G4) necessary to construct and verify the SFH-PCR transformants 
are indicated in section E.) below. Using the S1 and S2 primers (including the 20 nt homologous to pGEN3 at the 3" 
end of the homology region to the target locus as indicated in A) together with pGEN3, the plasmid carrying the se- 
lectable marker gene GENS, (linearized by cutting with EcoRI and SamHI restriction nucleases [Biolabs]), a PCR 
fragment is generated that carries terminal Short Flanking Homology regions encompassing the selectable marker 
30 module. Primary transformants, which are heterokaryotic with respect to transformed and untransformed nuclei, are 
clonally purified by spore isolation using a micromanipulator. Germination of spores deleted for BALA on selective 
medium is only obtained by adding osmotic stabilizers such as 1 M sorbitol. Verification of the gene targeting event is 
done as described in C.1) 

35 3.) Disruption of PAG1486RP 

The aminoterminal part of the BUB^ open reading frame is located on PAG1486RP. The location of the homology 
r gion to the target locus of the four primers (S1 , S2, G1, and G4) necessary to construct and verify the SFH-PCR 
transformants are indicated in section E.) below. Using the S1 and S2 primers (including the 20 nt homologous to 

40 pGEN3 at the 3' end of the homology region to the target locus as indicated in A) together with pGEN3, the plasmid 
carrying the selectable marker gene GENS, (linearized by cutting with EcoRI and SamHI restriction nucleases [Bi- 
olabs]), a PCR fragment is generated that carries terminal Short Flanking Homology regions encompassing the se- 
lectable marker module. Primary transformants, which are heterokaryotic with respect to transformed and untrans- 
formed nuclei, are clonally purified by spore isolation using a micromanipulator. Germination of spores, deleted for 

45 BUB 1 cannot be obtained indicating that this gene is essential in A. gossypii. Verification of the gene targeting event 
is done as described in C. 1 ) 

SFH-PCR mediated marker integration into the A. gossypii DN A can be applied to all RP and/or UP sequences of 
the attached data base. Further applications of SFH-PCR mediated gene targeting in A. gossypii are: 

so 1 .) Generation of antisense transcripts. 

2. ) Overproduction of mRNA and presumably overexpression of a protein. 

3. ) Addition of reporter genes to a target sequence (e.g. GFP, lacZ). 

4. ) Introduction of longer deletions using RP and UP sequences. 

55 
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D. ) Examples of gene disruptions revealing potential antifungal drug targets by classical procedures 

1. ) Construction of disruption cassettes 

s As a selectable marker, kanMXO is used. This is a transformation selection module expressing G418 resistance 

in yeast and filamentous fungi and kanamycin resistance in E. coli (International Patent Applicatin No PCT/EP 
91/01116). This module is inserted into Ashbya sequences of genomic pAG clones. The module is a chimeric kanamycin 
gene plus adjacent multiple cloning regions from the cloning vector pAG-231 (Steiner, Wendiand, Wright, and 
Philippsen, Genetics 1995: 140, 973-987) To this purpose the selectable marker is released from the cloning vector 

10 pAG-231 (by cleavage with either BamHI, Sail or Xhol. It is ligated into cloned Ashbya DNA cleaved with either Bglll, 
Xhol (partial) or Sail (partial), respectively. Clones carrying Ashbya sequences disrupted by kanMXO are selected in 

E. coli by kanamycin resistance. DNA sequence analysis around the site of integration of the kanMXO module (i1 and 
i2sequences in the attached Ashbya data base) reveal the disrupted open reading frame and determine the orientation 
of the kanMXO module. 

15 

2. ) Disruption of PAG1010i1/i2, PAG1017i1/i2, PAG1021 i1/i2, and PAG1044i1/i2 

Disruption cassettes are released from the plasmids leaving several hundred base pairs of Ashbya DNA flanking 
kanMXO (e.g. by cleavage with Notl and Kpnl in the multicloning region). Transformation of Ashbya with the disruption 

20 cassettes induces homologous recombination into the target locus (Steiner et al., 1995). Primary transformants are 
selected on G418 containing plates and analyzed by DNA hybridization experiments or by PCR, followed by clonal 
purification (spore isolation). Chromosomal mapping of the target loci is achieved by l-Scel endonuclease mapping of 
chromosomal DNA separated by pulsed-field gel electrophoresis. 

Primary transformants are heterokaryotic, carrying nuclei with a wild type allele and nuclei with a disrupted allele. 

25 Spores with single haploid nuclei develop in the older mycelium and allow clonal purification of transformants (e.g. by 
single spore isolation with a micromanipulator, Steiner et al., 1995). Spore isolation is followed by a growth assay. The 
disruption of Ashbya ORF's identified for example in sequences PAG1010i1/i2, PAG1017i1/i2, PAG1021 i1/i2, and 
PAG1044i1/i2 do not grow on reveals no growth of spores on G41 8 medium thereby classifying the products of these 
ORF's as essential for growth (novel antifungal targets). 

30 One advantage of using Ashbya, a fungus with a small genome and apparently very few gene duplications, for 

novel drug target identification is demonstrated by the fact that the ORF represented by PAG1017i1/i2 is essential in 
Ashbya but the highly homologous ORF Yer082c of S. cerevisiae is not (Smith, Chou, Lashkari, Botstein, and Brown 
Science 1996: 274, 2069-2074). 

Clonally purified disruptions of several other ORF's do grow on G41 8 medium, sometimes identifying mutants that 

35 display slow growth phenotypes (e.g. disruption of AgDHCI ). 

E.) Construction of pGEN3 

The GEN3 selection module is designed specifically to allow homologous recombination in Ashbya gossypii using 

40 short flanks of DNA sequence homology to the desired target locus. GEN3 consists of the open reading frame of the 
kanFLgene which is under the transcriptional control of the S. cerevisiae TEF2 promoter and terminator. GEN3, which 
confers resistance to the antibiotic drug geneticin, bears no sequence homology to the A. gossypii genome. 

To construct pGEN3, the ORF of the kan-gene is amplified from pFA-kanMX4 (Wach, A., Brachat, A., Poehlmann, 
R., and Philippsen, P. (1994). New heterologous modules for classical or PCR-based gene disruptions in Saccharo- 

45 myces cerevisiae. Yeast 10:1793-1808) using primers PTEF2-kan and TTEF2-kan (table 1) that contain an additional 
40 bp of short flanks of homology to the S. cerevisiae TEF2 gene. The diploid yeast strain FY1679 is transformed with 
this SFH-PCR product (Wach et al., 1 994). Genomic DNA of transformants resistant to G41 8 is checked for integration 
of the PCR product at the TEF2 locus by analytical PCR using primers TEF2-1 50RPG and TEF2-Bglll. Because of the 
diploid background a wild-type band 2.26 kb and a replacement band of 1.7 kb is generated. This 1.7 kb fragment 

so contains the kan-ORF flanked by 609 bp of the TEF2-promoter region and 274 bp including the TEF2-terminator. This 
gene is termed GEN3. The fragment is extracted out of an agarose gel and ligated as an Bglll -fragment into the Bglll 
site of pAF100 (Thierry A., Fairhead, C, and Dujon, B. (1990). The complete sequence of the 8.2 kb segment left of 
MAT on chromosome III reveals five ORF's, including a gene for a yeast ribokinase. Yeast 6:521 -534) yielding pGEN3. 
The usefulness of GEN3 as a marker gene in A. gossypii \s corroborated by recloning of the gene in an ARS containing 

ss v ctor (Sikorski, R.S. and Hieter, P. (1989). A system of shuttle vectors and y ast host strains designed for efficient 
manipulation of DNA in Saccharomyces cerevisiae. Genetics 122:1 9-27.) that allows free replication upon transforma- 
tion in A. gossypii. 
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Oligonucleotide primers ' 

PTEF2-kan Gl II I I AGAATATACGGTCAACGAACTATAATTAACTAAAC atnoctfaannflaa^^^ ^ 
5 TTEF2-kan GGTATATAAAAATATTATATGGAAGCAATAATTATTACTC ^aaaaaaflrtr^t^ ^ 

TEF2-1 50RPG gcgagatctGGTGTATTTACCAATAAT 

TEF2-Bglll gcgagatctGATGAGGCCGTCTTTTGTTG 
10 1) Upper case letters correspond to S. cerevisiae DNA used as homology regions. Lower 

case letters correspond to homologies to pGEN3, pFA-kanMX4 (double underlined), or 

represent additional nucleotides containing the restriction site Bglll (bold) used in the cloning 
1S of pGEN3. 

Example 7: Forensic identification using PCR-based diagnostic techniques 

The DNA sequences of the present invention are also useful for distinguishing among different species of plant 

20 pathogenic fungi and for distinguishing fungal pathogens from other pathogens such as bacteria. Particularly, the DNA 
sequences of the invention can be used as primers in PCR-based analysis for fungal identification, as well as primers 
derived from these DNA sequences. DNA sequences that vary among different pathogens can be used to identify and 
distinguish among those specific specific pathogens. For example, the presence of Gaumannomyces gra minis in in- 
fected wheat has been detected using PCR of sequences specific to the pathogen mitochondrial genome (Schlesser 

25 et al, 1 991 ; Applied and Environ. Microbiol. 57: 553-556), and random amplified polymorphic DNA (i.e. RAPD) markers 
have been able to distinguish numerous races of Gremmeniella abietina, the causal agent of scleroderris canker in 
conifers. U.S. Patent No. 5,585,238 describes primers derived from the ITS sequences of the ribosomal RNA gene 
region of strains of Septoria, Pseudocercosporella, and Mycosphaerella and their use in the identification of these 
fungal isolates using PCR-based techniques. 

30 Methods for the use of DNA sequences in PCR analysis are well known in the art, See, for example, see U.S. 

Patent Nos. 4,683,195 and 4,683,202, as well as Schlesser etal. (1991) Applied and Environ. Microbiol. 57:553-556. 
See also, Nazar et al. (1991; Physiol, and Molec. Plant Pathol. 39: 1-11), which used PCR amplification to exploit 
differences in the ITS regions of Verticillium albo-atrum and Verticillium dahliae and therefore distinguish between the 
two species; and Johanson and Jeger (1993; Mycol. Res. 97: 670-674), who used similar techniques to distinguish 

35 the banana pathogens Mycosphaerella fijiensis and Mycospharella musicola. Similarly, the sequences of the present 
invention set forth in the Sequence Listing can be adapted for use in such PCR analysis. 
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Table 1 : Description of Ashbva aossvpii genomic fragments in the Sequence Listing 
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Table 2: 



5 



Ashbya gossypii sequences with (>100 codons) ORF's that show no homology to S. cerevisae 


PAG1002RP 


open frame > 450 nt in -2 


PAG1005RP 


open frame > 350 nt in -1 


PAG 1005 UP 


open frame 300 nt in -3 


PAG1006RP 


open frame > 450 nt in -3 


PAG 1006 UP 


open frame > 350 nt in -1 


PAG1010I1 


open frame 350 nt in +3 and -2 


PAG 101012 


open frames whole length in +3 and -3 


PAG1018UP 


open frames whole length in +1 and -3 


PAG1019UP 


open frame whole length in +1 


PAG1022RP 


open frame whole length in -1 


PAG 1022 UP 


open frame > 350 in +1 


PAG1024UP 


open frames whole length in +3 and -2 


PAG1033UP 


open frame s whole length in -2 


PAG 103511 


open frame 300 nt in -3 


PAG 103512 


open frame > 350 nt in -1 


PAG1035RP 


open frames > 350 nt in -1 


PAG1036RP 


open frames 350 nt in -3, 300 nt in +2 


PAG 10 38 RP 


open frame whole length in -3 


PAG1042RP 


open frame > 300 nt in -2 


PAG 1042 UP 


open frame 300 nt in +1 


PAG 1046 UP 


open frame 350 nt in +1 


PAG 105 3 RP 


open frame whole length in -1 


PAG1054RP 


open frame whole lenght in -2, 350 nt in +1 


PAG 1054 UP 


open frames 350 nt in +3, +2, and -2 


PAG 1055 UP 


open frames 350nt in +3 and -2 


PAG 1057 UP 


open frame 400 nt in +3 


PAG 1062 UP 


open frame 300 nt in -1 , many stops in other frames 


PAG1071CRP 


open frame> 350 nt in +2 and -3, possible chimeric plasmid, hybridizes to A.g. chr. II and III 


PAG 1071 CUP 


open frame whole length in -3, possible chimeric plasmid, hybridizes to A.g. chr. II and III 


PAG1081RP 


open frame whole length in +3 


PAG1083RP 


open frame whole lenght in -2, many stops in other frames 


PAG1214RP 


open frame whole length in -2 


PAG1216RP 


open frame >300 nt in +2 


PAG1220RP 


open frame 350 nt in +2 (S-rich) 


PAG1223UP 


open frame whole length in -2, open frames > 350 nt in +2 and -3 


PAG1224UP 


open frame > 300 nt in -1 


PAG1225UP 


open frames > 500 nt in +2 (S-rich) and >450 nt in -1 


PAG1226RP 


open frame whole length in +2 


PAG1231RP 


open frame > 350 nt in -1 


PAG1231UP 


open frames > 400 nt in +1 


PAG1233RP 


open frames whole length in +2 and nearly whole length in -3 


PAG1245UP 


open frames > 400 nt in -2 and > 300 nt in +1 


PAG1247RP 


open frames whole length in -3,open frames > 400 in +3 and +2 


PAG1251RP 


open frames > 450 nt in +1 and > 400 nt in -3 


PAG1253RP 


open frame > 500 nt in +2 


PAG1263UP 


open frame > 400 nt in -1 


PAG1265RP 


open frame 450 nt in -1 


PAG 1266 UP 


open frame > 400 nt in 


PAG 1267 UP 


open frame nearly whole length in +1 
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Table 2: (continued) 



Ashbya gossypii sequences with (>100 codons) ORF's that show no homology to S. cerevisae 



PAG1272UP 

PAG1275RP 

PAG 1277 UP 

PAG1280RP 

PAG1286RP 

PAG 1286 UP 

PAG1293UP 

PAG1294RP 

PAG 129 9 RP 

PAG1300RP 

PAG1303RP 

PAG1303UP 

PAG1305RP 

PAG 1306 UP 

PAG1311UP 

PAG1312UP 

PAG1314RP 

PAG1318RP 

PAG1318UP 

PAG 1331 UP 

PAG1332RP 

PAG1334RP 

PAG1335RP 

PAG1356RP 

PAG1357RP 

PAG 1362 UP 

PAG1363UP 

PAG1365RP 

PAG1366RP 

PAG 1387 UP 



open frame whole length in +3 
open frame whole length in -3 
open frame > 500 nt in -1 

open frame whole length in -2, two separated short blocks with high homology -> f unct. domain? 

open frame > 400 nt in -3, 

open frames > 500 nt in +1 and -3 

open frames 300 nt in +2 and > 400 nt in +1 

open frame > 300 nt in +3 

open frame > 350 nt in -1 

open frames > 350 nt in +1 and -2 

open frame > 350 nt in +2 or ending frame > 250 nt in -1 

open frame whole length in -2 

open frame whole length in -2 

open frame whole length in +2 

open frame 500 nt in -2 

open frame whole length in +1 

open frame > 350 nt in -3 

open frames > 300 nt in -2 

open frames > 450 nt in -3 and > 600 nt in +2 

open frames > 400 nt in +2> 350 nt in +3 and > 350 nt in +3 

open frame nearly whole length in +1 

open frame whole length in -2 and +2 

open frames whole length in -2 and 300 nt in +3 

open frame whole length in -3 

open frame whole length in -2 

open frames > 350 nt in +3 and > 300 nt in -3 

open frame whole length in +2 

open frame whole length in +3 

open frame whole length in +2 

open frames > 450 nt int -3, >350 nt in +1 and +2 
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1001RP 



GTGATTCGTC CGAGATTGAA AAGTCCCTAA CAATCAAAAA CAACGGGAAG GCGTACGAGG 60 

AATGGCTGGA CCTGGGTAAT GGGTGCCTAT GTTGCAGTCT GAAGGACGTA GGGGTGAAGG 120 

CCATCGAGGC GATGGTTTCG CGGTCGCCAG GTAAAATCGA CTACATCATA CTTGAGACAA 180 

GCGGGATAGC GGACCCAGTG CCGATCGTGA AGATGTTCTG GCAGGATGAG GGTCTCAATA 240 

GCTGCATCTA CATTGATGGG ATTGTGACGG TGCTGGACGC AGAGCATGTG ATGACATTGC 300 

TCGACGAGGT GGCCCTCCCG CGCCAATTGC GCGGCGACCA GGTGCTGATG GAAAACCAGA 360 

TGACCCNNGG GNATCTTCAG GTTGCCATGG GGGNGCGGGG GNGTTGATTA AATCNACCCC 420 

TGNAGGCTGN NTAAAAATCT TGGNNGGGAA AANGGTGANT ATAAGCGGCC TTTTTCGGCN 480 
AATNCGGGAN TTTNGNTANN AAAGNTNT 



1001UP 



TGATCCGACC AAGAGCAGGG CTTTGGTGCG GTGAATCTCG AACTCCTGCC CCTGTGTCAG 60 

CTCACCCCGG CCGAAGTCCT TCCAAAGAAG AGCTTGTAGA AAGTGTTCTT CGAACCACTC 120 

GAGCTCAGCC TTGTCGCGCA GCGGCCGGCA GGTCAAGGTG ACCGTGGACA GCCGCGGATC 180 

ATGGTAAGCC ACGTGGGCAT CGGGAATGTC AGAGGCACCA AAAGCATGGA GATTCAAGTA 240 

CCTTGTTTAT CTCCAGATCG CCGAACTTGG TCCCGATAGA TGGGCGCGAC TGCATTAATG 300 

CTACGCACTT TTTCCTCCAA CCACAGCGAT TCGTCATCAA NGCCTCCCAG CCNGTCGGAT 3 60 

TTATCAAAAC AACCNNGTCC GCCATGGCNA GTTGNAGATG GCANGGCACT TTNTTTCCAC 420 

AGACTGGNGG CCGGCAATGG GGGGGGCACC CGCGACATTA NAATTNTGTC AGACCNAAAC 480 
CNCAATTGNN 



100212 

25 

GATCTTCGAG TGGGCGAGGG ATAGTAGCGA CCGTGGCAGA CATTCATCTT GATCAATTGA 60 

AGCGCCTGCT CCATGTCCTT GATGAACTGG GGAATAAATT GCCTATAGAG TTGGTGTACA 120 

AGGGTAACGA CTTCTCTCGA TTGCCTATCA AAAGACTGAA AAGGTACGTT CGGCAGCACA 180 

CAAAACAGCG AGTTCGGCTG GTGGACTGTT CGCGTGTACT ACGCAGTACA CATATACCTA 240 

AGATAAAGAG GTTCATGAAT AAGTGGTTAG C CAC TAT ATT CAATTCATTT GGAGGAAATA 300 

30 ATACTACTAG ACGTGGATTG TTGGTGCCAC TGGGTTCCAA TCGATAGC T A CTTCAAACTT 360 

CCCGGCTACA CTAAAAACGG GCGCTCTTGT CCTTCAAGGA TAGAACGCTT CCGGAGTACC 420 

TCCCTGTTTC ATGCACAAAA GCGAACTACT CTTGGCACCA CCGCCGGAGG AGACAAACTT 480 
TGGGGCAATC CTTTGAGATT TCGACACCAN TGNAAAAGNT N 



35 

100211 



GATCTCCGCA AATTCTCCCA AAATGGTAAG TCGTTATCCA CCTTAAATGC TTGCTCGGGT 60 

AGCTTGTTCC CCAATAAATA ACGTGACCCA TCATTGAGAT CCAATACCTG GGGGAGCAGT 120 

TCGCTC CAAT CGCGTACTTT CTTTAAAAAC GGAAATAGTT CATGATGGAG AGAGTACAAG 180 

TTTATGTCCT CACCAAAAAC CTCACGAAGA CCTATATCTC CTTGCATGAA ACAAGTGTCG 240 

AACACTCGTA GTCGTTCCAG CATGGCAGCT GTCACCGAGG CATCCTTCAT GCGACCACGC 300 

GACCTTTCGA TAATTTCGTT CAGCCATTGT TGTCTCTTTT TCTTTCGCAA AGTACCACTG 360 

GCATTCTTTT CCAGGGGGCA TCTCCCGAAC TGGGTTGGTC AACAGAATGT ACTGTNTGGG 420 

GNGGGGTTTG GTGTTGGACG ACNTTTNGTG AAGATGGGGC ACAGTTNTGC CGTTTTTGAG 480 

GNCAGGCAGA TNTGAAACAA ATTNNCGNNA ANTTCGNTTT CCCNACGCAC GGGGCCCGAN 540 
TTCAGGCAAC CTNGACATTN TCGAAGTACC N 
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1002RP 



60 



PATPTACTAA GGAATTATGG GAATCGTGTC TTTTCTTCTT AGAAATGAAT TTGTTTGCAG 

TCGAAGACGA GGTGGAAGAC GAGCGCGACT GTTTACTCTT GGGGAAGTTA GTCAAACAAT 120 

s SStwStTG TATCCGCATG GTATCACCTG AGTTTCTATC TATAGGAATG CTACTATYAC 180 

GGAAOTTGCG ATGCTGATGG GCATGGTTGT CATGAAAAAT AGGATGTTGG CTCCGGTTAG 240 

SScC GAATACCTCT TCTATGATTA ATTCCTWCAA GCGGGTATTG ATTAATGTCG 300 

A^TGTGGC GTATGATGAA ATGACTGCCG CGTCATTGCC GGTACGCCCT TGGAGTGTTT 360 

SSSaCA AGAMTOCGCT CTTAGGTGCC NGGATTCCCN GGGTTGGAAA GATGATNGCG 420 

AaSSSt* TNGGTCCAAT AGGGAATCTG GNATTATTTG TTATTGCAAT NAGGATNCCC 480 

10 GGGAGGGGGT TNCNCTACGA AGAAGGATTA GGTTTNNC 



1002UP 

r ATCCACGKG AGTCGCAGCG CCAAAGGCCG CTGGGCGTCA CGATGCAGGT TATGCTGTCG 60 

15 CGTCGACAGA GTGCGCCCCG CTGGATGAAG CCCATAAGAC TATTGAGCCA CTATATAATA 120 

CCAGCTGGTT ACMGATACT ATATGGTCAT AGCATCAATT GTAGTAGCCA GGGCAGTGAG 180 

GCTATAGCAG CTGGAAAGGC GACTCTGAAA AGGGATTTAT GCCAAGAGCT TCAGAAGTGG 240 

actcIggcca cgcatccaac GGATTCTTCC TCAATTCCTC TATATTGAGC CAGAGCTCCA 300 

TCTTGACCGA GGTCCCTCAT TCATATTCAT ACGAGTTACT TGAACATCCA ACAGGTGCCA 360 

TATTTAGKTT GGGGGGGTAA GTACAATANC GNTGNNGGCC GTGGAACCCC GGTCCGTTCC 420 
20 CNGGGTTTTG GAATTTTTNG G 

1003RP 

25 GATCGCTCAT GACCAAAACA ACGAAATCCA CTACATTTCG CTTGCCACTG CTCACCCAGC 60 

GAAGTTTGCG GACGCTGTGA ACGAAGCTCT CTCCTCTTAC GATGACTACA ACTTCGATGA 120 

CG^ScCA GACCGTCTAA GACGTCTAGG TGACCTTGAG AAGAGAATTA AGTACGTGGA 180 

CAACACCGAC GTTGATGTTA TCAAATCTAT CATTGAGGAG GAACTGATTA ACATGGGCAT 240 

^ACAATCCA TAGATGATCT GAACTCTAGA TGATTTATAG ACTATCTAGT TAGCCTTCTA 300 

HTCCTATATA CCTAATTCCA ATAGGCAGGG GGGCCTATGT CAAGTTTAAA TCCATTTTGC 3 60 

30 CTTCTACTGC CGCAACGTGG TTTTTTGCAA AGCCAATTTT GCCGTCGGGG CCAACTTCAC 420 

CTCAMTACCe AGNTCTGNGA GTCATCANCA TTCCCCGCTN TAGGCCCCAG TGANTAGAAG 480 
TGGTCTAGGT CGTTTCAAGA GGAACATNAA TNT 



3S 1003UP 

rivTCTTTAGA CAATTATGAC ATCCAAGTTT GGTCCGTTCA GACTGGTCAG TTGCTTGACA 60 

CACTCTCTGG TCACGAAGGC CCAGTCTCTT GCTTGTCTTT CAGCCGGGAA AATAGCATAC 120 

TAGCCTCTGC CTCTTGGGAC AAAACTATAA GAGTGTGGCC GATATTTGGG CGGCCCCAGC 180 

AAGTCGAGCC TATAGAAGCA TACTCTGATG TGCTGGATAT TTCCATGAGA CCTGATGGTA 240 

AGCAGGTCGC TGTCTCCACG CTGAATGGTC AGCTGTCATT CTTCGACGTT TGAAACCTCA 300 

40 CGGCAGGTTG GCAACAATTG CTTGCAAGAG GGACATCATA TCAGGACGCC ATTTAGAGGA 360 

CCGGTTTACT CAAAGAACTT CGGCAACGGC CCAAATATTC ACAACAATCC ACTACAGTTC 420 

GGCGGCTTTC AATGNTGGAG KTGGGANAAA ATCTNTTGGT NTAGAATCCN ATAAGGGTAT 480 
AANCGTCATG TTCCANAAAT NATC 
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1004RP 

GATCTTAAAG AGGCTCAGTA TGCAGAGGCA GTTTCCAGAA GAAGACAGGC TGGGCTTCGA 60 

AATCCCTCAG CTCCCGCCGT GGAAGAGTCC GCAGATGAAG CAACACACAC AACAGGGCCA 120 

GCAAACGCCG CTGCGGCGGC CGCGCTGCAT CCTCGGTGCC CCTTATGAAC CGAGCAGGGC 180 

GTCGTCCACT GGTGCAGGCC AAAAGCGCGA CTACGACTAC TCCGTGTTCA ATGAGAGCAG 240 

GCTCCTCACT GAGAGCAAGA TAGACCAGTA CTTGAAGAGC GAGGCCGCAA CGCACAAACG 300 

CGTATTCCAC CCGCGACCGC CCCCACGACG ACAGCTACCC GCCCCGACTT TGCAGCCCGC 360 

TCTGCTTGCG ACAAGCTTCG GACGANGAGG GAGAGCCCCN CCCCCCTCNC AGAGNGCGCN 420 

TTNGNGACCC CCCNTGGNTG TTCATCATCC CCCCANTCCT CCAGGAGAGT TTTNGAAAGG 480 
GCGCCCCCNA NACNCCNTAG GATTCGTGGA GGATGGAGTN GGGCCCTTTT 



1004UP 

GATCACCGAG CCTAATGAGT GGTGCTAGGG TAGCGGTTAT TACCGGTACT AATAGGTATG 60 

TTAATATGCC ATCAGTGTCT GAGCTCACGA CTGACATATA TTAGCAATCT TGGCCTGAAT 120 

ATCGCATACA GGTTGATTGA GCAGTTTACT GATGACAGCA AGTTGGTTAT CGTGGTAACA 180 

TCGCGTACGC TGCCAAGAGT AAGGGAGGTG GTAGACCTAA TCAAAACATA CGCCGAGAAA 240 

TGTGGYAAGT CTGGAGCAGT AGATTTCGAC TACCTGCTGG TGGATTTCAC CGACATGGTT 300 

AGTGTGCTGG GCGCGGCATA CGAATTAGAA AAACGATATG ACGCTATACA TTACTTCTAC 360 

GCTAACGCTG GCAGGGTGTG TATTCCCCGA ATTGATTGGT TGGGTGCACC NGGTGTTTAC 420 

GGGATCCNCG GGTGTGTGAT ATCCNCGTTA GNCNGGGTGG ANNAATCAGG ATGGTNGGTT 480 
AGTTTCAAGC ANTC 



1005RP 

25 

GATCTCCCCC AGGAACCGCG ACGGGTACGC AGTCGTCGTT CTTCCCAGCG TGGTCGTCAC 60 

G AATTC CATC AGCATGTGGA ACTTCAGCGC GAACATCTCC TCACGCAGGA TCCGCGTCTT 120 

CCTCCTCCTC TGCGGCCACC GAgAGCTCCG CCAGCTGCTG GCACCCGGTC AGGAAGCACT 180 

CCCGCGCGTT CCCCTCgcgC CCCacCTCCC TGAAGCAGCC CACCAGGAGC CGCCACACCA 240 

TATCATCCCC GAGCCCTTCG TTGAGGTTGA AGTTGTCTGC CCTAATGCAC CGCACAAGCA 300 

30 CCTTCGGGAT ATCCCaACCC AAATCTCCCA CGAGTGCagG GTGCTCCCGG AGCTGCTCCC 360 

AcAGCGCCTC CAGGAAGCTC GCCAgCCGCC CCGCGTTACC GcTCGCAAGC GCCTGCTcCG 420 

CGCACAACTC GATCCCCGCT GCGAgCGAgA TcTCGTcCCC GCCTGcTCCG CGAATAGCaC 480 
GCCCaGACTC TCaCCTTCCG TATTGCGTGG cGTTTCATAg AATcAcTCT 



35 

1005UP 

GATCTTGCAG TTAACGGTTC TTCCATCAAG GGACAAATGG GCGTACCGAA GCTCTTAGCC 60 

CAGCCAAGTA TCCCACAGCT GCACAATGCT AAGGGTGAGG TAATTGATGT TCAGTCCCAG 120 

CCCCCCGCGG GCTGGCGGCA GGTGCTACTA NAGCATGGCC CAGAAGTATT TGCGAAGAAG 180 

40 GTGCGTgAAT TCGATGGAAC ATTGCTTACA GACACTACAT GGAGAGATGC CCATCAATCA 240 

TTGTTGGCAA CTAGGGTGCG TACTTATGAC CTAGCTGCTA TTGCACCtAC CACTGCACAT 3 00 

GCaTTAGCAG GAgCCTTTGC aTTAGAgTGT TGGGGTGGCG CTACGTTTGA CGTTGCCATG 360 

CGGTTTTTGC ACgAAGACcC aTGGGAgCGC TTGAgGACAC TGCGGAAATT GGTGCCAAAC 420 

ATCCCATTCC AGATGTTGCT TCgTGGTGCC aACgGTGTTG CTTACtCCTC TCTGCCTGAT 480 
AATGCGAATG ACATTCgTCa AACAAGCAAA GGAgAATGGT GTC 
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1006RP 

NNNNNGNNNN NNNNTGTGGG GCGTGGTAGA 
TAAGCATgTG TAACGGGTAT CGTGGAGGGG 
TTCTCAATTT CCCATAGcAA TGGCGACTCG 
GCTCATTAGT CGAACGGTTC TCCGTAGCCC 
AAACAAACAC TGGCCGCCCG GATAACGTCA 
CCGTCCAACA GATCGTCTGT AACCGGTGcA 
GCCAGTGcAG ATTTAACGTG CGATGGAAGC 
CTCCAGCGGA GCGAGCGCGC GCGTCGCGAT 
TGAgTAGcGC TAGCGAAGGT CAcACGGACG 
TGGACGGTTT GGTTACGAAA TNCCGGG 



NTAGTGGGTC TCGTAGACAa TGGATGCCTG 
TCCCTTCCCG CCTCCGAAGC CTTCTTCGGT 
CACCAGTAAA TCCTCCTCTG GGTAGGCTCC 
ATCCTCGTCC AGTTGCGGCG CCGCGAAAAC 
GTAGc TATGT TTCAGcAGAT TCCGCGGAAA 
GATACGTCTG GGcAGcGGGT TTTAACTGCA 
CTGCGCGCGG TTCTGGcTGC CCGCCGGTGG 
GCGCGGcGTa AGTCTGTgAT CGcCGGGAGC 
CCGGATAGTA GaTGGAGcAA GGGGCCTCTT 



1006UP 

GATCTCTGTT CTTTTTTTAC CTCTGAAGGT 
CGCGATGGGA TGTTTCCTGA TCTCCCTCGC 
GCAATCGCCA CGCAGGACAG ACCGAGCTGG 
GAGATGCGTT CGCATGTTTT GACCCCAGCT 
GTGGTACGAT GCAACGTCAG CGATCCCGCA 
TAGGCCGCTG TAAATGCTCC TCTGGGACGC 
ACGATGGGAC AgAgTAGcCG GGATGGTTCC 
GTCCCgCtCC gCCTGATTTG TtTATACAAA 



GCCGAATGTG TGCGCGTGAA ACCACTCTTT 
GAGCTGTTTC ATGTATTACT TCCTTGTAAG 
TGCCAACGGT TTCTCCGGCG TGCCTTTGCT 
CTGGAATATG CGCGCGGTGC GATGCTGCGT 
GGGCGGgGGT GCAGgGGTGT ACTTCGATCG 
CGCTCCCGCC GATCTTACTG TCCGCCATGA 
CTTTGcAGAT AGGAAATCTG GAAGAATTTG 
AAATTGGCCA TACATTCCTT G 



1007RP 

GATCTTCTCG CCGAAGTACT 
ATCTAGGCCG ACCTCCTCCT 
GGTGTACTCC TCCGTGGAAA 
CTTAGTCTGT GGGAAGGAAC 
CTGCTGCTCC TTGAGACGCT 
ACCAGCAACA CGTTCCTGGA 
CAATCGAGTC TGCATTTGGC 
GAGGAAACAA ACTCATGCAG 
GGAGATCGTT TCCAAGTAAC 



GCACCATGTC ATTTCTCTCC 
GGAAGCGGAT GACTTCCTCA 
TCGCCCCCTT TGCATGCTTG 
CGATGGTGGT GGTTGGGAAT 
CCCCGAATGG TGCGGCTCTC 
CAGAAGGATC GTTGGGTGAT 
TCCAACTCAG AGGAAAAGTC 
TTCTTGGTTG AAAAGAGAAC 
TGGNNTTGAA NAAGGAGC 



GGTTCACCAT GAACAAGGAC 
ATCTGAGAAT TGATGAAGTT 
TTTCTGTTGA TCCGAATGTC 
AGCGGGAGCT TGAAAATTGG 
GTGGATAGCT TCTCGTTCAA 
CGCAGAGGCG GGACGCGCAG 
TTCGCCAGAG CGTCCTTAGC 
CAGCCTGGCT TNTTGTCCAA 



1007UP 

GATCTTGTCG AGCTCGCCAT 
GCGCTGGGGC TAATTAGTAA 
GACTGTTGCA TCGATGTTCG 
ACCTTTCTCA GTTATCCTCA 
CAATTTGGAC CACGGAATTT 
ACAAGTTGAT ACAATACTCT 
CTTAAATCCA TCCTCGCACA 
CATGGAGNTC CAGGATGACC 
NTACACAGNG GA 



GACAGATGAG AATCCGACAG 
AACGGAGGAA GGCTGTG AAC 
TCGCCAGCCA GTTGGTATTT 
AGAGAGCGTC GAGAAAACAA 
CGGGAGGAGG GACTTCCCCC 
GAAAAGGTAG GAAAGGGATG 
CAGGGGTAGA CAAGTGANTG 
AGCTCCCCAA GATTTCCGTT 



CACGTTTCAC GGCATTTTAT 
TATTGGACGA GTTGGGCTGG 
GGGTACCAAA TAACATCACC 
CCGTTTCGGA AGGTATCGAC 
CACTGGAGGG TATCACAAAT 
TCCTGACAGA CAACCAAGAG 
NAAGCGGNGA TTGATCTTCC 
CGTGGGAANC GGAATCATTT 
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100812 



TCGAGACCGC ATCAAATATC TGTCATTATG TAAATGTGCA TATTATAGAC TTCCTATTTC 60 

AGTACCAGGC AATTGTGTCC GATAAATGAG GTGCAATGAG CACCCGTCAT CACCGGACGC 120 

GATAAATTTT TTTTTGGGGG TCAACCATTA AATCTACGTG CATCTAACGC AAGGAGCAAT 180 

TTAGCTAACA ACTCTTCTTA TCTTAAGAAT CGGGTATACC TCCTCTTCGC ACATCTTCGC 240 

CTTCTTTAGT CTCGAGTCTT AACTACGTTC AACAATGTCA GCCTCCGATA AGATGTACAT 300 

GTCGTATAAC AACATACACA AACTGTGTCA GCAGGTAGCT GGCCAAATTA TGGAGCGTGG 360 

TGACAGACCG GACGTGATTA TCGCCATTAC CGGCGGCGGC ATGATTCCTG CAAGAATCAT 420 

CCGGTCGTTC CTCAAGGTCA AGGGCCAGAA AAACATCCCC ATCCAGGCGA TTGGGTCTTT 480 

CTTTGGTACG AGGACTTGGG TTTGGAAGAC GGGACGGAAA GCATCGGCAA GGAAGTTATC 540 

CGGATCAAGT GGCTAGACTT TGGGGGCCTT GGGCAAACAC TTTGGACTCA ACTGATTGGA 600 

AGAAGGTGTT GGATTGGCGC CGAGTTGGNC GANACCCNGA CACGTCCCTA CGGTTGTNAC 660 
CGAKTTGGGG AGGGGGNCAN 



100811 



TCGAGTCATT TCTTGTAGTC CAGTGCATCG ACAAAGTCGT CTGCTTCGCC GTTGGCATAC 60 

GTTATTTCGC TTCCATACTC GGCATCATCA GCGTCCTCAA GCGCGACCTG AGACAACTCC 120 

TGGCGCAACT TTGTCTGGGC GCGAAGCATC TCCAGGGGAC CCCTGCATTG ATAACAGGAT 180 

CGGGAGCGAG TCGGAACTGG CCTTGAGGTT CGCGCGAAGA GCCTTGATTT CCTTGTTACC 240 

CCGCGGCTGC AAGGAATCTA GGTGAGGAGC ACGCAGTCGA AGCAACCACT TAAACCACCA 300 

ACGGATCGCT GAGCTTTCTG TCCAAACGTC AGAGGCCACC CGCTGGCTCA CGATGACAAA 360 

ACAGTTCATT GNANCGCNAT GGAAGGNGAT NCATGTCGCN NANATTCTTT NNTTCTTTCC 420 

TCGGACCANG NGTNANAACT NACAGTCCCT GACGANTTCC TCACCTANGT CNCCGCAGGG 480 

GATNNTTTCA ACGCCGCNCC GTCTNNCCCC CTCNCCNTCG NNNACCTTCT TTGTTNNNGG 540 
TTTTCCTTTN CCNNCNCCCC TNNTNCNCAC TTNGGTTTTT NNACNCCNTC NNNAC 



1008RP 



GATCTGTCTT GGACGATATC AACGTCTATG CCATCTTCCA AACCGTCTTT TCCACATTGC 60 

AACAAAATGA CTCTACAAAA TAC CAGTT AG TCCTAGAAAA TATGTCACAG GACGAACAGA 120 

TGCACCTAGC ACATATTACA TCGTTATGAG CACCATAAAT CTCATAGTCT TCCTACTTTA 180 

TCTTTAATAT TAATAGTATG TGTATGCCAA TCGGCGCGTT ATGCCCGGGT AACAGTAGTT 240 

TCTTTTTCTN GAACATCTGA AAAATTTCAC CCGATGAGCT CTCTTGTTGC AATGGCGCAT 300 

CGAGCTACAA GTGCAGGTGT ACCATTCACA TCCCTATCGG NATTCGGCTG TTGNTAGAGC 360 

TGTTAAAATG ATTGCTTCAG AAGATACGAG GTCCTTGGGA GTTTTCGGCC CGATGAACGN 420 

GGTCGCATTC CAAGCCAATG CGTGGAAAGG ACTCATTGAA TTTTCANNGA CCNGNAGAAT 480 
TAANGGNAAA GTCANCNGTA ACCNATTGT 



1008UP 

40 

GATCAAGCGG GAATTTCGGC GCAAATGCAC GTTAATGCTC ATATTGTTAA CAAGCTCGGG 60 

GCAGAAGTCC GCCGTTTGGA GCTAGAAATT TCCACATTGA AAGCGTTCAA TAACACATTA 120 

GAGGAAGAGA AAGCTCGTGC AGAAGATGAT ATTTTGAAGC TGCTAGAGGA AAATCACACT 180 

GTGCATCATT TGAAGACTAC CAACGAAGCG TTGACTACCA AGGTAGCCGA CTATAGCAAT 240 

AGACAAGATA CGATTCTCCA GCTGTTGGGC GAAAAGACGG AACGTGTAGA GGAACTTGGA 300 

45 AAATGACGTC GAGGACCTCA AGCAGATGCT GCGGATGCAA GCACAGCAAC TTGGCCGACA 360 

TGCAAGAGAG GTTAAGAATT TAGATTC CCA TATCTTATTA ACATTATTNA TNCAANCGGC 420 

TTGGGTTNGT TAATCAACTT CNCCAGATGC NTAGATTTGG GTAGTTAGNC ANTTTTTCGA 480 
NGTGGNTCAA ATGGNGGCCC 



so 



55 



117 
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1009RP 

GATCTTCGCT 
GCCTACCCCT 
GTATAGTGCC 
GCGGGGACGA 
TGAGTTCACC 
CACCTCACTA 
CTTATGCTTG 
CTGCAGGGAT 
GGTAAGTCTC 



TGGGGCCGTG 
GGGG GGG CCC 
CCGCTTTCCT 
AGTTTCTCAC 
GCCCCTGTTG 
TCCTCCATAT 
CGCCCCAGCA 
GCATCTAGAT 
CCCCCCGTAT 



CGTTCACGGT 
ATAGTATCAT 
GGGAGAGAAT 
TTAAGGGCAA 
GACGTGCCCG 
TAACGTCCGA 
TCTCAGATAC 
GG TATG GATG 
CATTTN 



CTTAGAAAGC 
CGAAGGTATT 
ATGCTGTTGC 
ATGTGCCATT 
CTTCCGTTGG 
GATCACAGAC 
GGACGTGGTC 
TGATGAATGG 



AAGCGTGCAA 
GTTCCCTGGC 
CCCACGTACT 
TTCTGCAGCT 
GGAGAGTCGT 
ACGCTATCCT 
CTCGCTCCTT 
AAAGCCTGCA 



GCGATGTCTT 
TCACATATTT 
CCCGCAGCTC 
CACGCTGATC 
CCATCTCTAT 
CATCCTCCAG 
TCGGCTCCTC 
ATCTGGNAAT 



60 
120 
180 
240 
300 
360 
420 
480 



1009UP 

fJATCATGCTA GTTCTGCAGC TGAGTTTTTA AAAACGCAGT ACTGGAGATG TTTCGCTTTA 60 

TGGTATCGCT CCACTAGCGC ACGGACTGAC TTTGGTAAAC GGCTTAGCAC TGATGCCGGT 120 

ATTTGGAACG CCCGTCCTAA GAAGCTTGAG TTCGCACCAT CAATGAAGGG AGCGCAAGTC 180 

GAAATTTCCC AGCCTAGAGG CATGTCAGTA GGGTCAAATA CGTCTTGTTC TGGATCGCTC 240 

TGCATCATGA TATCGACATA GTAGTCGCAC ATATCGATGG AGACGACCTT GCCGGGGTCA 300 

AATTTGTTAA ATTGGTTCAA TCCCTCAGGC ACTTGGGTGA TAACCTCAAG TAGCGGCATT 360 

TCTTCAGGGA AATCGCCCGG TAGGAGGGCA TCGAAGNCAG AGTTNGACGA ACCNCAGGCG 420 

GGGGGANTCT TTGAAGGGAG AAAGAGGCCG GGAANTGGTA CCACTCCGCT CCCCNTCANA 480 
AGTTGGCCCC AGCCTCAATN 



101012 

TCGAGGTGGC GGGCGGGAAA CCCCTGCGCA ATCCTGGCCT CCAGCGCCCG GCTGACTGCG 60 

GGTACCGTCA AGCACTTGAA GTGGCTCCGC TCAAGATAAT CCACCGCCTC GTTCGCCCGC 120 

AGCCCGCGAC TCCCGTGCAC ATCCCGCGGG ATCAGCTTGA ACTCCCCCGC GCTCAGCCAG 180 

AGTCGGTTGT TGCCCACCGG GTAGTCGTAC TCCTCTGGCA GCGCCTCGCT GCTCATCATC 240 

AGCAGAAAGT CGCCCTCTGT GTCGCACATC TTGATGAAAA CCTCCGCGCC CTGAGCCCGG 300 

GAGAATCGCT GCAGCACCCC TGCCACCAGC GCCTCCTCCT CCTCGGGTTG TCCGCGACTT 360 

CCACTCCGCC AAGCACCATC GCCTGCCCTC CCGCGCCCCG CACCGCCCGC AGGTGCACCC 420 

GCTGTACCCC TGNCACGGGT AGTGGTCATT CCACGGCCGG AACACTCCTC AAGCTGAGCA 480 

TGTTCTTGGG ATCTTTGTTT GGACGTCATC AAAATTGTCG ATTTGAAAAA CGATACAATA 540 

NAGNGGCTCN GGGGTNGAAA GTCACACCNA TCACTCTGGT TCAAAGCATG TCTCAATNTG 600 
CGGGGCATAA CCAATTGCNC GGTANGCA 



101011 

TCGAGGCGCT TACGTGGGTC CACCTGAAGA TGCGGCAGAC GGCGCACGCG GAGCTGGTGC 60 

GGGCGAACCC CACCGTGTTC CCCCTGCTGC TGGCGAACTT TCTCAGAAAC GATCTGTCGC 120 

TGACCGGGGC TGCGATGGAG GGCCAGGAAG CGAAGTGCAG CGACGTGCAC GTGCTAGTAC 180 

CGAAAACACA CGCCGCGCTG GCGTCTCTCC TGCTTGCACA TAGTCCCGTG GCGCGGGGTG 240 

GCGATCTTGG CATCACCCTT GGCGACATTT TATCGTTGTC CCTGCAGGAT GCACTAGACG 300 

CGGGCCAGTT AACGACAGCT GAACCCAAAG GAAAGTTAGA GGGTGACCTA GTAAGCGCTC 360 

TGGTACATAC AAAACAGCTA GAGCGCCCGG TGGAGTTCTC TACGACTGAA TTAATACGGA 420 

GGTACCGACT TGCGGACAAA GAGGCGTCTA TGGATGCCTT GGCCTGTCGC TGGAGATTTC 480 

CTGACAGATT TAAAGATGAC GATGAGGTAG AATGACATTT CTTGTCAGGG T CTCAA GTGG 540 

GATGAGAGGT CGGCATTTTC GAAGGAGNNT GGTTTATNAN NANATCTTGG ATTTTCTGAG 600 
GGGGCTNAGN TNCAAGAAAG TCANATN 



118 
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1010RP 

GATCCGGCTC GCAAAGGAGA AGATAGAAGA GCAGAAAGAA TACCCGGTGC AGGAGTTTGA 60 

CAAAAAGCTG TATCATAGCA ACCCCGCAAG GTACTGGGAT ATATTCTATA AAAATAACAA 120 

AGAAAACTTC TTCAAAGACA GGAAGTGGTT GCAGATTGAG TTTCCCTCTC TATACGAAGC 180 

TACCAAGAAA GATGCTGGTT CAGTGACTAT CTTCGAGATT GGGTGTGGTG CGGGCAATAC 240 

CATGTTCCCG ATCTTATCTG CAAACGAAAA CGAACACTTA CGCGTTGTGG GTGCGGACTT 300 

CTCCCCGAAG GCCGTGGGAA TTGGTAAAGA CGTCGCAAAA CTTTAACCCC TCGAATGCCC 3 60 

ACGCGACGGT ATGGGACTTT AGCCAACCCT GATGGTCTTT TGGCCGATGG TGTCGAGCCG 420 

CATTCGGTCG ANATCGNAGN AATGATTTTN GTTTTAGTGC CTNGGNGCCC ACAGGGGGCC 480 
AGGNTNTGGT TATTGGANAA AGTCTTOANC AGNGGGT 



1010OT 

GATCAGGACA GTAGCAGCTT GACTGAGTAT CAGCAGGAAA AGCCTAGCTA ATTGGCGCGA 60 

GTACAATTAC AAGTACCTGT CTGACTACTT CTTTGGGTGG GATGCCATAT TTTTTAGGAT 120 

GGCCTGCAAC GGGCCGGTGG GGGCGCCATC CAAATTTATG GAGTTGAAGA GCTGTTCAAT 180 

GCCCTTTATC CCATCTGCAC CGTCTTTATC GCCGAACATG GCATGCAACT CTTCAAGCAT 240 

GATATCTTCT TCCTCGTGCT CTGATCCGGC GTTGGTCGTC GTTTGGGCAG TCTTCGTAGG 300 

CGCCATTTCT GTAATGTTGA AGCTGGTCTT TGGTCATCTT CAGACCCTCC CGTCAGGAAA 3 60 

TATCAAAGAA ATCGGCTTCA CTAATATCTA CGCCTCACTC TCGAAAAATG TCCGAGGCTC 420 

TTCATCCCCA GCTGAAGGAC CCTGACCAGA AAAATGTCAA TGGTACTCAA CGCAACTTTA 480 
ATNTTNCAAG AN 



GATCTCTTGC ACCAGTCCAA ATCAGCGGGG TCGTCCACCT TTCCTCCATA TATGATTTTG 60 

CCGATGGTGT CGCTGACAAG CTTCCAGGGC ACCAAATCGG GGTCGACATG CTCCTTGCCG 120 

TTACTGCTCT GTTCAAATAT GTGGTCCAAA AACTTGCTAC CTGCGTGGAA GTCACCATCG 180 

TGGAAGTCGT ACTTCTTGGT GAATCCAATA GGCGCGAGAC GGCACCTGGC CATGATAATA 240 

GAGTGGAACC ACACGAGGAT GAACTTGCTA TGAAGTTTTT CTACTGGTTT GACATTCTTC 300 

AGTTCCTCTG ACTGAGTCCG CCACAGCTCG CAGACTGTGT TTAGAACGCC GGGCTCACCC 360 

TCGTACGCTA TCTTATAGTT CTGCTGAGCA AAGGAACCAC TAGAGGCTTG CTTTGGGATC 420 



35 101111 

GATCTGCGCG GCGGATGTTC AGCAGCGACG CGTATCTAAA CAATTTCGAA GTTGTCCAAG 60 

GCCTGACCGT TCCAATAGAC CGCTCTAGCT ATTCCCAGTA TGACAAATGG TTTAAATCGC 120 

TAGATGCAGC TGCAGAACGT ACAACTGCCT GGTTAGAGCT GTCGGATGCT TCGGCCCTGC 180 

AAAACTTCTA CGCTCACGAG GCCAGGATGA TCTGCAAAAA AATCATCCAG ACCAATGGCC 240 

40 CCACATCTTT AATTCACTGA * GTGTAATGTC CATACCTCCA GTACTCACCA GTCTTTTGGT 300 

TTTCTGGATG TCAGATACCA GACTATGTAC TGAATAGCGA CAACATTAGA TATCTAAAAA 3 60 

GTCTGTCGGT TTACAATCTT AAGGTCGGCT GAAAGAAGAG AAACAATCTT CGAAAACAAT 420 

ACTAAGGCGA ATATATCAAC GTAATATGAC CGCTCAGGCT TCGGATAACA TTCCGATATC 480 

AGAGGGAGAA GACTCCGCNG GNGTCTTGNC NNTCNGGCGN AAATTGCNCA GTNTTNATCC 540 

CGGNAGCCMC CCACNGGTTC TCANACCCCT TTTTNGGNGT TCNCGNCAAT NAAGGGNGNC 600 

45 CTCCTGCANT TACCCTANNA 



SO 
SS 
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PaglOUrp 

1 GATCCAAAGC AAGCCTCTAG TGGTTCCTTT GCTCAGCAGA AGCTATAAGA 
51 TAGCGTACGA GGGTGAGCCC GGCGTTCTAA ACACAGTCTG CGAGCTGTGG 
1 01 CGGACTCAGT CAGAGGAACT G AAG AATGTC AAACCAGTAG AAAAACTTCA 
151 TAGCAAGTTC ATCCTCGTGT GGTTCCACTC TATTATCATG GCCAGGTGCC 
201 GTCTCGCGCC TATTGGATTC ACCAAGAAGT ACGACTTCCA CGATGGTGAC 
251 TTCCACGCAG GTAGCAAGTT TTTGGACCAC ATATTTGAAC AGAGCAGTAA 
301 CGGCAAGGAG CATGTCGACC CCGATTTGGT GCCCTGGAAA GCTTGTCAGC 
351 GACACCATCG GGAAAATCAT ATATGGGAGG AAAGGTGGAC GACCCCGCTG 
401 ATTTGGACTG GTGCAAGANA TCTGCGCGGC GGATGTTCAG CAGCGACGCG 
451 TATCTAAACA ATTCGAAGTT GTCCAAGGGC TGACCGTTCC ATAAACCGCT 
501 CTANCTATTC CCAGTATGAC AAATGGGTTA AATCNCTAAA NGCANCTGCA 
551 GAACGTACAA CTGCCCTGNT TANANCTGTC GGATGCTCGG CCTGCAAACT 
601 TCTACNNCNC GAGGCCAGNA NGATNGGCAA AAAAATCTNC AGANCNANGG 
651 CCCCCTCCTT TAATCCCTNG ANTNTNATNT CCAACCNCCN TTNCCCCATC 
701 TTTTGNNTTT TGTTNTTAAA AACCAAATTN TC 



120 
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1012/RP 

1 GATCCTAACC CAACTGCACA AAATTGTCAG TCATATGTTG GGAGGCAGTT 
51 TACCCTTCCG CCGCAAAATA CATACTTCTC CTTAGGAAAC GCTCCTCGCT 
101 CAGGACTGCA ACTGCATTGA CGAGCAGCAG AATAACGTAG AATAGCTTTC 
151 CCAGGCCAAA TATCATCCCT CCACGTACAG TCTATCAGCA GTGTACTGCG 
201 CTGTG CG AG A AGTGGCATTC ACAAGATAAG CAGAAGTAGT TCTAAAAATC 
251 AGTGGTCACC AACGCGAGGC TGCAAAATCG TGTTGTTCAT TCCCATCTCA 
301 AAGCATCGCC TGAAAACAAA GGCTCACAGT TGCAGGTGCC CCCGCGTGAT 

351 AACAGATGAT AATTTATATT TTAAGTTATA TTAACACACA TATACAAAAA 
401 GATTTGGTAG TGGATTAATG ATGATTTGCT TAATCAGCGT TACGTCTTGC 
451 GGCCTTCTTA GCCAATCTCT TACCGGTACC AAAGACCTTC TTACCTCTGT 
501 TCTTTCTTTG CTTTCTCTGT TGTCTGGAAG CCTTCTCAGC CTTCTCAGCC 
551 ATGCCGTATC TGACCAATCT GTANGTTGGC TCGAACTTCT TGGCGTCNGC 
601 AACAGAGTTG TAGATCAAAC CGAAACCGGT GGACTTGCCA CCACCAAACT 
651 GGG 
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10 



10 HUP 

GATCTTCACA 
CAATACTTAC 
AGATGGGCGT 
ATAGCAGTTG 
CAACCATATG 
AGCTGACTTT 
GGTGTGGGTT 
CAGGGGTTTG 
AAAATTCAAC 
CGCTTGAAAT 
TGAANTGAAC 



CGCACTATTT 
ATGAGAATGG 
TGCTGTTCGT 
CAGGCATGTT 
TTTTGTGGAT 
GAACAGAATC 
ATGGCGGCAC 
TAGCTGGTTA 
GCTGCGACGG 
GCCCCTCGTG 
TCTTTGGTGG 



GTCCAAGGGG 
AACAATAATA 
GAACAGTAAA 
GCTGATAATT 
TGCAGATGCA 
TGCACCGCGA 
ATGTTGGCGC 
CTCGGATTGA 
ATTGTTCATA 
GGTCAATCCG 
GNGNNANCGG 



CTTCAATCGT 
AACTAAGCGT 
TGCTTGGCAA 
CTGGGTTTTA 
GCCTTGCGGA 
ATCTGCAATA 
CCG GATAT CC 
TTATTTTGGT 
GCAATAGTTG 
CACGGGGCAT 
TCCNNAGGGA 



CATTGCATTA 
ATGGTGCCTA 
ACTCATAAGA 
GGCCCCGAAA 
ATGTGTCAGC 
CTGTCTTCAC 
CACCGCACAG 
GGATGATTCA 
TCCGGTTATG 
CCCGCAATGG 
C 



CACGAAGAAA 
ATGATTGTCC 
TGTCCACGAT 
GAAACCGGAC 
CTCCTTGAAC 
GCAGTCTAGC 
ACAATGTATC 
ATAAATTACA 
ATTAGAAAAA 
ANCANTGGGG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



15 



20 



25 



1012UP 

GATCTTCCTC 
GGGCACCAAA 
CCAGGCGAAG 
AAGCCACTGG 
GTATGAGAAA 
GTACCTCGTC 
GCAGAAGTAC 
GGAAGACCCT 
TGATCTTCGA 
GCAACCAGGC 
AGATGAACCC 



GAGCGCACCA 
ACATGCTTCC 
ATCCTGGTCG 
ATGCAGGCCA 
GACCCCGACA 
GCGGTCGCCA 
GGCTCCATGG 
CGACGGCTTC 
CGACCTGCGC 
GCAGCAGATC 
TTCGTC TACT 



CGCCGCCCCA 
AGATGTTCAC 
GCGTCGTCGA 
TTTCGTCCGA 
ACATCGCGCA 
ACGACCAGAT 
TCTCCAAGGT 
GCAGAGGTCG 
CGCCCCTACG 
GCAGACACCC 
CCACCCTCGT 



CACAGACTCC 
GCAGCAGGTG 
GCGCTTCTGC 
GGTCAAGAAG 
GGAGGAGGAG 
GAAGGCCGCA 
GCACGAGCGC 
CCAAGTGCAG 
CCGAGATCTT 
TCTACGAGTA 
CGAGTCCGTC 



GAGAACCTGC 
GAGGTCGCCG 
AAGCTCCTGT 
TGCCTCCAGT 
TGCGCCGGCG 
GACTACGCCG 
ACCATCACGA 
CAACAGCGGC 
CAGCAAGGCC 
CCTCGCCGAC 
ATCGAAGAGA 



TCTTCCTGGA 
CAGGCTCGGG 
TCGAGCGCCA 
ACAACCACAA 
GCCTCGTCGA 
TCGCCATCTC 
ACCGCATCGA 
CTCGTCGCCC 
TGGTACTCCG 
ATCCGCAGCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



30 



35 



101312 

TCGACAAGGT 
CCAAGGTTGT 
AGGGTGGCAA 
GTTCTACCAA 
TCAGTGGGCA 
CCATGACTCC 
TGGACTCTTA 
ATCCCTGTCT 
AGGCTCTGCT 
TGANAGGGGT 
CACAGCNCGG 



GACCAAGGAG 
CATCACCAAG 
GTTGGAGTAA 
CTCTCCTCGA 
TAATGACTGC 
CGCGGACCAG 
TTGATTTCCT 
GGGTGTTTAA 
ACGGCTCGAG 
GGAGGCCGTC 
CGAGAACGTG 



AAGTCCAACG 
TTGCACTTGG 
ATGCATTCCA 
TATATAGTAA 
TCTGGTGCTC 
TGAACAGGCG 
TCCGCCCTAA 
GGAGCACCGC 
GTTTTGGAAG 
ACCCGATCAA 
GCAANCNTCN 



GTGCCTCCGT 
ACAAGGACAG 
CAGGTCAGCC 
GTTCAGAAAG 
CGCTCGTGCG 
CGAAATTCCG 
GAAAGTAGAC 
TCTGAAGAGC 
TGAGTTTGNA 
CAGACNANCA 
ANGNA 



GCCATTGGAC 
AAAGGCCTTG 
AGCATATTAT 
TCGTGTTTCA 
CAGCCATTCT 
TTCTCCGGGC 
AGCGCCTACA 
AGGGAAAACA 
ATTATTCGTC 
GGCAATGGTN 



GTCCACCCAT 
ATCGAGAGAA 
AAGTAATTAT 
CTAGTGTTTA 
TGGCGGACAG 
CGACCACCNT 
TATATGACAC 
CGGAGTCACT 
CNNTGAGAAN 
TGAGTNGNAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



40 



45 



SO 



101311 

TCGACGCGGA 
TTGGAGCCAC 
TACTGCTCTC 
GGCGCGTTGA 
TTAGTACTGT 
GCGCTGGGCC 
GTTTCGGGAG 
GCCTGGTGCT 
TTTCANNTTG 
CAANCGTTTC 
CACNNTNTTC 
NCCCCCTTNC 
NAACNCC 



CAGCGTACTT 
GCACAACCAT 
TCAACTCCTT 
AGTACGCCTT 
GCCGGGCCAC 
GTATGCCCAG 
CCACCATCGT 
GTGTAAGAAC 
TCCCGNCTAC 
GCTANNTNNN 
NACCNCCNNN 
NNNACTNNNN 



CAATCTGTAG 
AATCTCGTCG 
GGATAGA GGA 
TCTGGCCTTT 
CAACTTGTTC 
GTTACCACGG 
TCTGTCACAT 
CTCTGTTTCA 
GCTGNACCCN 
TCCTANANAC 
CAANNNNNNN 
ANCCNNNNNC 



ACAGAAGAAA 
TCCTTTCTGA 
GCAGACATGA 
CTTCTGTCGG 
CACGCACTGG 
ATCGCAGCGC 
ACCTAGAGAT 
NNATGTGNAN 
CTNNCNNTCG 
NNANANNNNT 
NNCNNNNNNN 
TNNNNNNANN 



CCTTGCCCTC 
TTGGTAGAGA 
TCACGCGGCG 
AGGAAACGTC 
ATTATGCTAG 
CAGAGACGCT 
TGCTTAGCCA 
AATCTCAATN 
TNAANCNCCN 
CNNCNNNAAN 
KANCCCNNNN 
NTNNNCNNNC 



TTGGCCCTTC 
CTTGATGTTG 
CTCGGAAGAT 
TGCAGACATG 
GTCCGCCTGC 
CATTCCCAAT 
TTGCTGATTC 
GTCGNAACTT 
NNNNNNNNCN 
NCCCNNCNNN 
NATNCNTCAT 
ATNNNAACNA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



55 
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1013RP 



ANAATGGCTG GTAGTTATTG TTAACCACTA GTTTCTCCCC GAAGTTGAAG TACTTCACAT 60 

AACTCAGCCC CTCCGAGGGA CTCATCTCCT CGTACAGAGG CCTATTCAAC TCAATGCGCT 120 

5 GCTTGTAGTC CTCCAATGCA TCCTGCCTAT TCCAACCCTT GTNGTCTGCA GAGGCTGCTG 180 

CCATCTCCAC TGTGCGCGCC CTCAGAATTG ACTCGCTCAC GACAGACTCA ACGAAGAATA 240 

CTTTTACATT AAGAGCAGCA AACTCCTCGG CGAGCATTCT GCGCTCCTCG CGCATGATGT 300 

TCATCCCATC ATAGACAGNA AGCTGTCCCT GCTCGAAGAA CTTCTTCATG TCCGCCTGGA 360 

TCTCGGCTAT CAGCGTGCGC CGCAGTCTGA TCCCTTCCGG CGTAACTGGT CTGGTAGAGA 420 

AGTAGTCCAG CGGTAGNTTC ACCATCCCCT GCGGGACCCG NGNCCNNCGA TACTCGGACA 480 

10 CANTGAAGGA TTGTGTGNGC ACCCCNAGCC ACCCCCGTAT TGCGTGTATT GNCACCGNAA 540 

CAANNNTTTT GGGTGNTCGT TGNAGGCCAC CCAGGACGNA CCAAAATTTT TCCCGCNTTG 600 

GAAANCCCCC CAGNTCCCAN NNNGNAAATT GGNCCCCGGG AATTTTTTNG CCCTNGGCNC 660 
CNCCGNCNG 



15 

1013UP 



GATCGCTTAC CAGCCCAGTA GTGCGCCACA GGAACTTGAG GTTGGCTATC CGGCTGACAC 60 

GAAGTATATC GACCCTTTGG CAGAAGTTGA CATATGTAAA CGGGATTTGC CGCATTTGAA 120 

AAAGCTCGGA GTCAATACCA TTCGTGTTTA CTCCATTGAT CCAACCAAGC CACATGACGT 180 

20 TTGCATGGAG GAGTTGAGCA AGCTGGGAAT CTACGTTCTC ATCGATTTAT CAGAACCAGA 240 

CACCTCTATA ATTAGGGAAA CACCAACATG GGATGTAAAA GTATTCCAGC GGTACAAAGA 300 

CGTAGTAGAC TCCATGCAGA AATACAATAA TGTTCTGGGC TTTfCTUCTG GTAACGAGGT 3 60 

CACTAATGAC CGCACGAACA CAGACGCATC GTCTTTTGTG ACGGCGGCTA TCAGAGATGT 420 

CAAAAACTAC ATCAAGCAAA TGGGATACAG AACTCTTCCG GTTGGTTACT CACCATCGAT 480 

GACCAGGAGA CGAGGGATCA CTGGCCTGAT ACTCCCCTTC GGTNGCGTAT CTNCAGANNC 540 

25 TTTTGGCATA ANTTTGTCCG ATTGGGCCGG CATCCACCTN CNGACGANCG TTCAAGAGAG 600 
NGGC TTNCNA TTCNNGAACT CCCCTTGCCG CC 



1014RP 



GATCAAACTG CCGTCTTGGC GCAGCACGCG GCCgcgCGAG TTGGATACGC GGTCCGCGTC 60 

AAAGGCCACG CCgAGCGCGC CAAACTCCGG GAGGGGCTGG CCGCGGTAGC CCAGTGACGT 120 

GATAAGCACG TCCAATTGGT AATCCAATTG CTCGTCCAGG TGACGTACAA CCTTGTTTTC 180 

AGGGGTCAGG GAGTTTTTGC AGACGGTCAG CGCAGATATC GCGCCGGCGC CGTCCCTGCG 240 

GATGTAGAGC GGCGTCTTGA GATAGTCGGA CACCCAGGCC TTGGAGTAGC CTTCCGCCGG 300 

AGGAGGGTAT TTACTCGCGG ACTTGCTGCC GCGGGCGGCG TACGGCAGCA GGTACTGCTG 360 

GCACATGTCA ATGCGGCGTT TCGTCGCGCG GTCgAgCGGC AGCgCCGcCC ACGCCTcGGG 420 

CGTGAAGTGC TCGGGCGCGA TGTGGCCGCG CACGCCGCAG CGCTCGAGCT CCCACATCTC 480 

GCGCAACTcC TTGNTCGTGA ACTTGCTGcC GAGGAAGTCC CGGCGCCCGA TGAGACGCAC 540 

CTCCTCGAGC GGCgCGCGCC GcAaCGCCTG CAGCGCGTgC gGGTTTGATG TCGGtCTGGC 600 
CC 



40 



1014UP 



GATCAGTGTT CGGGGCGAGC CGGAGAGcaT ACTGCTGTCA TGTCTATACC AGGAGCTGCT 60 

CTCGCGGGTC ATTGAGGAGT CCAAGCGTTT TGCAGACAGG GACAGCACCA AGCACATCAC 120 

AGCCGAGCAC CTAGATGAGG CGGTGGAGGC GTTGCTGGGA GATGTAGACC GAGGCGCGGA 180 

CGGGGCATGG CCTTGATGTA AGTCTATGTA CAGGATATTA GCTTTCAAAA TGCATGGTTG 240 

GGGTACTTCA GCGTTTCCAC CATGGAAAGG GCGCTGGCGG CGTCGTTTTT GTTGAGCACG 300 

AAGAGGCCCT GGAGCTGCGC GO tCGACACT GGGACGCCTA GCGCGACGGC CTTGGCGACA 360 

AACTcCGCgC AGAGCGCCgA GTCGTCCGGG TAGAAGCGCA gGAACATCTG CTCGATCTGG 420 

TGCGGCgTTG CGTTCCCCAC AAgGACCTTG TAGTCGATgC GGCCCGgGCG CaGCACGGCG 480 

GGGTCGAGGA CCTCGGGATG GTTGGTGGTC ATAAAGGTGA TCATCTTCTC ACTGGAGGCG 540 

ACgCCGTcCA GGGCGTTGAg CAGCCCGCTG AaCGTGACGC CGTTGGTGTA ACCGTCGTCG 600 
TTCTTCTTgC GCTTgACAAA GGCGCGT 



55 
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10 



1016RP 

GATGTGAaTC 
CTAACAGGAA 
ACCTACAAGC 
ACAAACTACG 
GTGCTCTGTG 
AATTACTATT 
GTTGGGC AGG 
ATNCTTCTTT 
TTTTTTTCGN 
NNTCCCCNNA 
GGGGCCCACN 



GATGTGTGGA 
AGGTGCTGGt 
CTACACACCA 
AGGTGcGCGA 
CGATTCCCAC 
GGTGGACAGG 
AAATTAAAGC 
GACAAGAGCC 
NAACGCCCCC 
GANNNTNGGN 
NCCCCCNCNN 



GACGAGTGTA 
TGGGGAGAAA 
CCAACTGCGT 
ATtCCAATTC 
AGGTaTtGGT 
GGGCACAAAA 
ATTCCtGGGG 
NNNNGCACAG 
CANTGGGGGG 
TTTTCTNGGG 
NNGGNNTTTT 



ACTAGACACA 
AGGTACTACG 
TACGAAAATC 
AATtTTGTCC 
AAGACCTTCA 
ATTATTTTTA 
aTTACTGGTt 
GGNACAGATT 
GNAANTTTCC 
NNTNNGNNGA 
NNGNNNNTTN 



AGCTGGCGAT 
AAGAGGTAGT 
TAAATACGTA 
ATCGtGCGTT 
TTGCCAGTAC 
CTGGTCCCAC 
TTCCCCNTTA 
TGGGNCAAAA 
CCNNCGAGAG 
NGGNT CCACC 
TTTTNACAAA 



GCAGCGAGAT 
CACTAGTGTC 
CCTCTATCCT 
ATTCGAAAAT 
GGGGATGCTC 
ACGACCACTT 
TGATACGGGA 
GAAAACGTTT 
GGGGGACTTN 
CCNGNCNNGG 
ANTTNC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



75 1016UP 

GATCCATCGA ACGTCCATTT TATACGACGA CATTTTTATA CAATTTTTAT TTAATAATGA 60 

GGATTTGGCA TTCCCTCAAA CTCGCTGACT AGAAGTTAGC TGGTGCTAGT AGTGTAGCTG 120 

GGCTAATGTC GACTGAATTG CCGTTGCCGG TGCTGGAGGA TTATTTTGTG TCCGCAGCTA 180 

ATGCCTTCCT GCCAGATGAA TTCCCAGTGA AAGAATTGCA AGATGAATAC TATCGACCTT 240 

GGGAAACGAT TGTGAGTAAT CTACCCGCGC TATTGTTGGC GCGACAGCTG CGGGATGTGG 300 

TGGACCAGCT GAAGGTGCTG GAGGTGAAGA AGGAGCTGTT CGACGATATT TCGGCAGGTT 360 

CGGCGCGCAT ATTCGGCGTT GGGCTTCAAC GTCAATGCGT ATGTGTCGAG CTACGACGAC 420 
GCGTTCGACA CGATT 



25 



30 



35 



40 



45 



SO 



55 
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101712 



GATCTTCTTG GCGTCGGGCA TCAGACAGGC GTAACTAATT TGATCATTCC TGGTGCGGGT 60 

GAGGCTAACT ATGATGCATT GGAAGTTAAT CCTTACGAGA CGACGAAGCA AAGGAAAGAG 120 

CAGGAGGTTA GATCGCTACT GAACAAATTA CCTGCTGATT CTATTGCATT AGATCCAAAT 180 

GTGATTGGTA CGGTCGACAA GCGTTCTGCG CAGATTAGAT TGACCGCCAA AGACCTGACC 240 

CAAATCGCAA CTGATGAAGA CATGAAATCT AAGGAGAATA GAGACATTCC AAAAGCAAAC 300 

CCTGCTGTGA AGAGTAAGAA ATTCAGGTCT GCGTACATTC CTCCGTAAGA AGACGCAGAA 360 

TGTTGTAGAT GAGAGGAAGT TGAGAGTACA GAAGCAGTTA GAAAACGAAA AGGNNGCCCN 420 

CTTGCGGAAG CANCANGCTG CTGAGGNGAG CTANCAGNAG ATNCGANCTN CCCTGNCGAN 480 

GCGTCAGCNA GTCCACTCGC NNTNNNCTCA CCCNNNATTC TTCGTTNNCN GANTTCACNC 540 

CANNNCNCCT CCCGNNCTNN NNCTTNCCCN NCCTNCNNTC ACCNCNNCNC TCCCNNTTCC 600 

NANCCCACNC CCCCNCCNCC NNCCCCNNCN CCNNNNNNAN NCNNNCCCCC CTCTNCCCCN 660 
NCCCCCCCNT KCC 



15 101711 

GATCTTCAAA TGGGACAAAT GCAAGGCTAT TGATCTTATT CCCAGCAAAC AAGTGCGACA 60 

TGTATGGTGT ATTTTTGTTG GGCAACCGAC TGCTGGTGAA AACGGGCTTA AAATCTGAGC 120 

TAGTTTTAAA GGCATCCTTC CAAAGTGTCA CATGTGGTCC TCTCGACACT GCAAGCAAGC 180 

CCATGTCAGA GATTTTCACA TTGCTTGCTG GTATAGGCAG GTTTTCAACG GAATGTAACT 240 

20 CCTTGAAGTT CCTGATATCC CACAGTCTCA TGGACTTATC TGCTCCGGTN TGTAGCCATA 300 
TAGTAACCTT GCCTATCTAC CGCGACACCA GTGACGGGCC CGGTACC 



25 



30 



1017RP 

GATCAAGGTT 
GGAATTTAAG 
ACCACAGCAA 
GTTTAAGGGT 
AG T AATCAAA 
GGTTCAGGAT 
GAAAAAGGGT 
GTATATTATG 
TCTTCTTGTA 



GAAAACGAGC 
ATTAAATATA 
TTAAAATATA 
AGCAATGGCG 
ACCGCTAGAC 
GACTTAGAAT 
ATTTTTTCTA 
AGGTGATTTA 
GTCACCCTAG 



AGCGTGATAA 
CCTCGACCTA 
TTGCATTTCC 
TTATAGTGCT 
AGGAAAAAGA 
TCTGAACTGA 
GAAACGAAAG 
TTTCAACTGA 
AGGTGGTGGT 



AAAAGAGCAT 
CTATAAGGTT 
AAAGGATGAG 
ATCGGACAAA 
GACGGATGCT 
TAATTAGGAA 
AACTTACTGA 
ATCTGGCTAA 
CCCCAANCGG 



GACGCCGATG 
GAGAATATGA 
AGATTTACTC 
ACTCCTGACG 
CCTCTGCCTG 
GCGTCGATTA 
TTGCAGCTCT 
CGCCCGGCAA 
CNC 



TCC CTGAAGA 
CGCGTGTAGT 
CCGCTCGCAA 
AGCCGGTCGA 
CTCCCTTCAA 
TGTTCATTAG 
CTCTAAACAA 
CTAGGTCTTA 



60 
120 
180 
240 
300 
360 
420 
480 



1017UP 



GATCTCCATC CACGTTTTGG CCTCGTTCCT GAGCTCCTCT GTGACTTCAT CCTTGATACG 60 

CGCAATTAAG CCAGGGCCTC TGTATGCGTA CGCAGTGTAG AGTTGCACAA AGTGCGCCCC 120 

CGCTTTGGCA AACTCGATGG CATCCTGGCC ACTACTGATA CCACCACATC CAACCAAAAC 180 

CAGGTTCGTG TCCTTTGTGT ATTGGTGTAT CGTGCGCAAA GCTTTTAGCG CAAATGGTTT 240 

CACGGGCTTG GCGGACAAGC CGCCTGCCTG GTT TT TCAGC TCCTCATCGA CAGTGTACAG 300 

CGAGTCTGGC CTTTGGATAG TAGTGTTTGG AAACGATGAT ACCCCCAATA CTCGATTTTC 360 

TTGGGCCGCC TCTGCGATCG ATTGGAATCC TGGCTCGGTC AAATCCGGTG CGATTTTAAC 420 

AGGAAAGTTG GTTATGGTTA CTGGACCAAG AAAATGCCNC CGTGGNCAAA GATTGGGTTA 480 
GCANAACAAG NTN 



45 



50 



SS 
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1020RP 

GATCGTTCCT GTTTCTGCGG GCAAAGTTCA GAATTGACCT AGTGCCAGAC ATGACAGTAT 60 

CGTTCAAACT CCTCGGAGAG TTAGCCTTGG ATATCCACCA TGAAgACAAA AACCAGAGAC 120 

CAACaGCGGA TCCTACCAAA ATGGcCAGAA TACCGAAAAA CCAGTGCAAT TCTCCGGTTG 180 

CTTCACCTGG GACAGTGACG TTCATCCCAA ATAGACCCGT AACAAGATTC AAAGGAACTA 240 

ACATTGTTCC AATCATAGTG ACCTTTCCCA ACaTTTCAgT AACaCGATTG TTACACCGGA 3 00 

AGGAC t CAAC TTGCAATTGT GCCAAGTAGT TACCAtGTGA ACGGGAGAAA ATCTTCTCAT 360 

agGACAgTAA aTTTTGAAAC aTCGGGAGGA CaTGGTCCTG AATATCTCCC AAATAGAGCG 420 

CtATATCAgC TCtTGGTTgA gTGCGCTGGA CaTGATGAtG TTGTATGTTC GAGCCTAgCC 480 
TGGCagAcAg AgGGTcgTgT cCGCTAgCCT GCAAgTTCgC aaTGTTTaTC tCGAGGT 



1020UP 

GATCAGCACC GTGCCCTTCG TGTACGCCTG CTTGGACATG GTGTGCGACG ACCGTGTGTC 60 

GCATTTCTTA CACGTGAAAG CAATCATCAT CATCGGCTTG TCCACCTTTA TAGACCCGAT 120 

ATGCCGAAAC TCATCTGCAA TAgGCGGTTT CTGGCTGTTT TGCAGCTGCG GCGAACCGCT 180 

GTGGAACCGA TGAgCTACCA AATGCCCCCC AAACACCGGA CCCAGCACGT ACTGCATGCA 240 

GTTACGGCTT GGGCGGAGTA AACCAGCAAT CCTGAGAgGC CCCATCGAAC GTCTAAGCAT 300 

TTTAAACAGT TATACGTaGT CAGCGGTTTT CCTAAAACAG GACATGAgAg TGCGTCGAAA 3 60 

GAAgGcGTCA TCTCAAATTT TTCAACTTTA GAAgCGCTGC CCGAAAAAgC ACCGTCaCCA 420 

TTTATCTATT ACAAGATGAA CAgTTAGTGG TGCCGGCaAT TGTGTCAGAt ATATgTcTCT 480 

GGACATGGAT ACAAgACACT CTCgCCaCaG AAgGAGCAGG AgATAgCaTC gAAAATCTTG 540 
CAgAAGGCTG AgCTGGcTCA gAT 



25 102112 

GATCTGCGCC GGATGGCTGC GAGTTGAGCG CGGCGAAGAT GTGTGACTCC TGCAGAAAAC 60 

GCTGGAGCTC GATGTCCTGT TCCAGCAGCT GCTTCTCGTC GCGGTCGGCC GCGGCAGATT 120 

TCGGCGCGGG CTCGGTCTCT AGGCCCGGCG CCTTGCCGCT GCGGATGCGG CGCAGTTCTC 180 

GTGGAGAAGG CCCGCTGTAG GCATCTGACG GCGCGCGGAA CGAGATCACG CGCGGCGTAT 240 

30 GGGCCGCCTC GTCGTCGGAG CTGGCTGAGG CGCCGTCCAT TTCGGACTGC TCGTCGGATT 300 

CAGACTGTCC GGAGCGCGCG TCGCCCTCGC TCTCCGGGTC AC TGTCGCTC TCGGAGGCGC 360 

TGGTGCTTGT GTCGCTGCTT TGTGCAGCAC GGGTCTTGTC TACATATCCC ATATCCTCTA 420 

GGGAGCCAAA CTGGGCCTCG AAGGCCCTCC CCTGGGNCCC GACNTGCTTG NATTTATCTT 480 

CAATTGTCGG TCATCCNGGG GGGTTCTTGG GCCCCANGAA GTNTNTNANC AGGAANCCCT 540 
AGNANNANGG TTTTCAAATT CC 

35 



102111 

GATCTCACCC TGCGCACCAT CGACAACCCT GCATACGCCG GCGGTGAGGT CATCGGCAAG 60 

GCCCGTGCCC GCACACTCGA GATGCGCCTC AATGCCCTGT CCGCTACCAA TGGCGCGGCA 120 

CGAACCCTCG AAACCGTGCC TATGAACATA CGCAAAGGCA TGGTTTCCAA GCACCGCAGT 180 

CGCATCCGGG AGCACGAGCA GCTGGCCCGG GACTCCGGCA CCGTCCTCGC CAAGGTCCGT 240 

CGCGGAGAGT TCCGGAAGAT AGACGCAACC TACAAAAAAG ACATCGAGCG TCGCATTGGC 300 
ACGACCATCA AGGCTGCAGA CCGTGCCCGC AAGAAACACC GCGATC 



45 



50 



55 
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1021RP 

GATCCTCGAG TTTGTGCGCG GCGGGTCCCG 
ACGTTGTTGT ATCTACATAG CGCACCTGTT 
ACGTCCCCCA CCAGCGCCCG GTAGAACGCC 
AGGCGCAGCC ACGGTTTCAT CGTGATCAGC 
GGGATCAGCA GGACGTCCCG CACCACCACC 
TCGCCGTCCG CCGTCGCCTC GCCC TCCTTC 
TCCTTCGCCA GCGCTGCGCG GAACGTCTTT 
TTGGGGTCCA TTGGAACGGC TGTTCGGGGT 
TTTACGAAGA CGACCCTCGG TGAGAATGTC 
CCGNGAATTC AAACCACCTG AGTNGGGCGN 
ANACCCNCCT C 



CTCATTTACC TAATCCTGTC TATAGTAAAC 
GTAACTTACG CTGCACGCAT GCGCGGGCGC 
TGGCCCGCGC GCCGCCCGCC CAGCATGCAC 
AGGCCAGTCC ACAGCGGGCC CTGCACCAGC 
TTGGCGACGA CCAGTGCGCT GATCCCCGTC 
TGTGCCCGCA GGTGTCGCTG GCGCGCGCTT 
TTCGAACCTG ACGTCGGGTA TCGTTATTGC 
CAGAGGGAGG ATTCCTGCGC TGGTTTGGTT 
AGTTTGGCCA CTNGGCAGCC CCAGGAAGGA 
CGGNGTAAAA ACGCTAAGTT AGTGCNNTGC 



102 1UP 

GATCGCGGTG TTTCTTGCGG GCACGGTCTG 
CGATGTCTTT TTTGTAGGTT GCGTCTATCT 
GGACGGTGCC GGAGTCCCGG GCCAGCTGCT 
AAACCATGCC TTTGCGTATG TTCATAGGCA 
TAGCGGACAG GGCATTGAGG CGCATCTCGA 
CACCGCCGGC GTATGCAGGG TTGTCGATGG 



CAGCCTTGAT GGTCGTGCCA ATGCGACGCT 
TCCGGAACTC TCCGCGACGG ACCTTGGCGA 
CGTGCTCCCG GATGCGACTG CGGTGCTTGG 
CGGTTTCGAG GGTTCGTGCC GCGCCATTGG 
GTGTGCGGGC ACGGGCCTTG CCGATGACCT 
TGCGCAGGGT GAGATC 



1022RP 

ANNNNNGNNN NNNANGGTGG GGCGTGGTNG 
AGAAAACGAG ATTCTGGGGA GTATCTGAAA 
CGTCAAGCGA CAGCGAGTTt G CGA CAGGAA 
TGGGGCTTCG CGTTTtCAGC CTTTCAGGAA 
AATCAGGGGA ATAGCCTGAA TTTGCGAGCG 
CATCGNCACA CTGTaCCACG AGGACAGCGA 
ACACAGtGTA TCGCGTgAGA TAGGTGTtGA 
TTtCAGtCGG tGTttttt 



AaTAGTGGGT CTtTCTGcCG GGGTCTGTGC 
TtCTTTGTTG CGCCGAGCCG tCTGGGTCTG 
CTGAAGCTAA TTTCGTTGCT GGAGGTGTTT 
ATCTAGAGGG GCTGTGTGCT TTGAGGCTGA 
TGAATTGAGC GGTTATATGG AACTGTGGTA 
ATATCTGACA GTAGGGcGTC CTtCGtAAGA 
TTGAGTCTAG CGTgCTAGGT ACTCTTtAAC 



1022UP 

GATCCAGCAG ACGTTTTAAT CACCGATTTT 
GACAGTGAGA TAGATGGTGA AACTCCAGCT 
CTGCTAGAAT TCGCAAAAGC GAAATTTTTT 
CATAAAAACG TGATTCCAAG CTATCCAGTG 
AATGCATCCA CAAACAAAAT GATAAAATTG 
TCATTAATGA TGAAGTACGC CAACACTGAA 
TTCTCTTAGA AAAATGCTTC AtGCTTCATG 
GAACGGaaTT TTaCTATaGG CGCGAAATTT 



TTCGGTAACA TTCAAAATAT AATTCTCGAT 
GGACTTACGG AATCTGGCCG GACTCGCAAT 
GGCANTGTAG ACGCAGAGAC TAATGGCACG 
GTAAATGAGG ATTTACTAAG TGGGGNANCA 
TGGGGGATTA TCATCTTCCt GGcACTAACG 
AACATATCGG GTAGTCGAGc ACTATTATgT 
GAATTAAGGC GGcaACAAgT GCAAGGTTAa 
GtaTaTaTTa T 



128 
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102312 

GTCGAGGGAA GTAACCAATA TATTCACGAG GGCTACCTAT GGCATCAATG AGACGTTCGG 60 

AACCAAAGAT CGTCGGGTCC TGGGTGATAG CGCTTCTGTG TGGGGTCTTG TGTGCAAGCG 120 

5 ACAACCTTCA TACACGCGAT ACTTCCTGGT TAGTGTTAAT CTCAACAGCG GTGAAGTTAT 180 

CTTCGATGAC TTCAAAGAGG AGCGTTTTCT GACGGAGGCT TTGGAGACGC GAATAAAATA 240 

CACAAACCCG AGTGAAGTTG TGGTCGGAGA TGGCCTTGGC TCAGAAATCG AAAAGGTGTT 300 

TCATACTTCA GATTCCGATA TCACTCTAAA TAGGATCGAG CTCGTCGGGT TGTATGAAGA 3 60 

AATCTTCAGT GAGCCGCACC CAGCCTTTAG GGGCAACGTT CCTCTGCAAA CAGCGCTCAT 420 

GCTGGTGCAT GGCTACCTAA CAAACTTCAA AAATGAGAGT TTACTCTTCT TCAAGGAAAA 480 

10 CTTTAAACCA TTCTGCTCGA AGACGCACAT GATTCTTCCC TTCTAGCGCT ATTGGAAGCT 540 

TAGATATTTT GGGGACAGTA CAGATAGGAG CAGTAAAGGT CCCCTGTTAT GGGTNTTAGG 600 

TCAANCTAGA ANAACTAGGG TTAAGGACTT GGAGGACTGG NTTGAAAGGC CTTNTAATTT 660 

GGTCAAGTCA ANAGAGTTGN GGNNGCCAAN GATTCACNAG GNGGGNATTN TCATGGCTCG 720 
GAATT 



15 

102311 

GTCGAGAAAA CAGAGCTTGA GGTCCCACTG TTCTTTTTCA CTGCGGATGT CTCTGTCTGC 60 
TCCACGACCC CCACTTTCAG ATTGTGGTGC ATCAAGCGCT GCAAGTGGAC TTCGAGACGG 120 
on GTGTCTGGGA TGGTGCAGTA CGCAAACTTC TTGTGCTTGT GATCAGCGGG GTCTGTCTCG 180 

TGTACCGTAA GCTTGCCGGG CACCAGCTTG ATC 



1023RP 



25 



30 



TGCCCGGCAA 
NGTACTGCAC 
ATCTGAAAGT 
CCTCAAGCTC 
CTTGCCTCGT 
GACAGTCTTG 
CATACATCCC 
GCAAAAATTA 
CGTTNGATTC 
AGGTNCTCCT 
TCCCAACATT 



GCTTACGGTA 
CATCCCAGAC 
GGGGGTCGTG 
TGTTTTCTCG 
CCCCGCCGGG 
ACGTGCGCAG 
CATGTATAAT 
CGGGTCCTCG 
TTCCCCACGG 
TTCANTTNCT 
AACACCNTGG 



CACGAGACAG 
ACCCGTCTCG 
GAGCAGACAG 
ACGCTAGGGA 
TCACCCGGCC 
CTCAGGGGCA 
CATTTGCATC 
CTGNAGACCT 
CGNGCCCNTG 
CCCTTTTNAA 
TTAGGGAAGT 



ACCCCGCTGA 
AAGTCCACTT 
AGACATCCGC 
TAACAGGGTA 
AGCGACATGG 
TGATGTGACT 
CATACATTTT 
GCGAGCAGGG 
TNGAGAATNT 
ATCNTTGTNG 
TCANNTTTCN 



TCACAAGCAC 
GCAGCGCTTG 
AGTGAAAAAG 
ATACAGATAT 
AGGCCCAGAA 
GTCGCCCCGT 
GGATGGNCGC 
AAACGCTCCC 
AAAGGTTAGG 
GTCAAGTCNT 
GGGGCCNNGA 



AAGAAGTTTG 
ATGCACCACA 
AACAGTGGGA 
CAGATCTAAG 
TACCCTCCTT 
ACATTTAGCC 
ACGGCGCGAA 
CTCACAGACG 
ATTNGCAATG 
CANATCAAAT 
TTANTTCCN 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



35 



40 



45 



1023UP 

GATCTCAAAC 
GACCTGTCAG 
TCGCTTGTCG 
GAAGAGTACA 
TGGACATTGG 
AACACAAATC 
CGATATATCT 
AAGCGACTTG 
ACCCGTCCAG 
CGGGAGATGG 
TCCGGCCCAC 



CTGAGAATAT 
TACAGGCAAA 
ACACAAAAGT 
TTGCACCTGA 
G T AT ACTTAC 
AAACGTTCTC 
C GC ACTTGCA 
GTCAAAGTTT 
TGGGCGGTTA 
GTACGACTTT 
CCGGGTTAGT 



TCTACTTCAT 
AGGAACCAGA 
TTGTTCTGAT 
GGTCATCAGG 
TTACGAAATG 
CAATATTTTG 
AGGACTTGGA 
GGCGCCAAGT 
TTGGAGGGAA 
GGAAAGNTAT 
CTCATATTCA 



CAATCTGGTC 
AATCCTCAGG 
GGCTTCAGGA 
GGAAATGGCC 
CTCTTTGGGT 
GAAGAATGAC 
TTAAAAAGTT 
GAGATTAAAA 
CCAGGAACCT 
CACATTAAAG 
AAGGCGNGGT 



ACGTTATGCT 
TTAAGGGAAA 
CTAATTCTTT 
ATACAGCATC 
TCACTCCTTT 
GTTTATTTCC 
ATTGGGTCAA 
AA GCATC CCT 
CCCTTTTATC 
GATGTTAAAA 
TCNNCN 



TTCTGATTTT 
TGCCCAGTCT 
TGTTGGAACG 
CGTGGATTGG 
CAAGGGCGAC 
CAAACAATAA 
GAAAGAGAGT 
TTCTTTTAAG 
CCCGTATTGA 
AGGCCGGGAA 



60 
120 
180 
240 
300 
360 
420 
460 
540 
600 



50 



55 
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10 



1024RP 

ATNNNNNGNN 
GCGCAGCCGT 
CGCTGGCTCT 
AAACTCGTCT 
AGGCCTGGAA 
GGAAGGAAGC 
GATGGACTTC 
TGACAGGTAG 
ATTCACATAC 
NGCCAGATTN 



CANNNGTGGG 
TGGcATGCTC 
ATATTGACCT 
GCCTGAGATG 
ACACTAACTA 
GGCTCTGGCA 
AACAGTTGTC 
ACACTGgATG 
GAC cGGACGC 
ATTTTCG 



GCGGAGCGAN 
GCGGATCCTC 
GGTGGCCATA 
GCGTAGCGAA 
CCCCGTACTT 
ACGTTTTCTC 
GAGCATATTC 
GCGGcGTTAG 
ATgATaTTAC 



TAGTGGGTCA 
GCGTCCAATA 
TATGAAAAGG 
CCCAAGGAAG 
CTCATCTAGC 
CgCCGATAGA 
TATCCTGGAG 
tATCGAATCG 
TTcCTTGNGN 



GCANGGTGCG 
TACCAGAATG 
CGGTCCTTGA 
CATTTATTGC 
AGTGGAAGGG 
GCATATGGGT 
GCATTTGACG 
ACAGcAG tAT 
ACTTAANTTN 



CTCGGTGTgT 
CATCATGCTT 
AGTTTtGTAG 
GGCATTTACG 
GCACGTCTGC 
TATCCTtGTT 
CTGGCAAATT 
AGtGACCAGc 
CCCAATCTTN 



60 
120 
180 
240 
300 
360 
420 
480 
540 



1024UP 



GATCTAAATT CCCACGCCGC TGCGGCGGTT TCTCTGCGAG TCTTTGcCGT GAAGCACGAC 60 

ATAATCGAGC CCAAACACAG CAAGATCGCA GAGAATCAAG CTTATGTAAG TCTCACGTGA 120 

CTCGANGCGT GCAGAACGGT ACGGGTGTGC ACTGCAGGTG CCACGCCATG TCTCACATGG 180 

TTGTaACACG GcGCGACCGC GGTTCGGAAT ATCAAACAAA CATATgTTTG CCGCAAAAGG 240 

GACTGGTTCC CGCAGCTGcC ACCCgCAGGG GCACAgcGCG GcAATGCAGA GTCGCGTTAG 300 
GGtGCCgTCG CcCCGATGGG GCAGtGTCGC CGCC 



25 



30 



1025RP 

GATCAGCCCG 
GGCGCTCTCG 
CAGCTTCACG 
CAGCGAGTCC 
CAGCGATCGC 
GTGCTGGTTG 
CTTCGGAAAG 
CCGAgGATGA 
GCATCTTGTG 
TACAGCGTTT 
cGCATCCCCG 



TTGCCGCCGC 
TTGCCGTACT 
CCCTCGCAGT 
CGCGAGTCCA 
AACCGGTCAA 
TCCACGAAGA 
TACCTCGCGT 
CGATCTTGCG 
TTTGTAgAgC 
GAgAcgAAAT 
TTATAACTGT 



CGCCGTTGTA 
CGTCGCTGCT 
GGTCCGCAAT 
CCGAGAAACA 
ACTCCTCCTG 
TGTCATGGAT 
GAACACGTTC 
CTCGATAgGA 
TGGTGGTGGG 
AcTAgCTGCT 
C 



CTTCTGGTTC 
GCGCAAGTCG 
TTCGCTCACC 
CAGCATAATC 
CCCAGCAGTG 
GTAGTTTTCG 
AACAGCGACg 
TGCTTCGAOG 
AGCTcCtCTG 
ACTGTCCTtT 



TGGATGGACC 
CACTTCAGCG 
CACTTGTTCT 
GTGTGTGTGT 
TCCCACAGGC 
AATACCGTGG 
TCTTCCCGCA 
AcGAgCTCGA 
ATGCCAGTCC 
CTCTCTGACG 



CCGGCGTGAT 
CCACTAGCAC 
TGACGTTCTC 
CCGAGTACGA 
TCAgCGTGAT 
GCTCGTACAC 
AGCACCGTCT 
CCACACAGAg 
ACGCTAC aAA 
AgGTGCACGG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



35 



40 



45 



1025UF 

GATCCCCATG 
TATATATCTG 
AGAACGAAGT 
AACTACGACG 
GCCCCTTGCT 
GAGAAGGACT 
TCTGTTGACA 
GTTGAAGAAA 
GAAACCGGCT 



AGAATGAGCG 
CCATGATGAA 
CCTTGATTGC 
CCCGCGAATT 
CAGGTACAGG 
TTATGCAAAT 
GCAACTCCaA 
ACgAgGCCGT 
gGcTATTGGT 



CATCTTGGAT 
GAACACTGGT 
GAATATTCAC 
CCCTAAGGTT 
TGTTATCGGC 
TCCACACCTG 
GCACGGcgGT 
GGTCGAATAC 
AAGGAAGGCT 



ATGGCGGCGG 
TGTGTCTTTG 
CGTCTCGGCT 
ATCGGTGGAT 
AAAGATCAAT 
CAAAAGCAAC 
GTCATTGTCT 
gCCTACGGAA 
CaCTAgCTaC 



CACCCGGTGG 
CAAATGACGC 
GCACGAATAC 
TTGACAGAAT 
CTGTGAAAGT 
TGATATTATC 
ACTCTACTTG 
gAgACCTAaT 
GA 



TAAAACCACC 
CAACAAGGCA 
AATTGTCTGC 
TCTACTTGAT 
AAATCGTACT 
TGCAATTGAC 
TTCCGTTGCg 
GTCAgCTGTT 



60 
120 
180 
240 
300 
360 
420 
480 



50 



55 



130 



EP0 866 129 A2 



1026RP 



GATCCAATTG CTGGTCATAC AtaCGCATTA ACAGATTTTA TTACTATGTA TCCAACGTGA 60 

ATTGCTaTAT GTACCTTATT ATCGGTTTCA TAAAgATGCT TTAATTTCTT ATTCTGAATC 120 

5 GGAGTCgTtT GACCGGCGCT TAgAcTGGTT ATGCCTCtTG CCATCGTTTT TCTCGAAAAT 180 

GAAAATTCTA GCTTCACGCT CgGCTCCAGG CTTAgTCGTa TCCTGCTCAT TGTTAGTTCT 240 

CCTA t GACgG TATCCtGGGA AgGTATCCCA cTGGAAtTTg TgCgACCTCT CAAGCTTtaA 300 

aCCATgCTCC TTGGCaAGTA cCTtAgGCTG CCaAGAATCg TaTgGATCAC CGGCAAATAg 360 

GGACAAAATG ATCCtCCCCA TATCAtCAGA TGATtGttCT TtttCCtACT tCAtATCCGG 420 

AAAGATGGGC AACAACTACC ttCTTATTCG cCAGcTTGAT AGttGtttAC AGcTATCAAA 480 

10 AATATCCCga TaGAGcTCTG aGcTCTCT 



1026UP 



75 GATCTAGCAG ACT AGAC TCT CTATCGCATC AAGTTTCTGT TTTCAAGTCT GGGTTTCTTG 60 

AGCAACCTGG TGCCCCTATA CCTGTGTCAG ACGCACAGCG AAGCAGACGT CTATCGACGA 120 

TGTCGAACTT ACAGACGAAA AAACAGCGCC CGCCAGCTAT TCCAGAGGCA GACGTATCAC 180 

TCCAGGCTAT CAAGAAGCGG CGCATGTCCG CCAGGTCTTC TACCTCCCGT AAGTCGGGTT 240 

CTGCCCAGCG TATTAGTGTT GTGCCACGGG CCGCAGCTTC AGAGTCATAT GTGGTTCCAC 300 

CTGCTGGTGC TCCTCTGAAG AAAGAGTCTG CGGATGACTT ATTTCAAACG ACTGCTTCCT 3 60 

20 TTTATGAACG TTACACTATT TCCACACTGA AAGAAATACC GAAAAACATT GCAGATGAGG 420 

ActCTGCcCG ATATACCGTt aACGAgGATA GCaTCaCTAT GGCTGAcCTT TGCaAACCTC 480 

TAT tC cCGAT AGGTGAAGTa tCTGATAATT TCACCGGGCG AAAGAAGcTG CAAAAGCCAA 540 
GATGGAAGCT CGGAAGAAGC GCCGcGAAcT CCGACAGAtG GcTaAgCGTc AATC 



1027RP 



CATATCGACG TACTCTGGCG TTTGTTCTTC TTCGTCAGCA GGAACGCCGT CCGGCATAGG 60 

CTTACTGACT TtCACAGACA TGATTCTTTt GCTGCAAGTA AAGTATATTA ATGGCGCTGT 120 

CAAAAATGGT AATAGTACGG AAAGAGCAAC CTGAGAAGCG TCCAGGGCCT GCGATAAGCC 180 

GTTTTTACCT AGAGCAGTGG ATACAGCTAA TGTtGGAATC AATGCAATGG CTCGTGTCAG 240 

AATTCTCCGT TTCCATGGGG TTATAGTCCA GCGTaTaTGG CCTCCGCATA CTATTTGTCC 3 00 

AGCTATGGTA CAGACAATNC CTGCCGATTG GCCCGAGATT AAGAGTGCGA GCATGAATAT 360 

GGTACCTGCC GCTGGTGCCA AAGTG1*TGGA TAATAGGTGG tGTATCGtGT ATAGATCCgC 420 
ATCGATGGcT TCCGGGGTAT CATACAGtGc GcTA 



35 

1027UP 



GATCAACGAG TAAAAATGCC AGGTGTTTCC GTTAGGTACG TGTCATGAGT GCTAGTTTAT 60 

GG TTTGGTAC GGCTGCTGGG GGGCGCTTTC TGGGAGGTTC CAGCGCTCAT ACGTTATGTG 120 

AAGATGCTTC GATCGNGAGG GTTGCGAGAA GGAATGGGAA TGTGCCAAGC AGGACTTGGT 180 

40 GATTGGTTCC AGAACGTCGC TGACTGTGTC AAATATGAAA TCATTGGGCG AAACTTAGCT 240 

TGCTACGGAG TCCAGCATGC AGAACGTGCG GCCGAAGCTA GCTGAGGCTC GATGAGACGG 300 

TGGCGGAAAT CCTTCGATCC CAGGCCAAAG CAGACGTACC TACCAGCTTT TAATGTGCCC 360 

GCCTACTAAC ATGATATACA GAGACGTTCC AGCTCAAGAG TTCATCAACG CTTACGCTTC 420 
TTTTCTTGCA AAGACAAGGT AAGTTG 



45 



SO 



55 



131 



EP 0 866 129 A2 



10 



1028RP 

GATCATGCAA 
GCCaAAAAGC 
AAGCTAGCAC 
GACATCaAGT 
ATATTTATGG 
TATAGAGCAA 
AAAGAATGGA 
CTTGATACCC 
TAATATTACC 
ATTTAAACTT 



ACGGAGAGAA 
AGGAGAAAAA 
TGATAGAAAA 
TCAGGTaTCG 
CTGACGACGC 
AGGAGTTGCG 
gGAAAAAgGT 
AgGCgGCTCC 
GTCTTTATGT 
T 



GGAGAAGAAG 
GGAACTGAGA 
GGTGGAGGAA 
GGAAGTTTCG 
TGCCTTGAAT 
CaACAAAGAT 
GTTCaATAAC 
TAAAAAGGAg 
aCgTTCtGCC 



TCTAAGAAAG 
AACATCATTG 
GAAAGAGGCC 
CCaGAAAGTT 
GAGTaTATTG 
AAAAGGAAGG 
GAAAATGGGT 
AAAAgCcgTT 
gTAATTATAT 



AGGGCACTAA 
AGGAGTCCGT 
GCACGAAGGA 
TTGGCTTGAC 
GCCTCAAGAA 
TCaTGAAgGC 
TGGCCGATGA 
CTAAGCaCAA 
TTTGCTATaC 



AGAGAAGAAA 
TGAGCAAAAT 
GAAAGACCTT 
CACCCGTGAG 
ATTTGCACCA 
TAAGCGTCTA 
gGATgAgGcC 
GACAAGTAAg 
aTaTaTATTA 



60 
120 
180 
240 
300 
360 
420 
480 
540 



15 



20 



1028UP 

GATCCGCGCC 
CAGAATTACG 
TTCCACGAGC 
CTCAAGGGCA 
GGTGACACCG 
AACTTTAACA 
CCAGGTaGCT 
ATCCTACATT 
TTTCCTGTTT 
TTCTTATGAA 
GGTATGAtAC 



CGGCACAGGC 
CGGCCGCTCA 
TGGGCGACTC 
ATGGCGGGTA 
GCCGCCCTCC 
TGAATGACTA 
CTGGGAATAT 
CTCTGTCATA 
CATAAATGCT 
TGAgCCTGTT 
GGACTCTCTC 



CTGGCAGCAC 
GGCGGGCGCC 
GCCTGGCATG 
CCTGTTGCCG 
GTCTTCTCAG 
TGTGCATAAC 
ATAgGGcCTC 
gTAATGCCTA 
GAcATATGTc 
CATCTCGTCA 
ACaCTGGA 



CCATCGCCGC 
AGCCCCTCCA 
TCAATGTACA 
ACCGCTTCTA 
TCATTG ACAT 
CTTTTCAGCC 
GCACACATTT 
TGTCAGCACA 
ACGTGGCTGG 
gACAATACAT 



ATGCTGTGCC 
TGCTTTTGGG 
TGTCGCCCCA 
TCTCCGACCC 
CGCACCTTCT 
CCTCACCAAG 
AGCGCACAGT 
CCTGCCGTAT 
ATCAgCACgT 
TATACACgCa 



TAAGATGTCT 
CCAGGAAGCC 
GACCCATAGG 
TTCGGTGCTC 
GCGTACCCCG 
AATAGAcCCG 
AT ACTA qCTA 
AATTTCATTA 
gATGGCAAAA 
TCCaTCTCTC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



25 



30 



35 



1029RP 

GATCGTAACA 
GATGCGCTTC 
GTGGGAAAAG 
CCGATGGGAC 
AAGATCGATA 
CAGAGCTTGC 
CTGAAGCAAT 
GGCGGGCCAA 
GAAAGTCGGC 
AAAGCGCATT 
CCCAGCAATA 



CTCTGGAGAA 
ATCACAACCG 
GGGTTCCGCG 
TGGATCGGCG 
TGGTGGTGCA 
TTTATCATGA 
GGAACATCCA 
ACGCGGGCAA 
GTCTCGTATC 
TGGACATCCA 
CGATATAAAG 



GTGGAAAGAG 
GTACGACACC 
CGATGCAGTG 
CGTGCTGCAG 
GAGACCGTCG 
CCTGCATGTC 
GACGGTGCGG 
GTCGTCATTG 
CTCAAAGCAG 
TTCTGCGGGT 
GGCAAGATCT 



CTAGTCCCTC 
GCCGAGTTTC 
GTATACCATA 
AGCTCAAAGA 
CACATGCCGC 
AAGATCACGA 
AACGCTCTGA 
ATCAATGCCC 
TCCTCTGCGA 
GTGAGCACAA 
CCACGATTTC 



CGAGCTGTAA 
CGGAGCACAC 
TTGCGCCACT 
AGGTTTGTGT 
AGGACGTAGG 
ACTTCCGCTT 
GTAAAGAAAG 
TGATGAAGAC 
CCCCTGCCGA 
TACCGAACTT 
CAGGCTACCG 



ACGATGCATG 
GCTCGAGGAT 
GTGGCAATTT 
GCTATTCTCG 
TGCATTTTTT 
CTTTTCTGCG 
TTACT TACT T 
TGTTGTTTAC 
CCTGCCTCCA 
CACTCGCCAA 
CACAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



40 



45 



50 



1029UP 

GATCTCGTGG 
CATGATTATG 
AGGGATAGAA 
GATACCACGG 
AGAGAACAGT 
GATCTCGTAG 
CACGCTTCGT 
CTGTTGCCCT 
CGGTTGCAGG 
TCGCGGCGGC 
TATTATCCGC 



TGTTTTGCAA 
AGGTGAACAA 
GGACCAATTT 
TGAAAAACTG 
TGGATTTGTT 
CGTGGGAAAA 
GGGGTTCCCT 
TTCGCGAGCG 
GACGCCACAC 
AGCGTGCGAT 
TGGGCGAAGA 



CTTGGTGCGT 
GATGCGCCGC 
CCTCTCCGCG 
CGACATTACA 
CCTGGCGCAG 
CGATATAAAA 
TGCCCTGCGG 
GGTCGCCTAC 
AGGACCAGCC 
TATCTCCAGG 
CTTTAAGGAC 



GACGCGATAT 
GCGCTCTCCT 
GCCAAGGGGG 
TCTCTCCTTC 
GGCCGTGCTC 
GTAAAGTTCT 
AAATTCGAAC 
TTTGAAACGC 
TTGCGCCTGC 
AACAACATCC 
CAGCTGGC 



CTCAGGCTTT 
TACTCCAAAA 
ACGACTTCTG 
TTTACTTTGA 
GGCACGAGGT 
TTAGCGAGAA 
TCGTACTGCG 
TGATACACCA 
CCGACCTGTA 
TGGAAGATGC 



GCGTGCTGAG 
GCTGTATATT 
GGTCATTGCG 
TGAGTTCTAC 
CCCCAGCGGC 
GTCATCGAAG 
CGCTCCGTTT 
CGACCGACGG 
CTTCCCGTCG 
ATACSAGGCG 



60 
120 
160 
240 
300 
360 
420 
480 
540 
600 



55 



132 



EP 0 866 129 A2 



1030RP 



10 



GATCTGCTTG 
CTCTGCGCCG 
GACAAAGGAG 
AATCTTCTGG 
CTCGAATATC 
GAGCAGCAGC 
TAGGTCCGCT 
GATGTTTTCT 
AAGCACCAAC 
AAGGTGCCAG 
CGTTTgAAAA 
GATGTTgcGC 



TTGCGCAACG 
TCGTTGACCG 
CGACCTTCCG 
TACATCTTCT 
AAGACGCCCA 
TCGGGCGCTA 
TTTGAGAGGC 
GGCTTGAGGT 
TCGGCAATGT 
AAAAGCTcAC 
GAAAATTTCA 
TCACCAATAg 



CTTCCCAATC 
CACCGAGGCG 
GCGATAGCAC 
GGTTGTCCTC 
GCGACCAGAA 
GATACTCGGT 
CGAAGTCACA 
CGCGGTACAC 
AGAACTTTGC 
CAcCGNTCAG 
ACCAaCAATG 
TATGtGCA 



GATgTCGCTG 
GTGCTTGGGA 
GTCCCTGGGG 
TGCAAAAAAA 
GTCAACCATT 
GGTACCGCAG 
TAGTGCGATA 
GATATCATTA 
CCGCTcCTcC 
GAAGTcAGTC 
AAGGGACaCg 



AGAAAGGGGT 
TTGCGGTTCA 
AATTTGACCT 
GGCGACCAGC 
TTCGTGTAGC 
AACGTATTGG 
TTGCCGtTGG 
TCGtGAAGGT 
GCGAACCGAC 
A CCAAG TATA 
ACTTTgAgCA 



GGGCGCGGAC 
AAAGGCCCTT 
TGCCAAACGC 
CACAGCACAT 
CGGTCTCATC 
TGCGATCCTT 
CGTCTAAAAG 
ATTCCAACGC 
CTTCTTTCTG 
AGTCTGtGGG 
gTaCgAACgA 



€0 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



is 



20 



25 



1030UP 

GATCGATTCC 
TGCCGAACTA 
ACGCTGGCTA 
GCTCGAGTGG 
CACTAAAGAC 
CTTTAAAACG 
TAGGATCGAA 
ATCCAATGAA 
ACTGTGGtTG 
CgTGTATATA 
TTCATTCACT 
GGAGtCTTTG 
gTTCGTGGaA 



CTGAGCATGT 
AAGAACCTTA 
TTCACTACTC 
TAT CCTT TAC 
GCATTTTATC 
AAATGTG GGT 
TCGTTCGTTT 
TTGCATACAC 
ACTGCCTCGA 
CAGAACTTGC 
GcAGAGGaAG 
AAGGACCGCG 
cATGCAgACC 



TTTTCCCTAT 
TGTCTTTGAA 
TCTACAAGAA 
GGCCAGAGTT 
TGAATATCGG 
TTGCGGGCAT 
TGGGCGAGAC 
AAAAACGCAC 
TGAAgGCTCG 
GTcGc CTACA 
cCATGATaCC 
TTGcAgcGCC 
TTTCGCGACA 



GCTGCAGGTT 
ACTCTGGAAC 
ACAGCAAGTT 
TGTAGAATCA 
ACGAAGCATC 
ACAAAACGTC 
CTTAAAATAT 
TAACCAAATA 
CTACGAAAAG 
gGAGCTTgaC 
AGCTTCAGAt 
AtaCTaGAGG 
A 



TTACATGGTG 
ACTTACGGCG 
ACCGTAAATG 
ACCTATTCCC 
CTCCAGGCTC 
ATAACGGGAG 
CTCTATCTCC 
TTTAGCACTG 
AACAAGTaCT 
CAGCTGAAAA 
TTCAAAACAG 
CCTACACGTa 



ACATTGCGGA 
GAATTCCTGA 
ATACCGTGCA 
TTTACAGGGC 
TATCAACGCG 
AGCCACATGA 
TCTTTGACGT 
AGGCGCATcC 
GTGAAAACGA 
GcCg t GCCAA 
AAGACTcCgA 
GAtaCgACaC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



30 



103 1RP 



35 



40 



GATCTTAGTA 
ACATTTACAC 
TATAGACGAC 
ATACCTTCTC 
GCATTTTATA 
GGGGCACGGC 
TACTATAATT 
GAACCGCGAC 
TATTACAACA 
GAAGTGCCCC 
GCTGARGAGC 



ATGATCACGT 
GGGAAAAGCG 
AATGTCGATG 
TGCCACCCAC 
ACTGCAGGTT 
GCGTCATGAG 
CGAAGGGGGA 
TCGAAGAATG 
GGGAAACTGG 
GGGAAGARGA 
CCGGGGTCCG 



GATTGGATTA 
GTGAACTCCC 
ACGTGAGCAC 
ACATTAACCA 
AGTTGAGCCA 
TGATTGGAAG 
AACGTCATGG 
TGGCTGGAAA 
CGAAAGCAGG 
CGAACGCGCG 
GATCGAACTG 



CCGCTTGTGC 
GCCGAAACCC 
AGT T TAA CTC 
TTTATTTGTG 
TCTCGCCAAC 
GAGGCACAGG 
AATAAGCCCA 
GTGGCAACGA 
TGGGAGAAGC 
CCGGAGGARG 
CTGCTCAACT 



GTTTTGCTCT 
AAATACTCGT 
TAGTGTACAA 
GTCACGTGAA 
GATGTCCTGC 
ACTCCACGGG 
ACGACACGCC 
CGGAGGACGG 
CGGAGTTGGA 
AGAAGAACGA 
CAAACC 



CCGCAAAGCG 
ACACTATGAC 
TCACGTGCAC 
ATGAATCGAT 
GACAGCATTC 
GCGTGTTTAC 
AGTTGAGCTG 
TAACGTGTAC 
GCCAGCCGAG 
GCCGTCCGCT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



1031UP 



45 



SO 



GATCANCGAN 
GYYYTGTGTC 
TGCGCGTCCG 
YAGAGCGGTG 
GCGCGGCATA 
GGCTGCSCCG 
ACCCCGGTCT 



CAGCACGGAC 
CACCGTGACG 
ACGGGGAAAG 
CTGGGAGCGC 
CCGAATCAAG 
CCTGCGTGAC 
GGTGAACTTC 



AAATATAACA 
CTGGCGCTGG 
CTGCGATCGT 
GCGGACGCGC 
AAGGCACACG 
GTGCGGCTGC 
GCGTAC 



GCAGCACGGG 
GCTGGAGTGC 
GGCAGCAGCA 
GCACGCTGCG 
CGCGGGCGCA 
GCCGCGGGCG 



CATTTGTCTA 
AAAAACCGGA 
GAGAATGGGT 
CGCGGCCGCG 
GCTGGCGATG 
CGTCCCGCTG 



GTCGGCTGGT 
GCCACAAGCG 
GCGGGAGTGC 
CTGATGCTGG 
CAGGTGGCGC 
CTGGCKGTAC 



60 
120 
180 
240 
300 
360 



55 



133 



EP 0 866 129 A2 



103 2RP 



15 



1032UP 



25 



30 



1033RP 



45 



55 



60 



ftATCTTTAAC CTCTGGACTT CAATCTTCTG GGTaaaAGCA CAAGTTTAGA GATGTATGAT 

C^AAGCACCA AACTACAGTC TCGAGACAGC AAAATAATCC TACTTATATA AACTGAACGT 120 

SSSSSt TAAAAAATIT ACTAACTTC6 ATTAATGCGG CGCCGGTGAG CGCCTCTGTT 180 

ATTAGCTGAG TCATGCTGAG GGTTTGGCTA GGAAGCATCC GCTCTTACTA CGTATTTACC 240 

AAGGCACAGG AAAATGTCGT GGTATTCTTG ATTTCGGCGG CGTTTTGTAC ATTACTCCAT 300 

a^?SSggt cagcaatccc gttcaatgga catttcctca ATCGTGAGTC TTCCACTGGA 360 

£?SJaaatcc CGCAGGGATT TTCGGCTCCT GGCTCAACCA GGTCGCCCGG ACACCTACAG 420 

CCGAAAAAAT TGCTGCTTGG ACTAGGTCCG CTGACGTGGA CATGCGAGAT GACTTTAAAG 480 

5§ATACATTA AAACCAGGGC TGTATGAACT CAGCAAAGGT CTCTTTTATA CAGTGTGCAT 540 

10 ATAATATTTC GGGCGCTTGC AATTACCTCA TGCCAGGTaC TCGTAAGATT CGCCGTCCGC 600 

GAGCGCTGTA cGtATTCCTT GCTAATTAAG tTGTCgATgG CCTTCTTGAT AGAGAtaCCt 660 

SSStTTGA CCGTtGTgAG AtTCgGCTAT GCATTCGTCA CCAAAGTgGC ATGAGAgACg 720 
ACCCGTTTGc TTTCATAATT CTGaCgATaC AAGCTTCAGA ACaATTGCTT TCTTG 



GATCCCGAAA ATAGACTACA TCTGCCgcaa gCAGCGCGCC CTATCTGCAT TTCTCTTCTt 60 

GGTGGTTGTC ATGTGGGTCA TCACGTTCAC CATTAGCATT CTAAGGGTAG TGGAACGGGT 120 

GAGTTCACTT TCACCCAGAT AAAAGTTAAC AGGACAAGTG AAAAAAAACG GGGATAAAGG 180 

20 CATCAGTTAT GTAATAAAGA GCTATACGGC AATAAACATT TAAGTAACTA CCATGGTATC 240 

TCCAGGGTAT TACTAGGTTT CCCTGAAGTT TCGAATGTGC CTTCGTTACC CGGTGTTCAT 300 

GCAGGCTAGC GCGACAAGAA AAATGCGGTC CCACCCATTC CACGATTAGC GGTGGCAAAA 360 

GTCCTAAAAG TTAGGCAAAT AAACACATAA CCATCCCTCA AAAAGCGCTT GAGCAAGGCT 420 

ATCGGGGGTC AGAGCAGGTG TAATATACAT TAGAAGTGAG CGATGAACGA TAAATTGCCG 480 

AGAGCAGATG ACTTGGAAGC CACTTGGAAC TTTGTGGAGC CCGGtATCGG GCAGATCCtG 540 

GGcSgGGATG GGTCGCCCCA TGCAGGGCGA GTGCAGAAAC TGCTGtCAGC TGCgATGTaC 600 

S^SiGTCT ACACGGCTAT CTaCAACTAC TGCGTCAACA AGTCGCGGtC CACCGGGCAT 660 

TTTCAGtCgG ACTCGGCGCA ACGGCAGTCG AACCAGtCAT CGAtCCTGGt CGGAGGGAGA 720 



60 



GATCTTGTCG AACAGGTCGC CCCCGTCCGC CAGcTcCATC GCGATCCATA GGTACTCACG 

TGACACATTG cagtccagca CCCTCACCAC ATGTCGGTGC CCCGCGCACC GCGTCTGCAG 120 

ScScCTCG CGCGTCAGAT CCTCGTCCGT CATCCCTCGC GCTTTGCAGC GCTCGACGTG 180 

CACGAACTTC ACAGCCACTA TCGTCTGCGG GTCTGCGCGC AGCGAGGCGG TTTTGACGAA 240 

35 CGCGAACGTG CCCTGCCCAA TCGTCTCCCC GAGCTCTAGT TCCTTAATCT CCGGCAGGCA 300 

^Sgcctgc GACGACTCCA TAGTAGCCCA AAGTCGTTGG ACGGCCTTCC AGGTGGCCTC 360 

TAAGTGCTGG TGATGGTTGG TTGAAAAGTG ATGCCCCAAC AATAGTGTGA AAAACG GCAA 420 

IgTGGGCCTT ACGGGGGGAA CAAAACAAGT GCTAACTACA CGGAAGCAGG AATTAATTTG 480 

bGAAGTGGGC TTGGAGCACG GTATAGGAGT ACCGGAGGTG GATATGAgTG TCgAACAGGT 540 

GTCTCGTGCg CACGCgTgCg AAGAACAgGT GGCACgGTTT GAACGCAATG TGGAgGCGCG 600 

40 GA 



1033UP 



GATCCGCGTC GTCGAAAACA GGTCCTTGgg gTGCGATACC GCCAGCACCT TGCACGACGT 60 

CCGCACCAGC TGGTCGTCGC TCTCCAGCGC CGTGATGATG TCCTCCACCG AAAACACCTC 120 

CAGCACCGTC TCAAACGGCG CAAGCTTCAC CACTGTGTCC AGCAGCGACA GAAGCCCGCT 180 

ATAGTCCAGC CCACTCATCT CCCCTGCCGT GAGCACCTTT TTCATCGCCG AGAGTAGTGG 240 

CCGTGCGTCT GCGTCGAGAC GCACCATCAC CCCCAGGTCG AGCTGCAGCA TGTCCACCAG 300 

CCCGTTCACC GACCCCACGC CGTGCTCCTC GGGCGCCTCC AGCACATCCG CCAGCTGGCT 360 

CATTCGGtCC TGGATCCTCC ATTCCTCCAT CGCGATATCG ACTCTTCCGA AGTAGCGTTT 420 

50 SgGGTTTOT AAAAGTAAAG GGCACTTTTC CAGCACTTCG CCACTTAATG TCGTGAGGCA 480 

CAGAACCGGG GCCCTATGTT GCCGGAGTCA AGGCTTGCCT CGCTATATTC CGACTTCAgG 540 

AAGCTGCAAG AGCTCAATcC AGATGGGTTC CAGGCTAACG tTCTAACATG GaAAGACCAC 600 

JtGATCAACA CAGTGTGGCG GGACgAGCTT CTGATAGAAg GGGGCGACAA GCTGCTGGAg 660 
CGATTGagCA CCAAGGAGAC GGG 



134 



EP 0 866 129 A2 



1034RP 



GATCATATTG GTCTTGGCGC CAGCATCGCC TCTTCTGGTT CTGAGCCAGT AGTATGATAG 60 

CATGCCGCCG ATGAACCTGG CAATGGAGAA ACTAGGTGAG TTGTACATCC CGACGCCAAG 120 

GGCAACGCCT GAGGGTAACC ACTGCGCCCA TCTGTACTTG TCCTTATCAA TACAATTCTT 180 

TACGAGGGAT ATGACTGCAA AGATGCTTCC TAGGATGATC GAACATTCCA GTGCGTATGG 240 

TGGGAGTGCC ATACCCATGA CCAGACGTGC GCAGTCTATC CATACGAACG CAGTTGGGAT 300 

CCGGAATTGC TGGCTGGGGA TTTCGTAGAC CTTGTTGTAA AAAATGTACA TTACGCTAGA 360 

CAACACGATC GACCAGCTGG CGCCGATAAT CTGCGCGGTA AACTGAGCCC TAGGAGAAGC 420 

ACCGATTAAA TGCCCTGTCT TAAGATCTTG CATTAAATCG CCCGCTTGCT GAGCGCCCGC 480 

CTCAGCTATA CTTCCGGCAA CCAAATTTAT TAATACAGCG GCCTTGTGAT CCCTGGGTAC 540 

ACAAGAGCGA AAATGATTTG AGCCAGCTTT CCGATGCCGC TGAACGGGTT GAGATCGGTT 600 
TCCCCAAGAC CCGGACGCCC AAAATCGATA GAAAGATGCT ATAAGGAGAG CCA 



103 4UP 

15 

GATCACGCAC AGCGGACACC ACCAAAGCAG AACCACGGTA CCATATCTCT CACACACGGC 60 

TCCCACTAGC ACAGCGCCTC CACCTGGCCG CCCTGGGCTC GGCCCCCCGT CGGCATAAGC 120 

ACGTCGGGGG ACCTATTTAG TTCCAAAAAT ATTGTTGTAA CAGTAATAAT ATCCTCATTG 180 

AGGACATTTC AGTTGTTACA CTGAAAAGAA CAGATACTAC ACTTGATCTA AGCCAAAAGG 240 

CAAAGAGATT TGGTTTCTAA AAGAAAGAGA AACATGCCTG TAAGAGGGAG GGCCATCGCA 300 

20 CATTTTTTCT CTCCTTATAT ACCAAGTAAA ATTTAGAAAA AGAAACGACG CGGCTGCTTG 360 

GTCGGCGCCG TCTGCCTGGG ACTCCAGAGG GGCTCACGCA GGAATCCTGC ATCCAGGGCG 420 

ATGCGATCAA GCTCTGAACG CCCATAGCTG CCGCCATACA CGCCGCCATT CGCGAGCTTT 480 

CGTTGAGTTC GTAAGCCATG AAATCACAGT ATACGATTCT CGAGCGCAAG TTAAAGAGAG 540 

CCCACTGGGC ATACTGCTAG GGCTACAACT GCGCACCAGC TGCGAAAGCG GAACTCCAAT 600 

AGTTAAGGGC GGGTGGCAAT AGTATCTGCT GCAAGCAGCT TCTAGAATTT GGTAGATGAG 660 

25 TGCGTTCATG 



103512 



GATCCTTAAA AGCTGGCCTC CGCAGATAGA CCTTCTGCGC AGAGGCTGGA AACCTCAACT 60 

AGCAAGTCGC CACCCGAATC AGATAAGCAC TAGAGTCGTT CCAGTAACAG AGGAAGCGAT 120 

CAAGGAAGAT AGTAGAAGAG GACACTGCTG CCAGGCTTGA TCGGACAGAG GGTTTAGCTT 180 

TCTGTTGAAT TTCAGAGTTT CGGCGCTTTG TTTACTTCGC TTCATTCTTT CGTGTAAAGA 240 

AGCTGTTTGC AGGATGTCAT CATTTGCCAG TCGCCAGGTA GGGTATTGCA GGGCCGACGG 300 

AGTCGGTGAA ACAGAGTCAG GACCGAGAAC GCCGATAGAC AGGCGTTTGG TTTGTAAGCG 360 

GTGAGAGCTG AAGCAGCTCA AGAGGCCCGC CTTGGTCAGG TTGTGCGGTG GCGGTAGAGC 420 

35 ACAGCAGGGC ATCCCTCGTC GGTGGAGCGT NCGGNCAGNA GCCCAGGCGC NTCGAACAGG 480 

GGGTGTTTAT NANGANCNAC CGACCACAAA CACGCTNTNA TTCGNACCGG CGGCCAGTTN 540 

CCTCANCNTG GTTCCCGNGA CTTGTTTTNN GAGCCNATCC TTGGCNCTCC GCCNNAGNAA 600 
AAAA 



40 

103511 



GATCTTTTGT GGAACCAAGA TCACCACACA CGAATATGCG ACGCCAAGCG CCGGAACGAG 60 

CCACACATGG GCCGCGGCGG TAGCGGTGGG CCCAAGCAAG CGTATTTTGA GGACCTGACG 120 

TGCTGTGGGT GAGCAATCCA GGGCATACTA GGCCCAGGTT GTCAGCTGAA AGTGTGT TAC 180 

CCGGTATCGG TATTACCCGG CTCGTATAAA TGTTACCCGG ATATGGTGAA GCCAAAATTT 240 

TCCACGGCGT AAACAACAGG AGAGTGTACG TGCATATGGC GGCAGCAGCT AGTGTAGCCT 300 

AGTGAGAAGA AGGNCTGTGA GCTAAGACTA GCGAGGAGAC GAGGATTGGG CACTGATTGC 360 

GCGATGTCGA TATTCTC T AC GCCGCTGAAG AGCAATGTNG NATATNNGGN CGCGCTNGTO 420 

GGCAACCNGN GGNCCNGNGG AGAGNACCGA GNTTGNTTNA NGGNGNGGCG CNCANAACCA 480 

ANNNNTNCCN CAATCNCTTA CNATCAANNC CAANTTNCCN CNNNCANCCC CNNNGNNKAT 540 
NNNNATTCNN NCNNCNCN 



55 
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1035RP 

GATCTTAAAT TGTTGCATTG TGACCTGAAA 
TTCCATTTCC ACGGGACGTA ACCTAATCCG 
GTTCTCGGAC TCTGGGTCAT TCGCATCCCC 
TTGAAGCTTG AGGTTATCTG CCTCGAATGA 
CGTTTCTATG GACCGCCTGA ACACCGAACG 
CCGCTCCTCT GCAGAAGGCG GGAAATAAGA 
CGTCATTATC CGCGTCCACC ATGTTCGGCT 
GGGAATACCA CCCACTCTCC AATCCTGCCC 



GTTGCCCCGT AGACGCTGCA TATTCAAGGT 
CTGCACTTTC GACAAACGAC TAATGTATCT 
ACTCCACTGT ACTTGTCCTG ACTGTAGTTG 
CTGCAGTAGT AGTGATTTTC GTCTCCCAAT 
TGCCTCCGCC TGGAAGGACT CGAAAAGCCG 
CATAACTTGC TCATCGCGTA GGTAAATCTA 
GGGATAAAAT GGTGTTTCCT CCAGGGGGCG 
CCGTTANTGA ATNGNTTTNT TNATGGGGNN 



103 SUP 

GATCTGGCGT ACGGTACCGA TATATTTCAA 
GTGGTTCCAC GCTATATTGC GTTGCAAATA 
CATTAAAGAG CGCGCTAATG GGGACT ATCT 
AAGCATTCTC AATATATTTT CCGTGGTTTT 
ACAATTTATG TTGCACTGGG TGAGATGCAG 
TTGTCCCGGA TGGGGTGCGC TTCACAACCG 
ATTNGTCGAA GCAAGAATCG CTTCGAGTAG 
CTGAATTGGT TCANATGGGG TCCAACGAAN 
CC 



CTGAGGTATT CGTTAGAACA GCTACCTTCA 
TGTTTGCGTA CCCTTCTGGC TTATCAGTGG 
CTTTTACTGG GCCAGTGGTC TCCAAGAAGG 
TCAGGATGCC ATAATCTGGT ACACTCACAA 
GGGTATTAGT ATTTGGAATC ATGTGGGTGA 
CAGAGGAAAA AATATCCCCA GGGGGATATT 
GGATTGAAGA TTTCTTCTTG ATACTTAAAG 
GANTAGGNTG GATGGNCCCT TNGGGGGGGG 



1036RP 

GATCATATTT CAATGCAAGA GCTCCATTAA 
CATTAATGTC ATGGGAAAAA TGCACCGTTC 
TTTCAAAATC ATGTTTTCTG TTTACTATAA 
TAGTAAAGCC TCTAAAGGCG TAATGCTGCT 
CGGTAACAGG CTGTCGAAGA AGAGCGGTAA 
GTATGCCTTT AACAAGTGCA AAACAAATAC 
TCTTAATAAT ATGATGTGTA GTGGGCCTCC 
CCTTAATTAC CTCAAGCAAA GCAGGGCTTC 
CATGGGCCCC TCCAATNTGA TTGGNCGGAT 
GCCANCGGAA NCCNTCCTAG TGATNTCCCN 
NGGCNNNTTT TCCNNTNGCG GGNNTNTCTG 



TAGGTATTGT CTTGAGACAT GCGCTCAAGT 
CACCTCCTAT CTCCAATGTA TATTTTAGCA 
AGTGCAACCC ATTCAGGTCT GCGGCTTTCT 
CTTGTATACT GCGTAGCTGT GGGTCAAAAT 
ATTGTTTCAG AAATTCGAGA TGCAATATTG 
TTTTTCGGAA TCTTGGTCAT CTTCATGGGG 
GAAAAAGAGG TCACCACTCG TATTCCTAAC 
TTGTAACAAA GTTTCGGGAC CTGGACTCCC 
NTGNNCCCCT TCCNGATANA GGNCTGGATG 
CCCCTTCAGT GNNNCCNCTN GAGGTTTGGA 
GNAACCNCCC CCTNT 



1036UP 

GATCCCCTTT GGTAACGAGA GGTGTCGGCT 
CATTACTCTG GCCCCGTCCC AGAGACCTAC 
AAAGATATGC TATACTGGTT TTGAGCTTGA 
ACGGGGTAGC TTTTACTCAT TTATTGAGGC 
TCAGTGCGAA ATGGACGCAT ACAATCCAAA 
TGTGGACTTC AATGTACGAA ATGTCCGGCA 
AACAGGGGTG GTCCCATCCA CTGATATCTT 
TTGAAACAGN CGGCCCTTAT GGGTGGTCAA 
NAGGCANCAC TTNTTTTANT TATCCGAGTG 
AGGTATTTCC CGGGGNGAAC CANCGGNCNC 
TAAATNGGCC NGT 



TGTATTCACC GCACATCGTG GGCTATTTGT 
AGGTATAAAT TCCCCATCAA GTGCCACCAG 
GCGACTGTTA ACTGCAACCA GCGGGACCGA 
TAAATTGGAA CCAGACATCA CAATTCTGCT 
ACGCCAGAAG TATACTGAAA TAAAATCCTC 
CCTGAGCAAA CTGCTTAAAA TATGGGAACA 
GTAGGGGTCA GAGACCCATC AACCCATGTG 
ATCGNAGGAA AATCTTTTTA GGGTCGNCGN 
CAANATGGAA ATAAKCATCG TNAATTTGGA 
AANNNTTTTN NGGGGTNGAA AGANTCAAAT 



136 



EP0 866 129 A2 



1037RP 



GATCATCATT ATTTCCTGCG TTCGTGCCGA CGATTCGAAG GGCGGGGTCG GTTTCTTGAA 60 

GGATTTCAGG CGTATGAATG TTGCTCTCAC CAGAGCAAAG GCCAGTCTCT GGATCCTGGG 120 

TCACCATAAA TCTTTATACA AGAACAAGCT ATCGATGCAT TTGATTTCAG ATGCGAAAGG 180 

GCGTGACTGC CTCCAAATGG CATGTCCGGG CTTCCTTGAT CCACGGAACA GAGCCGCCCA 240 

GGATGCTCTT CATAGGTTCA AAAATCACCA TAATTATATC GAGAACGCAG ATGATTATGG 300 

GCCTGAACCG GTGATGACTA AATCAAGAGG ACGCAATAGA TCATCCAGAA AACGCAAACA 360 

TATGGAAGAT AATCCAGATG ATAACTACGA TCCCGTTGCT GAATTCAAGA AGGAAAATCA 420 

AAGAGAAAGC AACACAGGCA CCGGTGGTTA CCGTGCGGAT ACATCTAACC ACAGATTGGC 480 

ACCTGCTAGG AACGATAGCA AGAAGGCCAA GACGTGCTCC AATGCCGCCG GTATTTCCGA 540 

GGCTACTTCA NARGATGGTG ATCGAAGTCA GAAAGGACAT GGAACTAAGA AGARTCTTCC 600 
ATATTC 



15 



20 



25 



1038RP 



GATCAAAAAA AGAAATTACA ATTGACTGTT GCACCCACAC ATTCAACGGT TGCACCCACA 60 

CATTATGAGA TGCTTGATTT GGCGCGAACT GCGCTTTCCA ACTACAGTCC CGAGACTTTG 120 

GGTGCCAACC GAAGCAGACT TCAACAGTGG TGATAACCAT AGTGTCGAAG TCTAGCGAAT 180 

CTAAGGATAA TACCAAGAGA CAAAGCATAA TCGTATGTGC ACAGGATGGG GCGAAGTGTG 240 

GTCTAGAGCT GTCGGTGCGA GCAGAATACG GTGCGGGCAA TGAGGACGCC GCAGACGCCG 300 

AGCGTGTGGG CAGCTCACGA GGGCCGGAGC GCTTCCAAGC GGTCAGACAG AGTACTAACG 360 

CATTGCAGAC AAGATGGCTC ACGAAAACGT TTGGGGTCTC CCACCCNNAN AAACTACGGT 420 

AAGGGGTCCC CCAGTGCGCG TGTGCGCTTC GNCTCTTGTT GGTCANAAAG TACGGGTTGG 480 

ACATCTTCCC CAATGGTTCA NAGAGAAGGC CACGACATTG GTTCCCAAAT CCCCTAAGAG 540 

GGGGGGGGCC CTTCCCCTCT TNCNAAATCC GGGGGGGGTT TGGTTTCNCG GAGGTTTTNT 600 
TATTTTTCNA NACCCCNTTT TTTANTTTNA NNCNCGGTNC CCAGNNGTTT GGN 



40 1 03 8UP 

GATCGGTTCT CGGGCTTCTT TAGCTGCCCG TTATTCAACG AGTCATCGAC TGAGAAAGAG 60 

ATAAAAGCGG TCGATAGCGA AAATAAGAAA AATCTCCAAA ATGATATGTG GCGCCTTTAC 120 

CAGCTGGGTA AGTCGCTGAC CAACCCCATT CACCCGTACC ACAAATTCTC TACTGGAAAC 180 

TTTGAGACTT TATGGAGCAT TCCGAGATCG AAAGGCGTCA ACGTC CGTGA TGAGCTGCTG 240 

45 AAGTTCTACA AACGGTCATA TTCTGCAAAT CTCATGAAAT TAGTGATCTT GGGCCGCGAA 300 

GATCTAGATA CCTTGGGTCA GTGGGCATAT GAGCTGTTCA AAGACGTCCC TAACCATGGG 360 

ACCAAAGTGG CTGAGTATCA CGGCCAGGGA TTCACGGCCG AGACCTGATG AAGGTAATTA 420 

AAGTGAAGCG GNTAAAATCT TAAGAGTGTG GAATTCATNC GNGGGGCAGA TTTGGTTAGN 480 

ATGGAGGCAG CAGTCGTATG NGGATTTATC GCCAGAGGAA GGTCCTCCCG NTCTGGAGAA 540 

AAAGTGGAAN CGNCNNCCGT NGGNNTCCCC TTNAAAGGAA AATNCCCCNC AANNGGCTTN 600 

So ANNAAGGNT 



55 
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10 



1039RP 

GATCATTTCT 
ACAACATGCC 
CTGGCAATAT 
GGGCAATTTA 
AACCGCACCA 
GGGCTACTGA 
AATTGGTTAG 
TGGATAAAAC 
CAATGTAGTT 
CACCCCGGAG 
GGGTCAAGGA 



CTTCAATCCC 
ACGGTATATA 
CCCTAAACTG 
GTAAATTAAC 
GCGCGCCGCT 
ATACGA CGCC 
CTTGGATTTT 
TGATCTTCAT 
TCTTGTGGCA 
ACAAAAATTC 
CCTGGTTGCC 



ATTGACGTGA 
ATTGTCCTTA 
GTGTAATATG 
CTCGAATTTG 
TTTTATTGCG 
ATGCAGCTCT 
GGNGGGCATA 
CATATAGAGA 
NAGTTNGCTN 
CCCCTTTTCT 
ATTCCANTTT 



ATGATGAACC 
CCTCGTGATA 
GTCTTCAAAA 
TCTAAAGTAT 
CATCGGCGCT 
TCATCGATAT 
TCTCTTATCC 
AATTTGGGCT 
CGCAGGNATT 
NTGGAAATCG 
ACCATTTTTN 



GCATTATCTT 
TGCAGAACCA 
GTTTTGTGCT 
CGCCACCGGC 
GTGAATTAGC 
TCACAACCTC 
CTAAAAAGTG 
CGCCCCAACG 
ACTCGCANCC 
TNGTAGNNCC 

ccc 



TTTAACAGCG 
GGTGTTTAGA 
GTCCGAATGA 
ACATCTTTTA 
AAGTTGTAAA 
GTAATCATCC 
GGTTGGATGA 
CAGACACAGN 
GGGGAGGTNT 
TANCAAGGAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



15 



20 



25 



1039UP 

GATCCTTCCA 
AATTTCGCGG 
GAACGACGGA 
GGGGGGGATG 
TAGAGTTGAA 
TCAATGGTGT 
CGCTTTTTTC 
GGGGTTGGAA 
GTTTTCCAAG 
TAANAATTCN 
NNAGGGANCC 



ATAACGGCTA 
TCTCGCAAAG 
GATTAAAAGG 
GATATATTAG 
AAGGTGGTGC 
ATCCAATCCG 
GCGGGAACTC 
GGGATAGGCG 
GCNAACCTGC 
GAGGCGNAGA 
CCCCGGGNCN 



AACATCCATG 
TAAATTGACA 
AAGAGGCAAA 
AAACTAGCTT 
GAGTCAATTA 
AGCTTCTTAA 
TGGTGCTTTT 
AACCCCCCNC 
AACGCCNNTG 
ACCTTTGGCA 
NATTTTTGGA 



TGCTGGTTTT 
GAAAACCCTC 
TAAGCTATAG 
TAGACTTGAA 
TCAACAGTTC 
TCCGCAAGAA 
AGCATCAATG 
CTCGGAGAAG 
GATCTTTTTA 
ATTGGAAAAN 
ATGNC 



AACTATGAGG 
AGATCGGTAA 
ATAAGA TCGA 
GATGTGCTTT 
GTACCGAGGA 
GGATCCGAAA 
ACCAGGACTT 
AAGGGCCACT 
AAGCNTGGGG 
NNNTTTCCCC 



GAGTTGGAGT 
CGAAACAGCT 
TAAATATTGA 
CACGCTATTA 
CTCCAGATGA 
GCGCTGGTGG 
ACCCATTCCC 
TTACGGCAGG 
GGATGNTCAA 
GMAAGAAAGC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



30 



35 



1040RP 

GATCCAGTGT 
CTCTCACAGC 
GTACAAAAAG 
TGCCATAACC 
TAGCGCAGAA 
CTATTGCTTA 
TTATTGGCTA 
TCGNTGGTTT 
GTTCAATTCA 
TTTNNCTTCG 
GTTCNTCGGT 



ACCAGGTAGC 
ATTTGGGATG 
AAATGATTTC 
GACTAGACCA 
GAACATGAAC 
ATAACCTGAA 
ATTATATTAT 
GGGGGCGATA 
GNACTTCATG 
GGGGGTCTCN 
NTTTTCNNCC 



GTCAGGCACT 
AGTATGGGCC 
GCCCAGGATC 
CGAAACCACT 
GTGATAATAA 
GGGAATAGGC 
TNNCANTATA 
CCCNAGAACC 
GCAACNTTTA 
NCNAACCGGA 
TTTGGGTCCA 



TCTAGCGCAA 
ATCTTTAGGG 
GAACTGGGGA 
TTCTGCAGGC 
TTCAGAAACC 
ATTGCCAGTA 
TATATATACC 
AAAGT AGAAG 
CNATNNTTTN 
AACAATNTTN 
AATTGGGCCG 



GGGCCGCCGT 
CACGTGAGTG 
CGTTCTGCGT 
TCTTATTGGA 
TCTTATGCTA 
TTGAAAATCG 
AACAAGGTGA 
TTGACAAGTT 
NTKAGAACCC 
CNGAACTGAG 
GAANCCCT 



AAACCTTGGC 
ATCATGATGG 
GTTAAGCAGA 
CAGGTGATGT 
AAGTGAATTA 
GGCTTTGGGT 
AGAATGGNTG 
GGTGGNAGNG 
CCNATTANTC 
TTNGGGGGAN 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



40 



45 



50 



1040UP 

GATCAGCAAC 
GGCTCTGTTT 
AGTTACATTA 
ATCTGCCAAG 
ACGATAGACA 
ATGGATGTAT 
CTGTGAAGCT 
ACATTATGAG 
AGAG ATTC TT 
NATTNT TTAC 
ATGANGTTTT 



CTTCTCCGCC 
CAAATGGCGA 
TTCTAGAGAT 
ATGCAGAGGT 
AGCGTGCTTT 
ACAACCTCGA 
ACAAGTCCTC 
GTTTTCCNCC 
GGNTGGGGAA 
ANTCGCGCNG 
GTC 



GTCTGTGTCC 
TGCTGACGAG 
GGAGGCAATG 
ATCCGCCAGT 
TACGCCAGAA 
AAATCAAGTT 
GCTAAAGTCC 
AATTTAAGGA 
AATTTTTTAG 
AAATATGCTC 



TCGCTTTACC 
CAAACCACGT 
CGGACAGCTC 
CTGTCCCTAA 
ATCCTGGAAG 
AAATTCCAAA 
CTAAAAGAAA 
GAGGAGGATC 
GTACCNATNC 
ANAGNNNAAG 



GAGGATACGA 
CTTCTGATGC 
TGCGTCAGTA 
CGAAATTCCT 
ATATTGAATC 
AAATGGCGGT 
AAATCTTGCA 
CCAGNGACNA 
AGGTTCCCGG 
TTTGGGCACC 



AAATAGCCGC 
AAGCAGTACT 
TTTGAGGGCA 
ATTCAAGAGG 
TCGGGAGCTT 
TTGGATAGAA 
AGATATGACT 
TTTAGCTCTC 
AATNAATGTN 
CCCCCCNCCT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



55 
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1041RP 



GATCCTCCAC CAGAGCGTCG GCGTCCCATA CCTTCTGTTC ACGCAGTGGC GCGTTCTTGT 60 

AGAAAACGCC CAACAGTTGT TTGTAGGTGA ACTCGTCGCG GAATTTCTGG GCGCGAATTC 120 

5 GCTCCAGCTC CTCTTCGGAA AGCTTTTCAC GGCGCCACCA GCTTCTCATC CGGTTCAACC 180 

AGCGCTTTTC GTCGAGTGCC CGCTGTTCCG CCGCTTCTGC CGCAGCAATA TCTCGGCGCA 240 

GATGCCGTAC GCGCTCCGCC ACTTCATGAC GGATGACGCC CTGCCGCTCT TCTGTGAAGA 300 

ACTCGTAGTC CAACCCAGCT TCGAACAAAC AACTGCTTCA CGTATCGCCG CCATACTTTC 360 

ATCGACGTCT CGAGATAGTC GGCCGGAGGA GGGGCAACAA ACAACGCGAG CCGCCGCGGT 420 

TTGGGGCATG TGTCANGTNG GCTGCGCCTG GGCCTTCACC AACGACGAAT AATGTTGGAT 480 

10 TTNGCCCTNG TCCCNTGGCG GNTNCAATCA GAATGCCGGN TCAACCNAAN CAAAAGGGAC 540 

AATNNGCCGG AACCAAGGCG GTTCCANGCC GAAAGTGTTT ATTNNCCNAC TNTTCCGGTA 600 
NAATTTTTNT TTNTCNCTGG GGNTGTGNNT NACCNCCACC CCNAAATAA 



1041UP 



GATCTGCTTC CTGAAAAATG GCGTCTCTGT CTTACTGGTA CTCTCAAATA GCTACGTCTA 60 

GGTACAGGGC CATTTCCGGA TCCCAGCCAC GGGTCCACTG CAGGAGGTAC AACAGGATAT 120 

CGCACGTCTC GCCCTGCGCA CGTCACTTGG AGCCTCCCGT TCTCGTCCTG ACGTCTCAAT 180 

AAGGTACGCC GTTTCTCTTC GCCGATGGAC TGCGCTAACT GTATGGCCTG GCTACAAGTC 240 

TGTTGGTTTC GAGCAGCCCA CTTCTTTATC CACCCTCAAG GTTTACCGCA ATCCAGCAAT 300 

TTTGGGTCCT GGCACAGCCG GATATCATGT GACTTAATTA CGTCAACGTT CAAGAGTTGG 360 

GGGCGGCGGC AGCAAATTTA ACGGGGGCGN CGGTCGTCCC CCCCGATCGG GGGGGGGGGA 420 

GGGJBVTTANC ANTCCANTGC CGGCCAAATC TTNGTTTACA HAAAGCAAGC ANANTCATAG 480 

TGATTTGGGG GAANANCCCA AGGTTNNGGC CNCCANGGNT CAAANTCNCC CNTTNNTTTT 540 

TGGGTTCCCG NCGGAAAANN CCATTCNCCG AGGGGCCNAG GNCCGGGAAT TTTCCCCNGT 600 
TNNAGGGGAG TCNNTTNGGG GGGGANNCNG CCANAGGAAG GNGGT 



1042RP 

GATCCGTGCT GCGGACAACC GCCAGAGCTC GCCTACAGCC CGTATATATA CGCCGGCTGC 60 

30 CGGCCTGCCG CATGCGATTT GTCCCACCTC GCTCTGCTTC GTCCCGCCTG CCGTTGCTCC 120 

ATGGGACCTT TCATTTAGTG TCTCGCGAAC GTTTCGAATG TACCCTATCG TGGTACCACG 180 

TTGCCTGCCG TGCCGTTACT ACATCTTCTA GCGCGGACTG AGTCACATGT CTCGCCGCGC 240 

ACTCCTTTTC TGTAGATAGT CAGACGACAG AT AG TCGAT A GTTGGAGATT TGGGCAACAA 300 

TAGCGGTGGC CATTACGCCT GCCCATTGTT CCCATGTCAT TGGGAGGCTG GGNCCCACCC 360 

ACGGGAACTC TTNCCCGTTT AANCCTNANA GNCCCNGGGA ATGNAAAACN CTTTCTTTNG 420 

35 NCNGCNGCAA ACGGGCCTNN AGGNGATTTC TTTGNCGATT NGGGANGCAC TGAGAATCCA 480 

AGTNGGAAGG GGGCTNNAAA AATNGCTCCG GGCCANNCCT NCCCAAAGGT TTNAAAANCN 540 

GCNTAAATNA GCCNCAGAAG AACCNCGGGA GGAANCANAC ANAAANTNGG CCCCNCCTGA 600 

AGGAAAGGGG CNGNNNTGGG GNCGAANCCC CNGNAACGNT NTTTCTTAAA GGANAACAAA 660 
NGGTNCAAAA AAAATGGGGG NC 



40 

1042UP 

GATCGCGTCC TCGAGCGACT TGTGAGGGTG AAGCTCGATA CGGTGATGGT GGTGGTGATG 60 

GTGGTGGTGA TGGTGGTGTG CTCTGCCCTG CGGTATGACC TGGGCTGTTG GCGTTGGGCT 120 

4S GTTGCTGCCG ACAGCAGCAC CTGTATCCGC AATGCCCGAT ATGCTAGAAT GGAGCAAATT 180 

AATGGACTGG TCTGCATTCT TGCAGAGCGG AGCCTCGCAC ATGCTGGATA TGCTTACGAG 240 

ATCGCCGGAG GATCTTTATG TCTGTTTCGC TATTCACCAC GTGGTCGTGG CAGTGCTGTT 300 

GTTTCATGAC CAGCCCGTAT CTTCANAGGA GTCGTAGTTC ACGCATTGTT GGGCAAAGCC 360 

AGTCGAAGGA GGCCATCCTC CACGGTCGGG GAGTCCCCGG GGGACGTTTC CACAAGCCAA 420 

GGTACCTAGA AGATGAATCT TTTTTGANTC ANCNGTTGGG CCNCTNGGCA ATTTNAAGTC 480 

_ n GNAANTGNTG AACTTCGGAA AGTTGGAAAT TGGNCCNAGG NCTTCTTCCC CCCNCCNCNT 540 

TNGGNAAGCA AAAANAAANA ATTAATTGGN CCCCCXTCCCG CAAATTTGNG GTCNGAGAAA 600 
TTTCCAAACC TTGGGTTAAT AGTAAGGKCC CCGNTGNCTG GGCCCNCCC 



55 
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10 



104JRP 

GGATCGGCGA 
GATGGATTGT 
CCATCGGCTT 
CGCCCCACAG 
GGAAAGCTTT 
AATGAAGACA 
TCCTGTTCTT 
CCtCCAaATa 
CTTGGANCTC 
NCCNNNNNGG 
CCCCGGGNTN 



TGGCGATAAA 
CCAGAAAAAC 
GCAGTATATT 
GCTGGTCAGC 
CTTGATCCGG 
TTAGCTGGAC 
CTACGCACCC 
TgATAACGGt 
GCCCNNNNGA 
NAACNNCCTN 
TTNNNGGGNC 



AGAATTGCTC 
CGGTTTTAAG 
GCCCAAGGTT 
GCCTGATGCA 
GGAGCCGGTC 
AGG TCTA GGG 
TGTCTTTATG 
GaGAACCACA 
C CCNTA GCCA 
NNTTTNGNNT 
CCNNNNNCCC 



CCTGATTGAT 
ACTCGTTCAT 
TCGCGGATAT 
GAGCGCGAAG 
GGGCTGTCGG 
GCTTCAATAT 
TTTAAGATCT 
AcTaCCAGcA 
GNGNCACTCC 
TGGATNTCCC 
NNNAANGGGN 



TGTTGTTCGA 
CAAACTTGTT 
TTCTTCTGTC 
AGGGTCGGTC 
TTAAAAATGG 
CAAATTCATC 
CAAGCATACC 
CAGtGGCCAG 
AANAGNAACC 
CNANNANTNN 
AAAANNNC 



AGGAGATGCA 
AAACCATTGC 
TAATGATAAT 
TATCATAGGA 
AGGTGCGTCT 
ATCCGTTTCC 
CGCAGGaGta 
AaGAGGGGAA 
CCNAANCCCG 
AAAACCCCCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



15 



20 



1043UP 

GATCAGATTG TCTTGTGATG GAGAAGCTGG CGCATCAGTA GAGTGCAGAG AAGACCCATG 60 

CGGAACAACT GTACCACCCA GGGACTGCCG TCTTCCCGGA ATGTTGGGAA AAACAACAGC 120 

ACGGcCTGAG TCACTTACAG TCGCAGTGGG TTGCGAGCGC GACAGATTAA AAGAAAAGCG 180 

CTCGGGGTTT GTGAACAGNT CAGACCAAAA CCCAGGTCCT GGCTCGCGGA ATTCCTCGCT 240 

TACCTTCACA TNCAACTTAG TGTGTTCGCT GTCCNAAATA TaCTCCAAAA TCTTGATCGG 300 

cGCACCTCTG TGGTTCATgT CCTGCACAAG TTGACCACTG TATTCCaGTT TGaCATCAGA 360 
GGGcGAAATC ATCAgtGTGT GGCgttCACA GAGCAAATaA aCTCCtTtAC TTCCtgcAC 



25 



30 



104412 

GATCTACAGA 
GGCCGAGCGC 
GCTGCTGGAG 
GTACGAGGCC 
GTACGAGGTG 
CGATCCAACA 
ACGGGCGAGA 
AGANTCGGGA 
TGCAGGNCAN 
TAGNNNGNTT 
ANTTNTCATT 



ATGCAGGAGA 
GTGCAGGAGG 
GTTGTGGAGC 
GCGCGCGCGG 
GGGCAGCAGA 
GGCTCGTGAC 
ACGCACGGGT 
CCCNNTTNCT 
GNNAGNNNNC 
TAANNCCNNC 
TTCCCCCCTT 



CGCTGCTTGA 
CGGACCCGGA 
GCCACTACGG 
GCCGGCTGAC 
CCGTGCCGGT 
GGTGGAGCTG 
TGCGCAACCC 
NNTGCTNNNG 
CNNNCNNCGN 
CCCNNNNTNN 
CGNAGGNTTN 



CACAACACAA 
CGGACAGGGG 
GGCGCGGCGG 
GGGCGGCGCG 
GCCGCTTGCT 
AGCGCGGAGG 
GGAGCTTTTG 
NACTMNNGNG 
ACGCCCNCCA 
GNGNGGGNNT 
NT 



ACGGCTGAGA 
GCGGGCGTCG 
TGCGCGCTGG 
GGCGCGGCCC 
GCCGCGCATG 
ACCTTGAGAG 
TGGGTAGNCG 
TGNTNNACGN 
ACCCNNNGAN 
CCCCCTTOIT 



CGGCAGGCGC 
ACTCGGGCGA 
GGACGATACG 
TGCCGTTTCC 
GGCACGGCAG 
CGCGCTCGCG 
TGTTCAACTN 
NGAGCTGAGN 
CCCNNTTTTT 
NTNNNNNNNN 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



35 



104411 

GATCTCCGAC TGCCGCCGTC TGTACCCGTC ATCGCCCTCT GTAGTCGCCG TCATGCTCAT 60 

CCTACCCAGC CGCACCAACC AATGCTCGAT GCAAGCTCAA TGCTCGCAGC CGGCGACTGC 120 

40 TGTATACGTG CTGGCTTAGG GTGGGGACGT CCCTTCACGG CCCGGCCGCC ATTGGAGTCC 180 

AGCAAGCGGG GAATGCTGTT GTGACTGTAA CACCCATACA TTGCAGGCCG TACATTTCAA 240 

CGATGGGACG CGAGTGCGTG GGGAGCTGGA CGGAGACCGA ACGGGGGGAG CCAGGCGGGC 300 

GGGCGGCAAT CCGCAGGCCG ACCCAGCGGC CGACCACGCG GGCGCTAGGC CGAGGGCAGC 360 

AGGCCAGAGC CGCGGGCGCG GTTTTTCATG AAAAATATAG TGGCTACAAG AG GGATA GGT 420 

TGGATATACC AGAACTCACT CGTAAGAGAT AATTAAGCAG ACGAAATGGT TGTTTGGAGG 480 

45 ACGTTGGTAT CGCGAATCAC AATAATTTGA CAAAAGGTTT TTGANTCGGG GAGGTCGNTG 540 

TTGTTGNGGG NGCNAGACCG CCNTATTANA NGAAGNGANG GNAACNCAAG AKNGGGGCAN 600 
GGGGTC 



50 



55 
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1044RP 



GATCGCGTGC CTAGTGCGAC CTCATGCACC GCTTGGAACT GCCGCCCCAC CCATGTCAGC 60 

ATCTTTATCT TGCTCGACCC TGTGACCGAG TAAACAAGCA CCGTCATCCA CGTCTCAGCC 120 

TTCCCACATG GATGTTCAAA CAGCCAGGCA TGGTCAATGC CTCGTTTGTC AACTATCTTG 180 

TCGTAATGTT GTAAGTTGCT CGAATGAAGT AGCAGTAAGC ACTTGGTCGT GCGGACGAAT 240 

ATTGTCCGCA GCCGTTCGGA GTACAGCAGC TCTTCTACAC CATAATTCGG GCCAAGCAAT 300 

TCTGTATATG TCTGAACTAG ACGCAGGCCT CTCTCGTCCA TACTGGAGTA CACCAAGAAG 360 

TCCCTATTAT TTCGGACCAC CACAAGTTGT CGAACGGCAT CAACCACAGG GACACACTGA 420 

GCACCTTGGG ACGGAATGGG ATTTACTAGC TCAGCCCTAA GCATCTTATG ATGAGGGCTG 480 

CCCTTAGCTT GCTGAGTGCT TCGGGCTGCC TGCTTGTGGT TGGTGGGTCC TTTCTTAGAA 540 

CGATTGTTCA AAACCATGAT GATGGGGTTT GGTCCGGCCN GGTGATTTGA AGATTTAAAC 600 
CGGTNCCAAG GAATTGACCN TGGGGG 



15 1044UP 

GATCTCCTTG ACCGCGCGTG GCGCTCTCTT CTTGAAGGTG ACACCGTGCA ACTGCTACTG 60 

TTAGTATCGG TCCGGTCTGC GGCTCCGCTC CACGCAGCAG GGAGCCCTGC TCCGCACTCA 120 

ACATACCCTC TTGTGCAAGT TAATGGTGTA CTCGCGAGTA ACAACGTCCT TCAAACCAGC 180 

CATTTCGGCT GCTTAATTAT CTCTTACGAG TGAGTTCTGG TATATCCAAC CTATCCCTCT 240 

TGTAGCCACT ATATTTTTCA TGAAAAACCG CGCCCGCGGC TCTGGCCTGC TGCCCTCGGC 300 

20 CTAGCGCCCG CGTGGTCGGC CGCTGGGTCG GGCTGCGGAT TGCCGCCGCC CGCCTGGNTC 360 

CCCCCNNCGG CTCCNNCCAG NTCCCCACGA NTCGNGNCCA TNGNNGAAAT GTACGGNTTG 420 

AANGNTTGNT GTNAAAGGCA NAAAAGAATC CCCNNTNGGT GGNTTNNAAN NNNGGCNNNN 480 

NNNNAGGGAN GNCCCACCNN ANNNAGAANT TTAANAAGNG NNNNTNNANA TNNNTNGATN 540 
NANAA 

25 



1045RP 

GTGGATCCGT AATGTGGgTT TGTAGGCCAG AGGGGATTCG ACGGTGGCTG GGGGCCATTC 60 

TGCCCGTTAA TTAGATGCCA CCCAATTGTT TTCACATCCC AGGCGAAGGT TCGCATACCG 120 

CCCACATACT TGGGTAATTG ATAATGCCGC CACATGACGG GATACTAAAC AAAGCAAAGT 180 

GTCACATtCT TATTTTCTGT TGTGGTCAAA AATCGGGGGG TAGGCGATCA ATTTGCATAT 240 

ACAACACGAA AGGGGATCGG AGATTTCTAG GTCACAGGAC AGTTTGGGgt TTtTATTGGG 300 

TGTCTTTGTG AAACCATAGG CACTTGACAT AGGAGCCCTC TTTAGAGTAC AATAAGCAAC 360 

TGGCAGCAGC CCTACAGCTT GGGcTAAACT TCTcCAtTAT GTgAAACGGG AAAGAcGAcA 420 

ATccCTCTgA ACGCTTTCAC GCCACTTTTG GtGGcCCAat tGcATNGNTT CCGNAANTAN 480 

NNTTTTNTNN TNGGGNTTTT TTGGNNNAAA AAAACCNNNA AAAAAGGGGG GGGGGGNTNA 540 

AAACCANGNA TNNTTTTTTT NGGGNNGGGG GGGGCCCCCT TTTNTNAAAN CCNNNCCCCC 600 

CNNNNAAANN GGNNNTTNNN GGNNNAAAAA TTNNNNNTNN NTTTTTNGGN NNCCNNNNTT 660 

NCCCCCCCNA NNGNCCNNNC CCNNNNTTTT TTTTNTNNNA NNAAANCNCC CNNGGGNNGG 720 
CCC 



40 

1045UP 

GATCTAATAA CCACCCGTTG TATATTTGGG CGGTTAACTA TATATGGGAA TCATATAAGT 60 

GCTTAAAAAC ACCTCACCCG CAAGGGGGTC ATCTATAAAC AAGCCATAGT GTGtGTATCT 120 

TTGcCTACAT AGCATCATGA CTATGTTGCG CACGCGTCAT TTGCACTGTT TTAGCATGTA 180 

45 ACTGGCAGAG CCAGCAACGA ACAGAGCTAA TTTTGGAgGC TTACCATACT GtTGTCGCTG 240 

GATGTTGAAG CaCGGCTGTT GTGGATAAGT TTAGAACCCG TCGCCAGCAC ATTCATACCC 300 

TGAAACTACC AGTTCCAGGG GACATGTTCT TCGtGGCTTT GACAGAATTA TTATTGTAGT 360 

CCAGTTAGAT GTaCTACCAt TGTTGcGCTA ACATAATCAC CAtTGtCAtC TcTGGAATCA 420 

CGTgTcGCCA AGCATATTaA TGTTtGtaCT TAAACTCGGt aCTCCCtttA TCGaaAGGcA 480 
TCACGGAATC GcCCttCACT aT 

so 



55 
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1046RP 

GATCGCGCGC GCAAGCCCGT GCgCGAGCTC 
GTCACACGAG TAgGCGTAGG GATAGAGGAT 
GGCGTAGATG TCCAGCTCGG CCTTCGTCTT 
CACGGCCTCG AACGGCTGCT GGCCGCTATA 
GGTCCAGtGG TAGTCGAACG AGTGGTCAAT 
GGGCTGCCGG tTCTTGCGCC ACAGGCGGTC 
GtTGAACACA GGGATCACCA GGAAGTCGAG 
CCGCCCATAC CGCGAGAGCA GACGCTCCAC 
CTCGCGAGCA TGCACGCCGt CCGTAATTAC 



GAgcaggTTC TCGAGGTCGC GGGGCAGCGC 
CTCCTCCGAG TACGAGTGCA GGTCCAGGTA 
GTTCACGTAG TCGTTCCAGC TGCGCGCCTC 
GTCGCCCGAG CAGGGGTAGG CGTGCTGGCC 
GTCGACGCCA TCGCAGCCGG GCATGTACGT 
GTGCGTCCAC GTGTACGCGT AGCCGTCTGG 
CGCGTCCAGG tAGCGCGTCT CCTTGGGCGC 
GACAAAGCAC GCCGTGCtCA CGCCAATCCA 
CACCG 



1046UP 

GATCCGGGAG CTCCATcATT AGAGGGTcTg 
GTAACTTTGC AATTTCAAAT TAATTCTCCT 
CCGaCACAAA CGGCTGAGTC GCTGACACAA 
CGTCGCAGAT GCTATATATA TACAACTTGG 
ACAGACGTTG AGCTTGTGCA CTTCACAATT 
ACGAATAACA ACACATATTG CCATGGCATC 
AATGATAGGT GAGCAGGATC GGAGAAGAGA 
ATTCATCGAC GCGGATATCA TGTGGCAAAA 
CAAAGAGAAC TTCGACAGCT TATATTGACA 
AAGATATAaG AgAGTATGGt G 



gACTTCGGGA AGACACGCAG TGGTATGTCT 
TTCATCGTAG TTCGGGCTGC TGGGCGATCT 
ACAAAAACTC GACTACGGAA AACGACTAAG 
TTCCTAATTA GGGTTAGATC CTTGCGAGAA 
TTAGTCCCGT CTCCGAAGTT TCCAGGCAAC 
GGTAACGTTT AAAGACAATG CGGAAGTGAT 
GCAAGGtATG GCCAGGCCCT GGATAACGGG 
GGACGGtCCG TAACTCATAG TAGACATCgC 
TTCGTCCTCT TGCTCTACAT TGTTGAGGCA 



1047RP 

GATCGAGTAG ATGTTCCGCA GCgCTGGCAT 
GCCAATGCTG GTATCCAGCG TGAACCCGTT 
CGTGGACGCG CCGTACATCG CGTAACACGC 
ATCCTTGATT GTCCCGCTCG AGTCCGGAGT 
CGACACACCG GCGTCCAGGT TCGACGACCC 
CCCACCGGTC TCCGGGAACA CGATCAGGTC 
GTTCCCGCTG GCCTTCATCG CATTGATGAA 
CTGCTGGTCC CCAGTCGCGT TAGACGCGCC 
GCGTCTGATC GTCTGCGAGA TGAACTTGAA 
GAACTCGCCC GTCGCGTTTT TGGCCGAgCT 
CGTAATGATA TCCG t GTCg A tAgCCTCTgc 
CATTTCTGcT TGAGTgCGCT GTGGT 



CTTcagGTCC CGGTACGTCA GGATGAACTC 
GACGCCCTGC CCCGTCGTTA GCATGACGTG 
TGCCACGATC TCCCGGCCCG ACCGCAGCAC 
CAGCTTGAAA ATCGAAACGA TGGTGCCCAC 
GTCAATCGGG TCGCAGCACA CCGCATACGT 
CTCCTGCTCC TCCGACACCA GCACCTTGAC 
GATCTCATCG CCCAGCACAT CCAACTTTTT 
GGAGAGCCCA ATCAGGTTCA CCAGCTCCGC 
CGCAAACGAC AGTGAGTTgA GCAGCAGGTT 
GCgCTGCGAC TcCAGGATGA AACGCgCCAg 
GGAgtCgCGT CTCTGTGGGT TCACGGtAGC 



1047UP 

GATCACTCCC CTCGCTTGAA ACAATGCcgT 
TCAGCAGCGA GACGGCTGTC CAGATCAACT 
CGATCACCTC GGGCAAAAAA GCCTCGAAGG 
TTTCAGGCTC ACAATGTTTG TAGGTAGCTT 
CCACACAAAG TCACTATTGG GCGAGATGGT 
GTTTCGTTTC CTGAACAGCT TAATTGGACT 
GTATCTTGAA AAAATTATAA ATCTCAGTAC 
CTCGCTAGAG GAGCTATATG CGTAGTCGGC 
GGACAATAAT CCGtGATGAC CTTATTATGC 
CCGtGtTTAG ACCTTTGCGC CGcCAAAAGA 
AATCGcCAGG CGCTTGTGGA GCTCCAgAAG 
nTcGGAGTaC AGTTGGCG 



aTAGCGGAAT CTGGCCGAGC ACCAAGAAGA 
TCTGGTTGTA TGGCACTTTG CGCTCGGGCG 
GTTTGAATAG ATCCAACAGA CGCCCACTCA 
GCTGGGCTTG GATTGGCTAC ACAGTTGGAA 
ACTCTAAATG ACTGCAAGGA GAACTGGTCG 
GAGTTGCAGT AGCTGTACTG AAAGGAACAC 
CACGTGACCG GATaCGAGGT GCTATTCCAT 
GTACCCTTGG TGAGTAAGAA TAGCTCTCTT 
TATAAAGCTA TTTTACATAG CAATGGATCT 
CCAAGTACAT CAGCACCGAG AACAGcaGGC 
ACATgCTgGA TGCAAACCGG AAGAACgCCG 



142 



EP 0 866 129 A2 



GATCGTCATA GTCCGCCTCG TCGTATTGGT TCCTTCTGCG CCGGCGCTGC ACCGGCATAC 60 

CCATCGCGTC CACCTGCATC TTGTCATCCG CGTCCATCTC GTCGTCCAGA AACACCTGGC 120 

TATCGTGGAG CATCCTGTCC CGCGCATTGA GCTGCGCGTC GATCCGTCGC CGGTCCGCCA 180 

ACGACAGCTC CTCGTGCTCC GCGTCGTCCA CGCCCTCATT TTCATAGAAG TCCTTGTTGC 240 

GATTGGCGGT ATAGTCCGCG TACATGTCGT CGCCCACCAG GTCGACCTCG TCTATGCGCT 300 

CTTCTGCGTC ATCCAGGTCG TCTTGCAAAC TCGATGCGCT CGTCGCCGTC GGTAATCGGG 360 

GTTCTCGAAG TCGATCTTCG TCCCGGGGAC CCCAGGGGGG ATTATTCCCC CATACGGGAA 420 

GCGGGGCCCG CTCCCAACTT GTGGGAAGAT AGTGGGTGCT CCGAGGTTCT TTTGACCTGC 480 

TGTAATANTC CNCTGTCTTT TTCGGTTCAA CTNTAGCCCT CNGGGCCNGG TTNACCCCCC 540 

ATCCCGTATG GAAGCANCCA ATAACAAATG CCTCCGAAAA NTTTGTTNTT TTCCNATTTT 600 
GGAANAAGNA AGTTCTNANA ANGAATTTTN NANTTNNN 



1048UF 

15 

GATCGCGCTC CTCAGCCATG GCTTCCTCTA ATAGTAACAC ACGCCCTGCT TCGTAGTCGT 60 

CGAGGTGCAC ACCTACCCGC GCAAATAATG CCTCATCTGA CAGCTGCACC TGGTAGAACT 120 

GTGAGCACCG GAAGTGCAGC TTGCTGCAGA AGCTTGTGAG ATATTTGTAG GGGTTGTTCT 180 

GTGTCAGAAA GTTGCTCACC CGTCGATTCT CGTAGGGATC ACGGATACGA CCTTGGCTCT 240 

GCCCGCACAG CGGGTACCCG CATAGCTTGT TTAGATTGCG CTCATCTATC AAGTCTGAAT 300 

20 ATGTCGGCTT GGGGAAAGAA CCTTCCCACG TATTTTAGTG TCTCGGGTGT GCATTCTTGT 360 

CTTGCGAAGA GCAGTTCGGA GCAATTCGAC CGTCAGAAGG TCCCCCTCCT TTAGTGAAAG 420 

NNGCGATGTT GGTGATAGGA ACTTAAAACC CGTTTTGGNT TNTCNCAATA GHAGCCANNA 480 

CCTTANGTAC GGTNTNCCGT TCTTAACCCC GCCGGGTCCC NGGGNGGTTT CAAGTTCTTG 540 

GNGGGANAAG GTNCCGNTOC CCGGGGGTNC GCCTACTTAA GNGANGCCAN AAGGNAAAAG 600 
NCCCCCNGAA AAGTGGNTTT T 

25 



1049RP 

GATCTTTCAG CTTTGGCGTG CTATGGCAGG CAGCCTGCGC CTTTATGGCC TCAATGCCTC 60 

GCTGACGACT CTCATGTGCC TGTGGGCAAT CTGGTCACGT GGGTACTATC CAGCGACGGG 120 

ACTCC CTATG GCTGTTGCAG ACAAAGCGAA ACTCAGCATG CTCTACGTGC CCTACTTCCT 180 

GATTCCTCTG CGCCTCGTCT TTGTGTGAGG TCTGGAGCAA TGCAGAAGTG CAACACTCTA 240 

TATATAATCA CCTGACTATG TACCTATTTC TGGCATAGCA CGTTACGTTT TGTCACGATT 300 

CCAGTCAGTT AGCTGCCTCG AGCAACCGGT GAGCTCCGAA AAGGGAATTC GCTACAAGGT 360 

CTTAGCGCAT AGNCCTGCAA CTGGCTTTGG CTAGGTCAAT TGGTTTTCTT GGAACCANTC 420 

TTGGTATAGA CTCTTGCGTA TTGATCGGGC TGAGGAGTGT TTTNGNGGNA GNCAAACACC 480 

35 



1049UP 

40 GATCGTCTCC TCGGCGACAG CGCCTTCTAG ACCCTCGACG GGCGACACCT TGATGCTGCT 60 

CTCGCTCTCA AACGTACCCA GACCCTTGTA GTAGGTGACG CCGTTTTTCT TGAAGAGCAT 120 

CTCAATACCG CCAGTCAATT GCTTCACAAC GGTGTCCTTG GCCTTTTGGA ACTGGGGCAT 180 

GTTCACAGTG ACCTCGCCCT TGACGTCGAT ACCGCGCTGC TTGGCATCGA GTTGCATCTG 240 

GTGCAGCAGG TGCGAGTTGT TTAGCAGCGC CTTGGATGGG ATACACCCCA CGTTCAAACA 300 

GGTGTCACCT AGACGGGCGG GCTTCTCCAC ACACGCGGGG TCGAAAACCA GTTTGTTGCA 360 

45 GCCTTCGATG GCCGCCACNN TTAACCACCG GGGACCNCCA CCCATCAACC ACAACGTCGG 420 
GGTTTTCTTT TGTTGGGAAT TCAACCAGGC CCNCTTTNNT GGGACGACCN CTTANNC 



50 



55 



143 



EP0 866 129 A2 



1050RP 

NNNTTTNTGG TGGGGCGTGT AGANTAGTGG TCGGGGNGCC GCTCCACATT CTCCATGCTC 60 

ACCACCACGA CAGACTGGAA GTACAGGAAA AGCGACATTG TCGTCGCAGA GATGTGCGAC 120 

5 GCGGCGTTCG AGTTCCCAAA AGCAGACAGC GTTGCGGACG CCAGCAGTCC AAGCCCCGCA 180 

ATTGTCGCCG TCGCCCACTT CACAGGTGTT TGGGCCACGG TGCGGCCGTT CGTGAAGTGC 240 

GTCTGGATGc ACGACACCTG GTCGTTCGAC TGGGTTTCGT GTACCATCAC CTTGAGGTAG 300 

GCGTCATTGT CCGGCACCTG GTACGtCACG CCGGGAATCT TNTTTGtGTT CTCCGcGCTC 360 

ACATACTGcA CGGcCTGGAT CTgaaTGTCA CCGGGtGTCA CAGGAcAAAA CTGcTTCtAG 420 
cCGATCCCAT ACATgTcCTT CGc 

10 



1050UP 

GATCCTTTCG TATGAAGTAT GCAGCTGTCG ATATGCTTAG TTAACTTCTG CCCAGCTATT 60 

TAAGCTGCAA TTGAATCGGC GGTGACTCAG CTTGCAAAGG GTAGCAGAGA GGACGCGATG 120 

GGTTTATTCG GAAAGGATAG AGGTGAACGG ATAGCTGAGT TTCCGTGTTA CCTGCTAGAG 180 

ACCNGAACGC ATCTGGTGCC GNTGNCAGGG GATTCTATAC AACCTTGTGA TCGAGCGGAC 240 

ATATNGCGAG CGGATACTAG GGCAGNTCCC TGGGATAGGT GAGGCTNTAG ACGGGGCGCT 300 

GACGGGCGCT tttGAGGCCg CAGAGGTACC CCCGCGGGTt GCGGAGGTGA TGAAGGCGTT 360 
CCAGGAGCGG TACGACTCCC GGGGACAAAA ACGCAGGCCC 

20 



25 



30 
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1052X2 

GATCTGGGTT GCGCGTGAAG ACCACCAATG 
TTAAAGAAAA GACAGCGTTC AAAATAAAAA 
CAGGCTGTCC AAAGAGCCCT GAGAAAAATA 
TGGATATCAT AATGTTCAGG ATGTTAGTCG 
GAGCTGCGAG GTATATTATT TCAATGACAA 
TGTGGGCAAA TGCAATAAAT ACCGCTTTCA 
ACCAGTAGTG TGTCGCACTG TACATTGTGT 
CATTGCCGCA TAGAATGGCA GCTGGGTTCG 
AGATAGTGCG GCAGGCAGCC CANCCCATAA 
CAGAACGACC NCCGCCGGGG ATCANCGTTC 
GANTGACCCC GGCAGTTNTN CGCAA 



CGATGCACAC GAGTATCATG ATCAGCAAGA 
ATACCCATGC CATAATGGAG CTGACGCTTG 
AGAAGAGGAA CGAATTAACA AGAGTAACAC 
CGCGGTCGAG GTACGGCCTG CATTTAGCCA 
ATAGAGCGAC GGCCTGGGTT TTACCGGAAT 
ACAAAATATG CGCGAGGATC ATGCAGGACC 
AGAAGAAGCC GTATTTGTGT AGCACATTTT 
AGTGCACACC AATGGAAGCC CTTCCACNGT 
TTGACAAGAT AAANGTNGAG CTAAGNCTGC 
AKTGATTCCC CACCAGCAGA GATCGCNATT 



105211 

GATCTCCGCT TCAAACCAGC 
AATATCCTGG GTAAAGCTAG 
CACAACGAAA ACTGGGAAGA 
GTTGTTTCGC CAGAAGATTC 
TCCGGCTACA TCAAGAGGAA 
TCGCAATATG ATAGGTTACA 
ATTTGACGTG CTGGGCGTTA 
ATTTTTTCAT GGGCCCCACT 
ATTGCTGGTT ACAAGCGCTC 
TTATTGATTT GTGTCTNTGG 



TAGGGACGAC CGGAGGTCGT 
CACCGCCGAA CTACTTGCTC 
TGAACTGAAG AAACAACAAA 
GCCCTTTGCA GAGCCAGTGC 
ACTATCCCTC AAGCGTGATA 
GGACTAGATA TGGATGTTAA 
CGGAAACATA TAAAGATTTA 
GGACTCCATT TGGGCAGTTG 
GGTTTCATGT ACCCTATACA 
GCCGGACTTT TANCTTTCTC 



TCCAGAGAAA GTCAACAATC 
TTGGCACCAC CGCAAAGGCA 
CGGTCACCGT TGATGACCAG 
AGGAACCAAA GACCTCAGTG 
AATCCACAAG ATCCAATCGT 
GTATAGAAAA ACTGTATATT 
ATTACTCATG GGCGGATGGT 
GAGGACGAAG TAGGAACCCA 
CAAGTATCCA TTATTNGGGC 
ACTGGGGGAN GTCCT 



1052RP 

GATCGCGGAC GCGTGGGCGC 
CATGCAACGC ATCTTCCGGT 
GACGTCAACG ACCACGTCTG 
CGTGAGCAAG GCGACACAGT 
CCGTAGACTG GCCTACCGTG 
GTTCTTCCTT CTGTTCGGCT 
CTACTCGGAG CTGCTTATCC 
TCCAAGAAAA ACGTGGGTGA 
NGTTCA 



AGAACCTGGC GTGGAGCATG 
GGTACGTCCA GGCGAGCGGC 
TGCTTGCCCA ACGCTCACTG 
CGCTATTTGC CAGCACACAC 
CGAACATAGA GAGCTCATCG 
ATTTGGATTG GCGTGGCGGT 
CGCATGAAGG TCAATGAACC 
TTGNGCTCAA AGGTGTTCTT 



GGGCTGATCC GAGTGGAATT 
GGCGAGCCGT CGCTGCATTT 
GATGCGCTAG TGGGCCGGCC 
ACGATGATCT TCAGAGGGAT 
GTTGTGTGTA CCGGGCTAAC 
TTACATTTGT TCAAGCGGGG 
CAGGTCCGGG TCCCTAGACT 
TTGGGGTANA TCTTCCCCCG 



1052UP 

GATCCAGCTC TTGCGCGGTA 
CGACCGCACC TCCGTCTGCG 
GATCAGCACC CACGGCTCGC 
GACAAACGTT TTCTACTCAC 
CTGCGGGTCC GCCCCCTCCG 
GTGCGCGACC ATGCAGGCCC 
TCATTGGTCC CCACTTGGGA 
GAAAANTAAT ATTCCCNTGG 



TGAACTTTCC CGCCCGCACC 
TCTCGTAGTT CCAAATTTCC 
TCGGGTGAAA GTCAATGCCC 
GTTAGTACTT GCTCCGCGCC 
TGGGTGGCAA AGATGGTCTT 
CATTCGTCCT CGGACACACA 
TTCCTAGTAG CTGTTCAACT 
ATTATTTAAA TAGGGGTCCN 



GGCGCCTCGC ACACCGAAAT 
GCGCGCCCCG AGTACAGCGT 
TTCACCCTGT CTGTCCTCGA 
CTGGATAGCA TGGTCGAGCT 
CAAACACACC GTAATAGGCC 
CATACCTTCG TTTCCAAACT 
CGGCTTTTTG GGTTCTTGTG 
TTTTNTTT 
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lObiRP 

GATCATAGTG ATTGATATCG GGAGAGGGTT 
GGTCCTTCAC TTCATATATT TCTTGTGGGA 
TCCATTTTTC GTGCATTTTG TGGAATGCAG 
GTACTAACGA TCCCTGAACA GGGAGGAGGC 
ATCTCATTTT TACGTCTGAG ATAACTAGTA 
CGTAGTAATC GTATAGGAGC AAAGCTTCAT 
ACTGCAGCCC TTGGTATTTA GCCAGCATTC 
TCTTCCACGC GTCCTTATAC GGATCAATTA 
GATATAACTC TGGATTGCCC TGTATGACTT 
CGTCGCGGCA CTTGGAGACT AACTTTGGCG 
TGAgGtAGGt ATCTTCAGGT aGAATGAAGT 
gtcCCAAAGA GT 



TCgTaTGTGA CAGCCTGTAT TCACGTATCT 
GCTGTGAATA TATCTCCATG CGTTCTCTGT 
CCCACTTCTC GTACGTTGAA GTAGGCTTGG 
ATGTTGCGAG GGAGAATATT AAGGAATCAT 
CTAACTGCAA TGCGGCGTCC AAATACCCGT 
CTCTTATACG ATGTGGAGTT GATTCAGTCC 
CATCATATTT GGACTGATAA TATTCGAAGT 
CTGATTTTAC AACATCGAGT AATATGGAAA 
CCAGCACGCC ATGGAACATA TcCCGAATGC 
TGTATATCTG CTCTTCGACT GtCCCATGGt 
CAATGAGCGA TAAACTGaCT TGCTTGAATC 



1053UP 

GATCTCGGCT CGcTGCTCGC GCTCGAGCCC 
GCCCTAATCG GCGGTGCAGA TAAATTGCAC 
GTCGCCGCCA GGACTTTCGG CTTGAACCTC 
ATAATGGCAA AGGTCAGCGG CCCAAATTAA 
AGCTATACAG CTTGCCCGCG TCCTCAGCTT 
GTCCTACTGG AAACT AC CAT TGGCGACCTT 
GCCGAGAGCT ACAACTTCCT CAAACTCTGC 
TACCGACCTC CATCCTgAaG GCTCAGCACG 
TCCGCACGGA TTTGCCTGTA CACAATACCT 
TCACCCCGAA GCTCATTGAA GCCTcCGTTG 
TCgCCTTTG 



TACTGGGCAG AGCGCTACCC AATAAACAAC 
AAGCTCTACT CAACCGATTT TGCGCCCATC 
GTCGACAAGC TTGGACCGCT GAAAGACCTC 
TAGTCACGTG TACATAAAGG TTTTCCTAAT 
GCAGCGCGCA ACCGGCGTGC AGCCATGAGC 
GTAGTAGACC TGGACTACAA GACATGCAGC 
AAAACTCGCT TCTACGACTG TCAGTGCATC 
CCCTcGGCGA TCCACAGGTG GgCTTTGCAT 
CGATCGAAgG CCTGCGCGAc ACACGGGCGG 
CCGCTcAACC CGCAGAGCGC TTcGGACAGG 



1054RP 

GATCCGTCGC CGGTCCGccA ACGACAGCTC 
TTCATAGAAG TCCTTGTTGC GATTGGCGGT 
GTCGACCTCG TCTATGCGCT CTTCTGCGTC 
GTCGCCGTCG TTATCGGGGT TCTCGAAGTC 
ATTCCCCATA CGCGAGCCGC GCCCGCTCCC 
GCTCTGTGAC CTGCTGTCAC TACTCCGCTG 
GCGCCCGTGT GAACCCTCCA TTCCGTTATG 
TTCCTGAGAT CTTGAATACT ATCTCCCAGA 
CGAAATATCG TGAtTTTACG TGAcTTTCAA 
AGATTTTCAG TcaTATTGAA AAATTATTTC 



CTCGTGCTCC GCGTCGTCCA CGCCCTCATT 
ATAGTCCGCG TACATGTCGT CGCCCACCAG 
ATCCAGGTCG TCTGCAAACT CGATGCGCTC 
GATCTCGTCC GGCGACCCCA GCGGCGAATT 
AACTTGTGGC GACGATGGTG GGTGCTCGTA 
CTCTGTATCG TTTTCATCTC TAGCCCTTCT 
CGAAGCCATA CCCAAATTAC CAAATTGCCC 
TGTTTGACAG ACGCGCAGCT TCTcACGATA 
TACCTCATTT gGATTGGATT GGtGAAGCAT 
CAAACAGGGC AATTGGATGA GCTG 



1054UP 

GATCGTCGCG TTgcgCagGG CTGCCCAACG 
AGAGGTGATA TGGGCCACCC ACGAGGCCAA 
TCCCCCAGAT GGGGCCAAAA GCGACTGGAA 
GGCCGCGTTT CGGAACCAGC TTGCAAATCG 
TAGTGCCCAA ATCAGCAAGG TACACCTCCC 
TACCCGTCGC GCCAAACGCT tCGAGTGTTT 
CGTTCCAGGC AGAGATCTCG GtTCCCTACT 
CTACTATCGC TGAATGTATA TAGtTTATAG 
GGCGGCCGCT CGGTCTcAAC TATGCGCACC 
GTTCG 



AAGCCTTGAC ATGTCAAACC GCTTGAAAGA 
GTGGGAGCAA CTGCTCGCTA CTGGGACCCT 
GCCTGGCCGA GCATGGCTGG AACCATATGA 
CAAGCGCACG AGCCAGAAGC TCAAGCGCTA 
GTATTACATT AAGTGCAGTG CTGCTATGCA 
CCAGAAAGAG CTCCACACCG TTAATCCATT 
CTCCAAGTGG CGAATGGTGA ACGGaAAAAA 
TCCTATTCCT TCATcAGGtC TCCCAGCAGA 
TCGCTCAGCC ATTCGCTGAg GTCCTTCTGA 
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lObbRP 

GATCCGTCGC CGGTCCGcCA AcGACAGCTC CTCGTGCTCC GCGTcgTCCA CGCCCTCATT 60 

TTCATAGAAG TCCTTGTTGC GATTGGCGGT ATAGTCCGCG TACATGTCGT CGCCCACCAG 120 

5 GTCGACCTCG TCTATGCGCT CTTCTGCGTC ATCCAGGTCG TCTGCAAACT CGATGCGCTC 180 

GTCGCCGTCG TTATCGGGGT TCTCGAAGTC GATCTCGTCC GGCGACCCCA GCGGCGAATT 240 

ATTCCCCATA CGCGAGCCGC GCCCGCTCCC AACTTGTGGC GACGATGGTG GGTGCTCGTA 300 

GCTCTGTGAC CTGCTGTCAC TACTCCGCTG CTCTGTATCG tTTTCATCTC TAGCCCTTCT 360 

GCGCCCGTGT GAACCCTCCA TTCCGTTATG CGAAGCCATA CCCAAATTAC CAAATTGCCC 420 

TTCCTGAgAT CTTGAATACT ATCTCCCAGA TGTTTGACAG ACGCGCAGCT TCTcACGATA 480 

w CGAAATATCG tGAtTTTACG TGACTTTcAA tACCTcAtTT TGGAtTGGAT TG 

1055UP 

GATCGTCGCG TTgcGCAGGG CTGCCCAACG AAGCCTtGAC ATGTCAAACC GCTTGAAAGA 60 

AGAGGTGATA TGGGCCACCC ACGAGGCCAA GTGGGAGCAA CTGCTCGCTA CTGGGACCCT 120 

TCCCCCAGAT GGGGCCAAAA GCGACTGGAA GCCTGGCCGA GCATGGCTGG AACCATATGA 180 

GGCCGCGTTT CGGAACCAGC TTGCAAATCG CAAGCGCACG AGCCAGAAGC TCAAGCGCTA 240 

TAGTGCCCAA ATCAGCAAGG TACACCTCCC GTATTACATT AAGTGCAGTG CTGCTATGCA 3 00 

TACCCGTCGC GCCAAACGCT TCGAGTGTTT CCAGAAAGAG CTCCACACCG TTAATCCATT 3 60 

CGTTCCAGGC AGAGATCTCG GTTCCCTACT CTCCAAGTGG CGAATGGTGA ACGGTAAAAA 420 

20 CTACTATCGC TGAATGTATA TAGGTTATAG tCCTATTCCT TCATCAGGTC TcCCAGCAGA 480 

GGCGGCCGCT CGTTCTCAAC TATGCGCACC TcGCTCAGCC ATTCGCTGAG GtCCTTCTGT 540 
AGTTCGTCAC CCG 



25 



1056RP 



GATCATCAgC GCGAGCTTCC aATTTGTGGG CTTTCTGTtG ACATACATCC TCCaCACCTC 60 

GCATGCGGCG CGCCAGgGCT CGCGCTTTGG CCTCGGCCTG ACCTTCACGG GATACGGGTa 120 

CAGCATGATT CCTAgCGACg TgACGAgCAA GGTCGGcAAg G ACCGCGAC a TCgCgCGCGT 180 

gGAGCTGGAc GACCCCAaCG AATTCGAAgA TTCGCACCTG TACTCgCCGC TGGCGCAgCC 240 

30 GGCGCAGGAC CGCTTCGAAT CacagCTCTC gCACGGGCTG ATGGAAAAAC GGCGCAGaAT 300 

TCCGGCGCTC GCGATCGTgC tagAgATTTT GGGGCTTgCa ATTATGTGCa aAAGCgTGTA 360 

cgACTACATt GTGGTCaAGC GCATgGAGCg CCGCATCtTT ACTGcGAgCG ACAGCgAgAg 420 

CCcCGCATAG ATGTTcATAT aACTTATATa TCCCTCATTG ATCTTCGcTT GGGCCCCgTC 480 

TAGGGAGCAG AcCAGcAGTT TCTTCGTtCG CCCTNAaGTC GATgcCgCCA GAGAGACCAG 540 
ACGCCCCAGc GCGGTa 

35 

1056UP 

GATCCAACCC AGGACTTCTC GAAAGATAGA ACTCCGAACA CAGCCACCGG CACGAACTTC 60 

TCATCAGCTA GCAGCAATAC TAAGCAGACC TTCAGCGAAA ATGAAGAAGA ATCTGATGCT 120 

GAGTTCGAAG ATGTATAGTT GTACCCGTAT ATTGCATTTT TTTTTTTTTT TTTTTTTTTT 180 

TTTTTTTGGA gATGTCAAAA GCTCATCTCA ACTCCATGAC CAGCCAGTAG TGACTAAAGC 240 

AGTGTGTCTA GTTCTTCTAA GTGATTTTAA GGACTATGAG CTTTAATGAg AAGGTGAAGT 3 00 

GGGTACTAGG CACTGCTGTT GCGACTCTAG TTACGATAAA GTCTGTCGAA GCCGTATATC 360 

GCCTCTATGC AGCTAAGCAG AACACTAGCA GGAGCATTTC TGGGGAgGAg AAgGACGTaA 420 

GACTGGCCAA ACGGATTCGT GAGTCTAGGG CGTaCGATGA gGAATTATaT CgGGAGCAGT 480 

TAgCTCGGAa CTACgCaTTT TGGGCgAAgA CGGTaTgGCa CGACTACaGG AACAGTACTC 540 
ATATgGTGGG 
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1057RP 



10 



is 1057UP 



2S 



40 



GCGCTGCG 
105812 



60 
120 
180 
240 



rvrc&GGGCC AAATCACTGC TAAGTACAAA CACAAAGGGC CAAGTATTAA GGTGAGAGAG 

m-Sacaggt gcattcataa taccgcaggt atatatcaag gcgcacagtg aacacattct 

R^ARACGATA GATATCTCTG AGACGAAGTA GGTTGAGATA TTTACGCACA AGCCTCATTT 

S^Saaa tggtcattac taacgttttt gggtttagca gcagcaggcg gagcaacaac 

GAGGGGCAGG AGCACGGTGG TGGTGGACAG GGTCCAGGAG TCGAGGATGG CGGGGAGCCA 300 

^GCCAGGG CGAACACGCG CAATGTGACT GTGGCAATCC AGTACTCGTG GCTCCACGAC 360 

£S^£VItG TCGGGGGAGA GGGCGAGGAA CGGGACAGGG CCCGGGGGAG AACGGAGATA 420 

£T2£55££TS GACGTGCCGG ACTCGACGTC GAACGATCGG TTTCAGGAAG 480 

^T^SI^m S^GCGCAG TTTGCATTGA GCCGCGTGGC GCGGCGGATC AGCCTCCTGC 540 

gSgSS? S£gSSc"c SSaIcT CCCTCTCAGG AAGCTCAGCG AGCTGGACAG 600 
SSStcc agtatatgct ACGACGACTT TGAAGACGAC acgtcgatcg GGT 



fiATCTAGGGG TTCTTCTTGC CGCGCTACGG GCGCCCCTCG CAGCCTCGCG CTGGCTCCCG 60 

£g^gaggg gatcggcaag gctcctcgca gccgcacact gcgtctatgc ctggaccgtc 120 

r^rriHrra GACAGCCGAG GAGCAGCCCC GCGATGTCTG TCTCCCCGGC GGCGCTTACT 180 

PTGGGGCTGG TCTTCAATTT TCCTAAAACT GGTGAAATTG TACGGGCTCG CTGGAGCCCG 240 

StStcga TTGTACACGG GAATAGCGGA tcaattggat GGGGACGCCA GTGTTACCCC 300 

^llrcGTG CGCAGCGGCT GGCGGGCCGA GGGCTGAGGT GCCGCTGCCG CGCAAGGCGC 3 60 

SSJcSS GACTGCAGAG CTGCAGGAGC TGTTGAAGGC GCAGGACAAG TTGCAGCTGT 420 

»AA^Argg GTTGTGCGAG AGCGAGGAGA CGCAGAAGCG GGTGGAGCAG CAACGAAAAC 480 

AgSSSS SSSgSSS ACGTTTGCGG GGCTGGAAGG GGAACGACAG C^CGTGCAGG 540 

AfiPGGCTGGA CGGGTATCAG AGGCTAATGT TCCGGTACCA TGAAGCGTGG CAGGCGGTAR 600 

MGGGCOTGC CGGGCCCGTT ACAACGACGG GTTCTGCCGG CGCGGCTGCA CAAGAAATGC 660 



60 
120 
180 
240 



30 aaRTTTGCAT GCCTGCAGGT CGACTCTAGA GGATCTTGCA AAGTATGGCT TGGTAGTGTG 

rTCATGGTTA TCTGCAGTTT CAATTGCTTT GTTAGTTAGT GTATCACATT CTTCTGGCTT 
SSKSi GAGTGCTGGG CCTCATGGAT GGGGATCTCC GGTGTATACA CGTATATTTA 
2£^S££rjr rrAAGTGGCG GAGTACAATT TTCCTCTAGC TGG AC CT ATT TCGGTTGTAT 
SSgSSS AA^AAaScS SSSaAG TACAGCTTTC GJATGACTCT GCCACAGGAT 300 

ga5agca5ac actctgcaaa gtaccggatt t^taaat ottcaggaat aaaatcaaag 360 

« o^»n»»T<r ATAATTAT AAAATGCTCT CGTAGCTATG TCTTTCGGGT CTTTTllllA 

AATATCGAGT CTTCTCCTTC TTAGGTGTTT AGATGACAAG CTTACATGCC 480 

SSSS a^aIt^g t^aat5cct CGGATCCTCN CCANGTAGNA aggnantacg 
EgS t^toaccnc nacccaccgg cttoccancc nanttncttn ggnngnagng 
ggnnggngnt tgnaccnann tttgnnccnt ngcc 



540 
600 



60 



105811 

rVTCTTCACA TTCGCATGCA GGTTCTTCTT GTTTTTAGTA GCACCCTCCG GCGCCTTGTT 

GGCCTTCAAC ttgagttcat CCGCACTTGG CTTGATAAGA CCAGCTTTCA AGTACACCAT 120 

^ATGTCGTCG tcatcaccgt GCTTAAAGCA ACAGCGCTTG CCATAGCGGC AGTAGCCTGT 180 

45 SSSSSa t5Sa?acatg GCTTCGTGCG GAATTTGTCC GACCGCTCCT tgaactttaa 240 

r?rrTGGAGA CCATGGGCAA ATTGGCACTT GTTATCGTAC TTGCAGGCCC CCGTAGTCGC 300 

SSSStoS C^Iac?CTG T^TTGTAAAG CATCTTGTTG ACCTTCTCCT GCGATGGCTG 360 

T^GCTGCTGC TCTGGGGTGG CGGGGGCGGG GACTGAACCC GGCAAAAGTT CGGCTCCGGC 420 

irrSrGCCTG CTCGCCCTGG GCGCTCGGGT CCTCCCGACG GATGCTGCAG GAGCGCAGGT 480 

S^GCGT CAGGGTAGTA TCCCATTCGT AGGCCGNTAA TGAGAGTTTA TCGCCACCTC 540 

JaIgg?aSg? TOCCCOTTOC G^GGGCCAA GGGNAATCAN TNGCCGCCCA AACCGTNAAC 600 
CNCCCCCNCC CNGC 
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1058RP 

GATCATTCTT GAGAATGCTC ATAGTTATGG TTTAACGGTT CTTCAAACGG AAGAGTATCT 60 

TCAATTACAG AGTAGTTTGG AGAGAGAACA GGTAACGTCC TACAACATTG CCGAGAAAGC 120 

5 AACTACAATT GGCTACGTTG CACTTCCAAG AACCGAGTAC GATGAACTTG TAGCTTCGCA 180 

AGCTTCTACG AAAGAACAGA ATTTTGAGGT ATACGCGGCG GAAAATGGCA AGGTCATAGT 240 

GGATAAATCT GAGTATCACG ATTTGAAGAT CAAAGCTATC CCAGTGATTT CACCATTGCC 300 

TCAAATGAGC AAAGAGCAGA TGGTTGAAAA GGCCAAGGAA CTTGGAATGG TAGCTTTGCT 360 

CCATTGACGA GTATGAGAAG TTAAAGAGCC CTATTTCCCG ATAACGCTTT GGATTGCAAC 420 
AGCGAAGGAC CGCGGAAAGG TTGGTCTCCT AAAGGAGGAG TACAACCCCT TATTG 

10 



1058OP 

GATCTGGCGG CCCGACAGCC TGCCCAGGTG CGCCTGCATC CGCCGCTCCT GGTCGCGCTC 60 

GTCGAGCCCC AGCTCCTGCC GGAAGCTAGC CCTCCAGCTC ATGTACGACT CATGCGTTAC 120 

CTTCGTTCCG CGGAATTTCT TCTGCTCTTC GAGCTCGCGT TCGCGTAGCT GCCGCTCGTG 180 

CTCCTTCTCT CGGCGCTCAA GCTCCTTCTG AAACCACGAC TCCGCGTCCT CCTTTATTGA 240 

CGAGATCAGC GCAAAACACA TCTGTATTCC CAGCAGGATG TCCTCCTCCA CCTGTCGCAT 3 00 

GGACTGGCTT GGAAAGACCG TCCACCTCGC CGGTCAAAAT GAAATGCTTG TCCGGAATAT 360 

TCTCCAGTTT CGCAACACAA GGGTTCCCCC GTGCTCGTCC GGACTTCCTN GTTCCTCAAT 420 
CCCNCCTCAA CCTGCTCGGN TTTCGGCGGG GAAGGTNCCA NCGGGCTTAA TGTCAC 



1059RP 

GATCTGTTAC GCTGCAGCGC GAAACCTCCA ATGCTCTGGG CCAAGGTTGG CGGCTGGGAT 60 

25 TCTTGGGCTC ACTGCATGCT TCGGTTTTCA AGGAACGACT GGAGAATGAA TACGGCTCGA 120 

AACTCATTAT CACACAACCC ACTGTTCCAT ATGTCGTGGA GTACTCCGAT GGGACCCAGA 180 

TAACAGTAAC AAATCCAGAT GACTTTCCTG ACCTGACACT TCGGCGAACC AAGATAAAGA 24 0 

ATTTCCAGGA GC CAT ATGTA GAAGCTATAA TGACTCTTCC ACAGGATTAT CTCGGAAGGG 3 00 

TTATCACTCT CTGCGACGAC AACCGTGGCA TACAGAAAGA GATAACGTAC ATTAACACCA 3 60 

CGGGGCAAGT GATGCTGAAA TATGATATCC CATTGGCACA TCTAGTAGAC GACTTTTTTG 420 

30 GTAAGCTCAA GTCTGTCACG CATGGTTATG CTTCCCTAGA CTACGANGAT GCAGGCTATA 480 

AGCCGTCTGA CATTGTCAAG ATGGAGTTGC TTGTAAATGG AAAAGGTGTG GATGCACTTG 540 

CACAAGTGAT GCATCGCTCC CAAACCGAAC GARTGGCCAA AGAATGGGTT ANGAAGTTGA 600 
AGCAATATGT CAAATCCCAG TTATACGAAG TGGTTATCCA GGCC 



3S 

1059UP 

GATCGTGGCG GACGTGTTTG TGCGCACCGC GGACGTGCTG CTGAAGATGT CGCGGTACGA 60 

RGAAGCCAAG GCGGCGGCGG ARCGCGGCCT GAGCCTGGAG CCGGACCACA TGAAGCTGAA 120 

GGCGCTGCAC CTGGAGTCTG TGCGCAAGTT GGCCGACTAT AACGGCGACA TCTAGTCCGC 180 

An GCGCGCGGCC CGCGCGGGCA CCACGGGTAT ATATACACAG CCGGTCTCCG CGCGCCATGC 240 

CGCCCGCCGG GACCGCAGAC ACAGGCCCCG ATCTTGGCGC GCGGCGGGCG ATGAGCTGGT 300 

GCAACCCTCT TGGCCCGTAC CCTGCTAAGG AGGGTAATCT CCCACCTCAG TACTATAAAA 360 

AATTTTTAAG TTAGCCACTT TCGAGTTACA ACTCCCCGCC TGTCGGGTAA CGGATCTCAA 420 

CTTGTGAAGC CCCTAACGCT GCTCTACTCC TTTTGCGCTA AGGCAATATC CCGCCATGTC 480 

TTCGTCGGAT ATCAATGTCA CGGTTGATTC GTTTATTGAT AGGTTGAAGC GGAAGCAGAT 540 

TACTGGCACG TACAATGTGT CGCTGGAGAC GTTACAAATT CTGATGCGTT ACGTATCTGC 600 

45 CATCCGGTGG TCGACGAAGG ACGARCTCAT TGAACAGATC CGTCTACTC 
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1060RP 

GATCTGCTCA TACTGAGCGG CCAACTGGTC GTACTCCGTA TGCAAAACAT CTGTGGTTTC 60 

CTGGAAOTGC OCCACCTTGA GCGATATCTC ATTAAACTTG GTAACCAGCT CTCCCAACTG 120 

ATGATTGACT GCACTGGTTT CCGTCAGCAG GTCCTCCAGT TCGCCAGTTC TGGTGTCCAC 180 

TTCCGCCACG TATCCGCTGT ACAATGTATA CTCGTCGTTC GCAGACCCCA GARCAGAAGC 240 

TCGCCGCCAC TCTGGCGCCA GCAGCTCAAT TACCTGAGGT TCAATCTCTG TTTCAACCGT 300 

TGCCAACAGA GTGTCTACTT TTTGGCGTAA CGAACTATCC CCAAAAAGCG GAGGCAGCTC 360 

ATCGTGAGAR GARGCACCGG GATTTGCCGC TACATCCTGT ATGACTGART TCTTCCGGCT 420 

CCTAAGCATG GTGCAGTTGC TGCCTCAACG GCTTTCTTCC TGGTGCARGT CTGCAGTGGT 480 

TCGTGCTTAT GCGCAAGCAG AATACCATGT TGAGCCGGCG AAATCTCATC ACGTGATCAT 540 

CATCTTGCAA CGGCTCGGAR GACRCTGATG CACTGTTCCA TAGGCTTAGG GCGCAATTAT 600 
ACGCTAGCTA GTTATATTGA TAATATGTAC ATGATGCCTT C 



1S 1060UP 

GATCTTGCCG TCCTTCTTGT CCAGCTGTAG GTCCGGATGA GGGTACGCCT CGCTCAGGTA 60 

CTCCAGCCGC AGCTCGCCGC TCTCCATGGA CGCCTCCAGG ATCGAAGGCG CCGGCACAGC 120 

CTCGGAGGGG AGGGGCGGCT GCAGGAGGGG CATCTCCTGT CGCTCCTGGT GCATCTGCAG 180 

CGCCGCAGCG CTCGGCTCCA GCGCCGGGTC GAAGTACTTC ACATTCGTCA GGCCCGACTT 240 

GTACAGATTC AGGATGCAGC CCTTGAGCTG CGCACGGTGC AACCGGTACG CAGTCGCGAC 300 

20 ATACTGGTAC CCGCTCGTCC CCCCTCCCGT GAAGTGCGGC CGCTCCGATC CGATCGAAGA 3 60 

CAGTGACGCT GTTGGCTGGT GGCTGTATCG CCCCTCGCGC GCCGGCGCTG CGCCCTGCGC 420 

CTTGTTCACC CACCCGAGCC GAAACACAGT CCCGTCGTAC GTCTCCCCGT TCAGCCCGCC 480 

TCCACGTCGC ACCGGCGARC CCGCCGGCTG CGARCAAGGC GACACCTGCT CCTCGCAGCG 540 

CGCACCCGCC TTCATGTCCT CACATGTCAG CGTCCGCTTG TGCGCTTGCC CCGTCNGCAC 600 
CTGTTAACTG CATCCGCGTC TGTTGGCTGC TGCTGCTTGC TGCTTGCTT 

25 



1061RP 

GATCTGCTTT TGtAAGTaTT CATCAGCTAA ATACCGTAAA GCtGGTTTgA ACGGAGGTCC 60 

TGCCTTGtGC TCATATATTA TAGAAGTATC AATGACGAGG GGATGCCGCA TT t TCAAGAC 120 

GTTCAAGTCG GCCTGCAATG AATGGCCGAT AAGCACATCT GttGCGCTTA TCATCCGCAA 180 

GAGATCCTGT CGGACGTCTT GCAAAGtCGT GGTCACCCCG ACCAACTTCT CCTCTGTAAT 240 

ACCGCTGTAC TtCGTCAAGT AGtCCACAAT GGGCTCATCT GGCTtGACAA ACTTG t CATA 300 

AACTAAGTTA CAATCAAAAt CGACGACGCT CACACGCGTC AACACGTATC CGTTTTTaGa 3 60 

aaGGcACATC TCACAGTCGA TGGcAAACGT GTGAGAACCG tCGTGTTGGA AACTGACAGT 420 

GTCCACCCAC CCACTGcaCT TCTCCTtATT CTGATACTTt AGcAACAAAG CCTTttGGGt 480 

ACTCCTCCgA TAAGCCAGGT GTgTTTAGAT GGaTGGGGTa CTCATTaTGc AATAaGTCAA 540 
CAACGGGCAT AGcAAaTCAA GcAAGtGATT 
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X062RP 



GATCTCGGTG ACGTGGcgcT GGTATGGCTT CATCCAGTCG CCGtTCAACA AGAAGTTTCT 60 

GTTAACGTCG AAGTTACAGC TGGTGAAGGA ATCAACCTCT GCGCCCACGG CCTTGATCAC 120 

CTCTGGTGTG TTCAAATACT CCTCACTGTA CTTCATGTCA TCGTAGCAGA GCTGGCCCTC 180 

ACACTCCTTG CGAACGTCGT AGACGTTCTT ACCAGtTCTC TGGAACGGCG TCAACTGGTT 240 

GCCATTACAG TACAGAGAGG CTGGAACACA CGACCACACG TTCTGCAGGG TGTAGCATGT 300 

GCGGATCAAA CGCAAGCACC GtGGCAAGGT CTCGTTCATT GCCGAGCATT GCTCTGGGCC 360 

AAGAATGGCG GGTTCGCCGc CACCACCGCA GGCCATACGC TCGTAGTAGG GGTACTGTgT 420 

CAATGGGTCT gTCAaCCCgt tCCCAaTTaG cACAGAGcTC AACTTaaaCG AGCGCTCCtC 480 
GcCTGGGTGc GAcAAGATCT CGGCAGcAAT aGcAGGAaTg Tg 



1062UP 



GATCCTGGTT GtaTCATAGA GAATGAACAT ATTGATAAAA AAATGCTACT GTGTACAGTA 60 

75 ATGTCTGAAC ACCAACATGC TCTTTTCTTG TATTAAATGA TGGGATAACG AAGTCTTGGA 120 

AGAATCCTGG GCGGAAATAG TAGACATGTT TAGAGAGATT TTTGTAATGG CTAGAGTCGG 180 

TTTTGATGGC CGAAAAAGAA GTGCCAACAT TTAATTTCGA AGGTTTATCA GGTAGGTCAG 240 

GGAATATACT ATCCTCGTAT AAACCCTTGA TTGTACTTGC AAGGAGCTCC AAGTCGTCTG 300 

AGTTAGGCGA TGGTTCATCT TTAGTGTCAG CATCGACGAG GACCTCACAT GTGATTCCTG 360 

AGTCAATTGC ATCTATGACC TCTCCATTCA CAATCAAGCC CATGGGTCCA ACCTc CTTGA 420 

20 GAGCCGCCTT GATAAGCTCA GTACGCAGCT CGACCGAAGT ATCCAACGTA AGTGACTCCT 480 

TTATTTCGAA TTGCAGATAT TCgGGCCGCa CTGCATGTAT AGATCCCCCA TGAATAAAGG 540 

AGAATTGCTG CACAGTAGTA AACGCAAATC CCGCGTAATT AGTTGGTTGG CTTCTTAGGA 600 
AGTCAGTGAa CCGATTATTT GCGTCCTGat CCT 



25 



1063RP 



30 



35 



GATCGACTTG 
CCCCAGTTCG 
GTCCATGCCC 
CAGCGCACGT 
GGGGCCAAAG 
GAACTTGGAA 
CGCCTTCTGG 
CAGTCGGtAT 
GTCGGtGCCC 



ACCGTCACCC 
TAGATGAGCA 
CACATCGACA 
AGC ACCCCCT 
TTTCCCGCTG 
CGTGTGGAAG 
TTTCTCAAAG 
TTGTAGGTCC 
CTcCAACGTc 



GGTACTGGTC 
CGCCCAGTTT 
GCTGCCGCGC 
TTTCCGTCTT 
CATTCTTGCG 
AGGGTGGGGG 
AGTATGTTCT 
GATaAG ATTC 
TTTTT 



GTACTTGTCG 
GTCGGTCACG 
AGCGGCGCGC 
CACGAACGAA 
GAACGAGGAA 
AGGGGGTGAC 
G t GCATATTC 
TcAGACGACA 



ATGAACTGGT 
TCGGACACAT 
CGCTCATTGG 
GACAGCTTCC 
GCAATCCCGG 
TGGAGGTCTG 
TCGtGCTTAG 
GCAAGTAAAG 



CCTGTAGTTC 
CGTCGTCGTT 
CCACCACTTC 
GTGCCAACTC 
CACGCCCAAA 
ACGCAGTAGG 
ACTGGTCTGG 
TACAACGGTG 



60 
120 
180 
240 
300 
360 
420 
480 



40 



45 



1063UP 

GATCTTAATA 
TCATGGGATA 
GGTTATGAGA 
GATGTGGTTG 
TTGGAGAGAG 
ACCATAATAA 
TTTCTGACAT 
AATACCAGTA 
GTTGGTACgC 
TGTGGCGCAg 
CCAGACaATA 



GCaATAGTCG 
CACTAGACTA 
CCATGACACC 
TAGAATCTGT 
TGATACAGGA 
TCTCCCCTAC 
ACTATCCAGA 
GTGTCAGAGA 
CTGGAAgGCT 
CTATTCTTGA 
CTGGAGATGC 



ACTACAGGAA 
TACTCTACAA 
TGTACAGGCA 
GACCGGTTCG 
TGATGCCAAT 
GCGGGAGCTT 
TGGAGAATAT 
TGATGTTGCA 
ATTAGACTTT 
TGAgGCCGaC 
TACCAAGCCA 



ACACAAGCTT 
CCATGGATTC 
TCGACGATCC 
GGGAAGACCG 
AGTTCAAAGC 
GCATCACAGA 
CCT ATAAAA T 
GCGTTTTTGG 
CTTAAGATGC 
AaGTATTGGA 
A 



TCATAATGTC 
GTACTGCTGT 
CGCTATTTGC 
TGGCATTTGT 
TCAAAAAAGG 
TACAGGGCGT 
CACAGTTGCT 
AACATAGACC 
CaAACATCAA 
TATGAATTTG 



GAAATCTTTA 
TGATGCCATG 
CAGAAACAAA 
CATACCTGTA 
CCACTTCCAC 
GATTGAAGCG 
TATCGGTAGC 
GCAAATTTTA 
GACGTCTTCA 
AGAAGGATGt 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
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1064RP 



10 



TAGTGGATCC 
CCAAAGCCCA 
TCCCTGAGcA 
TACTTGAAAC 
GGCGTGGCCC 
AAGTGGGTAG 
GTGTTtGGcA 
CACTATCACA 
tGcTCTaAcT 
ATTGCGtaaG 



AGCATCCCGT 
GcTTGAAGAC 
CAGCGCTAAT 
TTGACTATGG 
TAATGATGGG 
CCAAGAACCC 
TCTGCGTCAG 
TCGcTATCGc 
CCACCATGAC 
cAAcAGcTT 



CTCGACCAGT 
GTACTGGGAG 
GTTCGCCACC 
CTTCAGTAAC 
CTCCCTCTTG 
CGGNAAGACC 
cATGGCCGGc 
GCTATTCTTt 
CTtCCTtAcG 



CCTGAGTTCC 
ATCGTGAAGG 
TACTATGGGT 
CTTGcGATCG 
GGcGGtCACA 
TtCCCGAGcT 
TGTaTCGGGT 
TCTTTCCTAA 
GaGTCCAACC 



GCCGGCTCTA 
AACCAAACCT 
TCAGCGTCAC 
GCGCGTGCTA 
TTTCCGACCG 
ACAACCGCCT 
ACGGcTGGGG 
TGGcGttGGG 
CAAAAaGAGc 



TCCTAGACCG 
CACTATATGt 
GTTCGCCCAC 
TGCCTGTCCA 
CTTCCGCAGG 
CATCTCGCAG 
AATTCAATTT 
TATGAcCTGG 
TGcCGGtaCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 



is 
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1064UP 

GATCTGTTCt 
CCTAGGCTAG 
CGCTGCGCAG 
GACCGCGCAG 
TCTgATTGAA 
TAGGTGCTAA 
ATGGGCGTTT 
CG CGGNG TTT 
TGTTTTTGTT 
CCCNGTTAAT 
TTCTTNCGAN 



CGCCCGCCTA 
GCACGGCCCT 
GCGCGCAGCC 
CGGACCTGCA 
GTGTAAAGCT 
GTTCCCGATA 
TACGGATAGc 
GGAAACGAAT 
TGGGAATNAA 
NGGTACGCAA 
A 



TGGGCCCTGC 
AGGCGGAGCT 
CGTGAGACGG 
CGTTAGTAAA 
GCAGTAGAAG 
CAAAGCACAG 
CCgGAGaCTC 
AATGGGNTGC 
TCTTNATACT 
AAG AC CATGN 



CTGCGGGCAG 
TGTCCTGCGG 
TAGCGGcCCG 
AAATCATTTT 
AGACAAGTAA 
GTGGGCATtC 
CCcATTGGGC 
CANGACGCGG 
AACAATCCCN 
AGGTCGGNTG 



AGGGAGATCG 
AGGCGCGGCC 
CCTAATGCCT 
TATCACCACT 
GCCATCATGA 
TAGGGCTGCA 
GGGCTTAGCG 
GCCACGGNGG 
GTNGGNNGGA 
ANGACAACCN 



TCCTGGTCGG 
GGCTGAGCCC 
CCTACGCAGC 
CAAGATGCAG 
AGGTATtTTA 
GAGACAGGGC 
GGAGGGTTAG 
GACTGATGCT 
CAATTCTTAC 
NNTCCCNNNT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
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35 



1065RP 

GATCTGTAGT 
TGCGCAAGGC 
CCTGAACGAG 
ACAGGGTCGT 
CCTTCGAAGC 
ATGACATTGG 
TTGTCTTGTC 
GCAAAAAAGG 
TNAGNGGAAG 
CCAACNCCCA 
TNTCCCCCCC 



TTCGCAGTCC 
AGGCGTTGTG 
CGCGGGCATG 
CTTTATGGCC 
ATCAAAGTAG 
AGTAGGTCTG 
GAGGGNTTTT 
CTNTTCCCCA 
TNNCCTNACC 
AANTTTTCTT 
NATCC 



CTGATGCGGT 
TCACCGCGGA 
ATGGGGCCCA 
AGACGCCTCT 
AGGGACAGGT 
GGATTCCGCA 
CCCNTCANTC 
CCNAGATNAA 
NCTCCACCNA 
GGAAAAAAAA 



CCGCCAGAGC 
GCCACTCTCT 
GAATGCTGCG 
TATTATGTGG 
CGTTGCTCAT 
CAGACCCTGA 
CCCNGGCAGG 
CCCCTGGGAA 
ATCGGAAAAA 
AGGGGNGCCC 



AGGCAGCGCG 
GGGCAGGCAG 
ATAGGCATCC 
GGGTTCCATG 
GTGGTACAGA 
CACTTGGGGG 
TGGGGGCAGN 
ANCCCGAAGG 
TTGGGGANNA 
CACCCNGGNG 



GGCCAGGGTC 
TTCCACGCCT 
AGAATGTGGA 
TAAAGCGTGT 
ACAAAGACTG 
GCAAAATTCT 
CTTCCCCNGG 
TGNCANNAAT 
ANGCCCCANC 
GANTNANTTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



40 
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1065UP 

GATCTCTTCC 
TTGGCCACAC 
GGCGAGAAGA 
GTTGAATAAG 
TTCTGCAGGG 
TACACTATAC 
TCGTTTTACA 
CNCCRNCCNT 
NAGNGTCCCC 
CNTTGCNCCA 
CCCN 



CTTCGATCAT 
AGTTGCAGAA 
AGGACAACGA 
TGCGCTGTGC 
AATATACATA 
CCGCCCCGTC 
ATAAACGCGC 
TANNAGGTNC 
GGGGGAAANC 
AGTTGCCCGT 



CCCTCAGTTG 
CGCACAGGCT 
CATCCCAGAG 
GAGGACTGTG 
TATTGAGTGC 
TTAGTCGGAC 
CGNNCTTGCG 
TTCTNCCGGG 
CNNCCCCGNG 
GGGAGAAAAA 



GGTTCTGAGT 
GCAGCTCCAG 
TTGATTGAGG 
TTCTCGCCGC 
ACATATGGAT 
CACATAAACC 
GGNNTNCTTC 
TNGGAAGTNA 
GNGGATTTTC 
AANCCNATGN 



CCATCGATGC 
CAACCGAGGG 
GCCAGTCTTT 
CCATCTCAGA 
ATTATGTATA 
TACGGGTCGG 
GAKAATCTCN 
AAAAGCNNNN 
NCCCAAACCG 
NGAAGNAAAA 



GTTGACGCAG 
CCATGAGGCA 
CGACGCGGAT 
ATTTGTCTAT 
TATATGTACA 
CGCCCCTATA 
TTGGGGGGCC 
GTTCNGTTGN 
NAGAANACNN 
TTGCCCCCTG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
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1069RP 

GATCGACCCC GGTCCCGCTC GCATCAGCGA GCTGCCCGTG CCGATCAGCA GCCCGGTCCC 60 

TAGCGACCCG CCGATGGCTA TCATCGACAC ATGACGTGCC TGCAGGTCCT TCTTGAGCCG 120 

GATGCCCTCG TGCTTGCCAT CGTAGTTCCA GTCTACGGAC TGCGCCTCCT GGT CTGT GCT 180 

GCTGTGGGTA TGCCGCAGAC CGCGGCCCTC ACCAGCGGCG GCCAGCTTGG GGCCTTTCAA 240 

CTCGTCCAGC GTGGACGCCT CTGATGCCTG TGCGAACTTC TCTTCCGCCA TAAGTGCGGA 300 

GCTGTTATCT ATGCTACTCA AGCTCCCGCC GTATAGCCTT GCTATATATA CTTACGCTGC 360 

GACGCCCTAT TCCGGACACA GCTATATATT GGCCCGCCGT CTCGCGCGCT GCTTGGGGAG 420 

CCGACTGACC CCACCCTGAT AGTGCCGTTG CACTTCTGCT GGGCCGCCTC AGCCCGTTCA 480 

GCGTCCGACT GTGACATCGG GCTGCGCGAG CGCGATTAAT CACCCGACTG GGCTGCATGC 540 

10 CGCACTAAAC CTCCCCTCGC GGCGCAGGGC GCCCTTATCG CCTCCGTGAT GACGTACGTA 600 
TGTTTATCAA AGATCCGGAG AMCTGTTCCA GGCTCCTACG TTGCGATAAG AGGC 



1069UP 

15 

GATCTTTCTG CCCTTATCAG GGATGGCACC ACCGGTCTTC ACCTCGTTTG ACTTGTAGCC 60 

ACAGTGCTCG CAGACCGTGG ACATGATGAT GACCTCTTTG AAGTGTGGGA TGTTGACCGG 120 

CTTCATATGC GTGTCACATG GGTGAACACA TGATGGGCAC GTGGCAGTGA AGGTCTGCAC 180 

CTCGTTGTGG AAGTTCTCGA TATCCGTAGC GTCAGATAAG AGACCGGCCT GTGCCGCTTG 240 

CGATTTGTTG CGCTCGCGCT GCGACAGCTC CGCGCGCTTC TCTTGACGCC GTTGCTCCAA 300 

20 TTGGTCGCGC GTAATGATGC CCACCTGGAC GTTTTGCTCA TCTGAACGCA GGTACTCGGT 360 

TTTGGACCAT TTTGGCGCAG CTTCGCCTGG CTTGTATTCG ATCCAGGAAT TGCCAGCAGG 420 

GTCGTCCAGC GTAAAAGTCA GCGGTAGAGT GCCCGGCTCG CACGACAGCG CAGCGCGGAC 480 

CTTGGCAATG AACTGCGCAA TCTGATCGTA CAGGTTCTCG TCCACTTCCT TCCGCGCCGC 540 

CTGGTCGGCG TCCAAGTCCT CGATCATCTC GGTCAGCAGG CCCTCCACAG TCGTCAGCTG 600 

• GCCGCGCTTG GGAAGAATCT CCAGGTCCAA TTCAACGAAG CGGGAAGCCG CAGTTTCGGC 660 

25 CTTGATGACT GCCTGTCAAA ATCGGCCTTC TCCTCAACCT TCAGCTGA 



1071RP 

GATCTGNGGG GGAAACNCAG CATTCACCGT TGTGCAAAAA GATTTGACTG GTAACATCAC 60 

CAAGCTTCGC AACAGACAAT TGTCGCACCC CGGTGAGTCT GCAACCCTGC AGGAGCTTGT 120 

GATTGCAGAG CGTGCACAGG GCAGcAAGAC TGcTTCGGAA GGGCTGcTGT GGcTCACCAG 180 

AGGCCTGCAA TTCACCGCGC AAGCTCTTAG AGAAACGCTA GACCAtCCAG AGCTCGAATT 240 

GTCTaAGACA TtCACAGATG CGTaTtGGAA GACGTTGACG AAGCACCATG GTaTGcTTGT 300 

aCGTCCGGTT TTCAAAGCTG GCCATGAAAG CTTGCCCCTA CAGGAaGGAC TTTTttGcAG 360 

AAACTAGGCA GcGACCAAGA GAAGGTTGAC ACGcAACTTT AAGCAGtGGc TGGcTGCACT 420 

TGAAAAGATC GtaGaGATTC TgcTTCAaAT CCCTtGGGGG AAAcGtGcAA AGGATTTaTG 480 
AgTaTTaTTa TAGAAGCC 



1071UP 

40 

GATCGACAGC CTCGAAGAAG TAGCCTCCAC AGCTTCAAAC ACAGCGCACA GGTCTGCATA 60 

CATCACGCTG GTGCTTGCTG CAGGCTTAAC CGGAGAACTT TGTGCGCGTG GCACGGCGCT 120 

GGCAGaCTGT GGCAGCACCC CCCCCGGCGC GGGCTTATCT gCAAGCTCGG GGAGGATGTT 180 

CTTCACCTCG GCGTCCTGTT CATGGgCTGC CGGTGCCGCT AGGCACTCGG gAGACTCTAC 240 

CTTCGATTTC TTGACCctCG CTGTTGaCGt CGcTCCATCT TGAGGcCTCT TCAGCGCAGc 300 

45 GAAGAATCGG ACCAATGTGG CCTGCTTCTT TGGaGtAGAC ATTGGcCTGA AGTaAaACCc 360 

TACTGACCTG CCAaATAGcT CCACTTTGGT CTCGCGACAG GAGCTTCCNA AGANTGACAT 420 

TNNNTGTNGN NAAGGCCNNN NNNTNNCAAA GACGAANCTN NTATCAAGGN CCTNNTTNCC 480 

CCAGNCNNNA NAAGNAANAA NNNNATTNNN GGNATTNNNN AAATTANGGT TNNNNNATNN 540 

NCTTNGNAAA TTMNTNNGNN TTNNTNATTC CCNNNGGNTT TGNNNTTNCC NCNCNCCTNN 600 
GGNTTTTTTN NANNNTNAAN NNNCC 

50 



55 
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10 



1073RP 

GATCAATTAA 
CTACCTGATT 
ATTGAGTTTA 
TCTTAAAATA 
GTAAAACATA 
ATCATTAATA 
GGTGTGTACC 
AATTAAATAA 
GTTATATTTA 
ATGACCAATT 
ACATGGTATT 



TAAATGGTTT 
TTATTGAATC 
TATTAAATTC 
TTCTTAATTA 
TGTTTTAGGG 
TAATAACTCT 
TTAGCTCTCT 
ATAAATAATT 
AATAGATCAA 
GTTACATCAT 
ATTGGTAATA 



AACTAATAAA 
AAATAATATT 
ACCACCTCTT 
TTAAATTATA 
ACATATATCT 
TTAATTAGAG 
AATTAAAGTT 
AATTAAATTT 
AATTTCAACA 
TTAGTTTATT 
TTTATCCtTT 



GTTAATAATA 
TTCTTAATGA 
ATTCATTCAT 
TAATAAAAGT 
TCAGTTCAAA 
TGGTACCACA 
ATAAAATTAT 
AAAATGTTTA 
ATTTCCATTT 
AGGTTTACTA 
ATTATTATCT 



AATCTATTAA 
ATACTACTAA 
TTAATACTCC 
TAGTGGATAT 
ACTGAATATC 
AGAATGCTGA 
CTTAACTAAT 
AAAAAAGAAA 
CATTTAGTAC 
TTAACTTTAG 
T 



TTATATAAAA 
ATCATCATCT 
TCTAATTCAA 
AGTTTAATTG 
TACATATTAT 
AAGCATTAGG 
AAAAATAATT 
TAAATAATAT 
TACCATCACC 
CTTTTACTAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



15 



20 



25 



1073UP 

GATCTTAATT 
TATAATCTTA 
AATAGAAAAC 
ATTTTTATTA 
ATAAATAAGA 
AAATATACCA 
ATTTAATTTA 
TTTCATAATA 
TTGGATATTA 
TAATAATTTA 
TATTATTAAT 
AT 



TAAAATTTTA 
AAATCATAGG 
CATAAGTTAA 
TTTAATTGAT 
AATTACTTAT 
TTTTTATTAA 
TATAAATTAT 
TTTATTTTTA 
CTACCTACTA 
TTATCTAAAG 
TAGTAAATTA 



ATTAACTATT 
TAAAAATACA 
TTGATTCATA 
TATTATCTAT 
AGAATATTTA 
TAAATAGATT 
TTAATTTACT 
TTAGTCTAGT 
AATATTTACC 
TATATAAATT 
TATTTATTTA 



TATAATTTAG 
TAAGATAGTA 
AAGAAAAATG 
TTAACATAAA 
TTAAATAGTA 
ATTAAGTTTA 
TCATTGATAT 
AATATTTCTA 
TAATAATATA 
AATTAAATCN 
TTTTATTAAC 



AAATATATAA 
AGAATAAAAT 
GAATTATTTG 
ACATTTTAAA 
TTTAATTTAA 
TTAATATTAA 
ATATAATTAT 
TTTAATAGTC 
TTATTAAGAA 
TTTTTTATTA 
ATAATTTTTT 



TCTAGAGATA 
TAGTAAAATA 
TGGCATCTTA 
ATGTT ATAAA 
TTTTAATATT 
GTGATATATA 
TAAATGTACC 
TACCCTTTAA 
TACTTAAATC 
TTATTTAAAT 
GNATAATAAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



30 



35 



1074RP 

GATCTAAATA 
TAAGTATTAA 
TAATACTTAT 
AATTATAAAA 
TTATTAAAAT 
TAATTAATAT 
TTAATTTATT 
TATGTTGATT 
TAATTTCTTA 
TTATTTAATT 
TATTATAAAG 



TATATAATTT 
ATTATTTAAA 
TATATAATTA 
ATAATATTTA 
ATTA TTAG AT 
ATTATTTATT 
TAAATATTGT 
TATATTATTT 
TTATTAATTT 
AAATTAATTA 
AATGT 



AATTTATAAA 
CTATTATTAT 
TTATATAATT 
ATATGAATAC 
ATTATTATTT 
AATTGTTTAT 
AAATTATTAT 
AACTTTTTAT 
TTATATTATT 
TTTAATTAAT 



GATTA ATA TA 
CATTATTTAA 
TACTTAATTC 
TATTTAGTCT 
TCTTTAATAA 
TAAAATAATA 
TTTTATTATA 
AAGAATTATT 
TAATAAATTA 
ATTTTATCAT 



AACTTTTTTA 
TAAATTAATT 
ATCATTATTA 
ATGTTCAAAT 
ATTATTAAAT 
TATTTTATTA 
ATATCTATTT 
ATTAAAATTA 
TATTCATTTT 
TATTTAATTA 



TTATAATATT 
ATTTGATTAT 
ATATTTATAT 
TTTAAATTAG 
AGATTATCAA 
TTATAAAGAT 
T TATAA ATAT 
ATTTTAACTT 
ATTTATTTAT 
ATTAATAAAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



40 



45 



50 



1074UP 

GATCTTGATA 
ATTAAAGTAT 
ATATTATATC 
TTAGCTAATC 
CATTATGTAT 
CCTCTTGTTT 
TTCTTAGGTC 
AGAAGAATTC 
TCTATAATAA 
AATGGTTTAA 
ATTGAATCAA 
TTA 



CTAGAGCTTA 
TTAGTTGATT 
TATTATCATT 
TATCATTAGA 
TAAGTTTAGG 
TAGGTTTAAA 
TTAATATTAT 
CTGATTATCC 
CTATTATATC 
CTAATA AAGT 
ATAATATTTT 



TTTTACTTCA 
ACTA ACTAT T 
TTTATTTTTA 
TGTAGCATTC 
TGCTGTATTC 
TTATAATGAA 
TTTCTTCCCT 
TGATCTATTC 
ATTAATGTTA 
TAATAATAAA 
CTTAATGAAT 



GCTACTATAA 
TATGGTGGTT 
TTTACTGTAG 
CATGATACTT 
TCTATGTTTG 
AAATTATCAC 
ATGCATTTCT 
CTA GGTT GAA 
TTCCTTTATA 
TCTATTAATT 
ACTACTAAAT 



TTATTCTTAT 
CATTAAGATT 
GTGGTTTAAC 
ATTATGTAGT 
CTGGTTATTA 
AAATTCAATT 
TAGGTATTAA 
ATTTAGTATC 
TTATTTATGA 
ATATAAAACT 
CATCATCTAT 



TCCTACTAGT 
ACTAACACCA 
TGGTGTAGTA 
ACTACATTTC 
TTATTGAAGT 
CTGATTAATT 
TGGT ATAC CA 
TTCATTTGGT 
TCAATTAATA 
ACCTGATTTT 
TGAGTTTATA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



55 



154 
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1075RP 



10 



GATCTATCTA 
ATCTTCACTA 
GTCATTCATG 
ATAAGGCTGC 
ATTTTATCAT 
TGTTTTTAGT 
TCTCTTTATT 
TTCACCTTCA 
TAAAT ATTTC 
GATTATTTCT 
ACCTTATGCT 



ATTACAGTAA 
AGATTTCAAT 
CAGGACCATA 
TATTTAATAA 
GGAGCAGAGT 
AAACAGTTGT 
GACTAACGTC 
TATACTCTAC 
TTGAACTTAA 
ATCATATTAT 
TTAGGTGATA 



AGCTGCAAAG 
TTCACTTAGA 
ATTAGTGGAC 
AATTTATTAT 
TCACACTTTA 
ACAACTTTGT 
AGAGCTATTT 
TAACATACCT 
TAAATTTATA 
ATTTTTTAAT 
AGGATTATAC 



GGTCTTTTCG 
TTAAAGGAGA 
AATGAA TTTC 
TATTATCTTT 
TACTTTAACT 
TCTTATTATT 
TTGCCGAGTT 
GAGTCGGTCT 
AAGACATTAT 
ATATTACTTA 
CTTATTTTC 



TCTTTCTACA 
GACAGTTGTT 
GCTACATTAT 
ATTAAAATAT 
TACGTTTCTG 
AATTATTATT 
CCTTTCCTTT 
ACATTACGGT 
TTAAGTTAAT 
AGAACCGCTT 



AATACTTAGC 
GTATCATTAC 
AACCCTCATA 
TAATTTTTAT 
CAAAGTGTTG 
TTAATTAATA 
AATTATCTAA 
ATTTTATACA 
TTATATATTA 
TTATTGTTAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



is 



20 



25 



1075UP 

GATCCAGTTA 
CAATAAAATT 
TATAATGAGA 
TGCCAGCAGC 
GTAGAATGAT 
GTAAAGATGA 
TTAATTGACA 
TTAGCAGTAA 
AATTAAAGTA 
TTACAGACTT 
CATTTTTTGA 
TTC 



CTTAGTAGAA 
CAATAA TTTA 
TATATATTTT 
TGCGGTAAGA 
TATTTAAAAT 
AATAATAATT 
TTGAGGAACG 
ACAATGAATA 
TTCCGCCTGA 
AAg CAG TGGA 
ATATTTAATT 



TGATAAAATT 
TTTAAATAAT 
TAAAAAGAAT 
CAANGGGGGT 
AATAATTAGA 
ATATGAATAA 
AAGGCTAAAG 
CCTATTTATT 
TGACTACGTT 
ACATGTTATT 
ATAATAATTT 



AATAAATATT 
GATTAAATAA 
ATATAATTAA 
TAGCGTTAAT 
ATTAATAAAA 
GACTTATAAA 
TAGCA AATCG 
TTTTATTAAT 
AGCAATAATA 
TAATTCCGAT 
ATAATTAATT 



ATTTATTAAT 
TCTCAATATA 
ATAATCCCAA 
CGTAATGGCT 
ATAATTTAAG 
GTGAAAATTT 
GATTCGATAC 
TAAAGAATAA 
AAAATCAAAA 
AATCCTCCGA 
ACAgGCGTTA 



ATTTGGTTAA 
AAATTATTAA 
CCAAAATTTG 
TANAGGGTTC 
AATTATTCAA 
AAATTATATA 
CCGAGTAGTT 
ATTAAATGAA 
CAATAGACGG 
TAAATCTTAC 
CATAGTTGTC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



30 



35 



1076RP 

GATCTTAAAA 
ACTAAAGGAT 
ACAAATAATG 
TAACCATGCA 
TGTACATGTA 
TAATGAAATA 
CATAGTACAA 
GCACCTCAAT 
GTTAAAATAA 
CCATAATATA 
TTAAGATGCA 



TAAGATAGAA 
TACCTGGAAT 
AAAAGAAAAT 
TTGGTAATCT 
ATAGCATTAA 
GAAAGAATCT 
TATCATTTCC 
GTGACATTTG 
AGATAATAAC 
AACCTTTACC 
TATATCTAAT 



TGGTAATAAA 
ATAATTATCA 
TATAAATACA 
ATCTAAATTA 
ATGCATAATT 
TATAATAGTA 
AATAAATGGA 
TCCATATACT 
ACCAACTGTT 
AATATGAATA 
TAATCAACCT 



TATCATTCAG 
GGATGTCCTA 
AATACTGTTA 
CCTGTAATAC 
ACTATTGCTG 
GGATTACTAA 
ATAGCACTAA 
AAACAATAAC 
CATACAATAA 
TACATACCAA 
AGTTGTTCAT 



GTACAATAGA 
AAGTATTAGG 
CTAAATCTTT 
CTAATGGATT 
CAATAATAAA 
CACTAAATGA 
ATAAATTAGT 
CTAAGAAAGC 
CTCTAGGTGA 
TAAAGAAGAA 
CTCTCATAAT 



TGCTGGTGTT 
TGAAAAGAAT 
AAAAATAAAA 
TGATGAACCA 
TGGTACTAAA 
TCCTCATAAT 
AATAACAGTA 
TGCTGCTATA 
TTTATAAGAA 
TGAAGCACCA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



40 



45 



SO 



1076UP 

GATCTAGAAT 
AAATCATTAA 
AATTATGTTA 
AAAAAAGATT 
AATAATATAT 
TTAAATAGAA 
TATATATATC 
ATTAATAAAC 
TTAA ATACT A 
AATGTTTTAT 
AATCCATTTT 
TCT 



TATTAAGTCA 
AGATAATTAT 
ATAAAAT AAA 
TAATTAATTT 
TATTAGGTAA 
ATATTACTAG 
AATGAAGTAA 
TTAATAATCT 
TTTAATAAAT 
G TTAA ATAGA 
CCTTTATGAA 



ACTATTAACT 
TAATAAATTA 
TAAATATAAT 
ATATACTTTA 
ATATTTAGTA 
ACTAATAAAA 
ATTAAATAAT 
ATTTATTAAT 
ATTCTATAAG 
TAATAATCAA 
TCAATTAACT 



AATATCTATA 
CCATTTAATA 
TTACTAATTA 
GATAATAAAT 
GGTAGTAATA 
ATAAATATTA 
TTATATAAAT 
AAAAATGGTA 
TAATTTCTTA 
TTAAA TAAT A 
TATGGTTTNC 



ATAATAATGG 
ATGATATATT 
ATAATAA TTT 
TATTAGATTT 
TCCAATTARR 
TGAAAGGTAC 
TAAATTATAT 
TATTTAATAT 
TTTATTTTAT 
AAAATT AAGA 
TATTTATTTT 



TTTATCATTA 
ATTATCAAAA 
AAATAATAAT 
AAGTATTCTT 
GGGTAGACTA 
ATTTAATAAT 
ATCACTTAAT 
TAAAATTAAA 
AACATTTTAA 
TGCCACAAAT 
ACTAATTTTA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



55 



155 
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1077RP 

3SSS3@^g^g^~^» ill 

iSSSHHSS is 

GTAAAGATGA AATAATAATT J^g^™ gSSSSci SSSiSSE CCGAGTAGTT 420 

TTAATTGACA TTGAGGAACG AAGGCTAAAU £££££ TAAAGAATAA ATTAAATGAA 480 

TTAGCAGTAA ACAATGAATA AGCAATAATA AAAATCAAAA CAATAGACGG 540 

10 SaSSaSS SgSgSSa" ESStoaS taXScgata atcctcgata AATCTTACCA 600 

S?i?GAAT ATTTAATTAT AATAATTTAT AATTAATTAC AG 



is 1077DP 



20 



25 



40 



45 



,„„ ^-,-rTTATTT ACATTATTTA ATTAAAAATA ATGATTTAAA TAAATATTTT 

GATCCGTGTA ATTCTTACAT GTTCATTAAA GAATGATTAT TATCAAAACC 

TTATAAAAAA ^ATTAGTGC ATTGTTACAT GTTUAli^ TOAATTAAGA ATTAGGAACT 

™™ Si Esl SSSSS S5SSi £££££ 

HS3K jSgSS ggggc ™™x jt™c 

™i US Si sssse sssss sa 



GXTCMGATG «2*TG*G*T JCTACCTTGA ««GgGCC TTGAOCTCM CT£CTC«C 
*° StJSSIS CTATTTTACC XTCATTCGM GTtXGAGTAT BTCGMXTCT 

™%S™ SSSS IS SSSSS 3SSSSS 

ATTTCGTTGA AAAACTCAGG CGAACGGCAC CCGGAATAGT CTGTAGATAT 

3£5«»£ £mr£«T £g«QGm«C ACCCCCTGGG AATCTNGGNG CTGGNCTGGG 
35 TTCTTAGGTG GGGAATCCGG NCCCCCCNNT C 



107 SUP 



CATCTCCTTC CTTTCTGGTG TCTTGCCAAG CCCTTATTTG TTCACCMAG TATTCTTCAC 

sEili S 5S5SSR S5S8S 

ScS SSSSS OTmSSc CCGAGAANTN ATAGAGNGCC NNAANATAGA 



60 
120 
180 
240 
300 
360 
420 
480 



60 
120 
180 
240 
300 
360 
420 
480 



so 



55 



156 
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PAG1 07811 

1 GATCTAGTTC GTTAACTTCC GCAAAACACC TGTCAAGCGC TTCAACAAAC 

51 GTCTGGATCA GATCCAAGAT GGCCAGTTCT GACTCCTGGT CGTCGACAAT 

101 GAAAGTAAAA TAGAGTGTTG CATAGTTCTT GTAGATTATT TGGATATCTT 

1 51 CGTTAATGGT TTCACTACCA CTCGATAGTA GCGAGGGCGG CGTAATTAAG 

201 AATGAAGACT GAATTGAACT GTTGCGCTGG CTGATCAGCT CGTAAACCTG 

251 CTCCAGTAGT AGCTTCTGCT TCGGGAGATC GACAGGAGTA TAGTACTTTA 

301 CAAGCCTAGG TTGGCACTTC TTGTTAACTT CATGTGTTAG TAGGATAATT 

351 TAAGTACTGC GGCTGCGCGG TGGCAAAGGG GTTCACCCAT ATCAGGACGG 

401 CGNCGNNTCA TCCNCNGTCC CCACCACGGN TACNCGCCNC NTro* 
Pag1078i2. 

1 GATCTAATAT TCAATTGGCA AACTCTTGAG AGTGTCTTGG AGGAAATTAT 
51 TCAAGGGGGT ATGGTAATTG AAACGAACGT GAAGAAAATT GTGGAGACCG 
1 01 TCGACGAGCT CAATAGAACT TCT AACCAGG AAGCCAGGTT TGGGAATGGA 
151 CTAGGAAACG CTTTTCAGGC CATCACCATG GGTGGCI I I I CAAATTGGGG 
201 TGCGCGGCAG TGAATATTAG CACACACTGT CTTGAAACCC CATAATAAAT 
251 GAAATAAATA CTCCTTGCTA GTGTCTAAGT ACGAAACAAC GCCAAGGCTT 
301 TTGGATCATC TATGTACGCA TTCAGTTCGG CAGCACTCAC CATGGGCACC 
351 AACTCTTCTT ACTTGCTATT TCCTGTGTCT TCATTTGCGC TTCGGCTGCC 
401 TGATGGTCTC AAAGCTCCTC CCTAATCCTC TGTAATTCTC CTG 



157 
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1079 /RP 

1 GATCGCTCAT TATTTTTGOT 

51 AAATACCTTC AAATTTTCGT 

101 AACATTCCGC CTTGTGAAGC 

151 ATGCGATTCA CCATTGAATT 

201 TTGTTTGCGA ATGGCGTTTT 

251 CAGACTCGTC CACTTCATCT 

301 AGTCTAGGTG GAGTGGTCTA 

351 TCACCTTCTG CGACTGTTCA 

401 AACCGGAAGT ATAAGTACAG 

451 TTTAGCTCAG TTGGGAGAGC 

501 TAATCTGGAA GTCCTGTGTT 

551 ACGTCACCCA CCGGGTANGA 

601 GGAAAGCGCT CTTGTGATAT 

651 TTTTGACACA GTCCCAAGGT 

701 TCC 



CGGAGCCTGG GCCCTCTTCT GCTTCTTCTC 

CTATATAGGT CTGCAGCTCT TCCTTCTTCG 

TGGTTGAAAT ACTGCAGGGC CTCTGCACTC 

GCGCTCTTGT ATCTCTTGCT GGAACTGTTC 

GCCGCAGTTG AGCTTGCAAA CTGGTTGTAT 

TCCACGTCCA GTGGATCCAT CCCTGCAGCT 

TGTACAGTGC TGCTGTGCGT GTTAGCGCGC 

AAGATGTGCG TTTCCAGCAA GAAAAGAGAC 

CACGCGAGCC TAATTTTGTC AGCTTGCGGA 

GCCAGACTGA AGAGAAACTT CGGTCAATCG 

CGATCCACAG AATTCGCATA TTTTTTGCTC 

ACTGGCATTG CCTACCTAAT GGCCAGCAGT 

ATATATATCA AGTAACACAT CTATGTAACC 

GAATCTTGCC TCGGATCTGC CTCATCTGAR 



1079/UP 

1 GATCAGCGAG CTAGGTACCC GGACGAACAT GCCGTTGCGC AGCTTCCCAT 

51 ACTTCAGCGA COGTGTGTGT AGCGCAGAGC TTCCGTCCTG GAATAGCGAC 

101 TGCACCTCTG CGTTCAGCAG ATCGCCCTCT TTCAGAAAGC TGCGCATCTG 

151 CAGCTCATCG CTCTCAGACT TCCGCCGCAG CACGCCGCCG GGCAGGTTCA 

201 CAGAACCCAG CATGAGCACT GCGTGCTGCT TTCCGCCAAT ATCCACCTTC 

251 CATCGTTTGT TGCCGACCTC CACGATCCTG CCGACAATGT GGTCGCCCGT 

301 CTCTGGCGTG TACCGCCCGC GCCAAGGAAT CACCGACAGG AGTCGGTTCA 

351 CCCTGGAAAC GGTGCCCGCC ACCGACGAGT ACGTTTTGTT CTCCAGGAAG 

401 TATGTGCCGT GGCCTCGCAT CCACACAGGA TCATCTGTAA TCAGCTCTCC 

451 TGGCGTCATA ATCACCGACG AATCCGCTCC TTCCATCTCC ACOTCCAAAT 

501 CAAACTCTTC TTCCTCATCG TCCAGGTACT GGCTCCGATG GAACTGAAAC 

551 CCACGCCGCT TGCGGATCGT TATTACCTCG CTCATTACTG CTGAGACGAC 

601 ACGTTTCARA ACTTCAGAGG CTCGCTAGGC CAGGCGAAAC AGTGTTGARG 

651 ATACGCTTTG TTACTTCTTG AAG 



158 
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1080UP 

GATCCGGCCA CGCATGTATT CCACTATGTA CGCTATATCG CGGCCTCGCC TCCGTGCGGG 60 

GCACCGCCTT ACACCTCAAA GCCGCAGCCT TTCATGCAGC CCTTGTACTT TTGCACCAGT 120 

TCCTGGCACT TGACCGCATC CACGCCGTTG AACAGCAGAC AGCTCTCTCT CGCTTCCTTC 180 

TCGGGCTTGC ACACACAGCA TGGCTTTGGC TTGTCGGTAC TACTACCTTG TGAAACACCT 240 

GGCACAGAAG AGGATTCAGG CATGATTAAT GCTACAGTTC TTGGAGATCT TCCAACACCG 300 

CCCGCTCCTT GGGGTTTTTC TCACTTTATT TTTGCTTCAA CGCGCAAAAA TTGTTGTCGA 3 60 

ATTACAATAT ACAGAGGCGC AGTAACCCCT TTAGTGGCTT TTTGGCTTCT TGGGCTGGAA 420 
ANTTNGACCC CCCAACNTNC C 



1081RP 

GATCTTTCGC AGTGACTAGT GCATGCGGCT ATTTAAAAAG TATCGAGTTA CCCTTGGAAA 60 

75 TTTCAGCATT TATAGTACTG ACGGAGCCGC TACAAAGCCA AGGCTTTGAA GGTACTAGGA 120 

GACATATTCA GGCGCATAAA TCACCGCAAG CTGGATTGAG CGATGTTTTG GGTTGTGTTT 180 

ACAGGAGCCA GCGCGGTGGC ATGCGTTTTT GCGTATGGGA TGGTGGACCG ATATCTCTCC 240 

TTCAAGCTGC ACAGGCATAC GCACCCGTTT GTGTTGGTAA CACTTTTCGC AAATATGACA 300 

CTGTTGCTCT CGATCACATA CCTGCTTCCA CTCGATGTGT TTTACTCAAA CCAGACAAGC 3 60 

GGGCGGGAAG ACGAGCGGCC AGAGCTGCCG AACCTCGCGT TGTTCTGGGC GGTGATCTAC 420 

20 TGGGCGGAGT TTGTGATATG CTGGTTGGTG TTCCCGGTGC TGATTTCGTA CGTGGATCTC 480 

AAGTACTTGT ATCCGCGCGA GCCACAGGAG CCGGGGCGGC GCAGCGTGCT TCGGCGACTG 540 

CGANGCGCCG TTATATGCAA TCTCAAGTTC TATGGTCTTT GTCTACTGGG GGTGATCTGC 600 
NGGCTGGTAT ATCTCAAGAC GACGACCGAT CGCGGGCGTC AGAC 



25 

1081UP 

GATCCAAGAC GAGCTGCGCC AGGGGAGAAA ACCCCCCCAC ATATGTCCAG CGATACGCTC 60 

AGCATGGAAA ACCCAACCGT GGACTTGCGC TCGTAGTTGT GCTTGGCCTG TGCGATATAC 120 

TTCAGCACAG ACATGATGAT TTTTATAAAG TACAGCACAT GGCAGTAGAA CAGTGTCGAC 180 

30 TGATTGTTCA ACCCTGTTTG CGTAATGCTA ACCACATATT GCACTGTGCC AATGCAAAAA 240 

AGCCCGATGA ACAACTGCAT CATCTTCCGG TGCGCTGTGC TCATCCTATT CGCCGGCTCT 300 

CCGGTGAAGC CCCATAGTCT GGTGCCCCAT AGCACCTGCG ACGCCAGCAG TCCGTTAAGA 360 

AGCCAGCTAT GCATGGCATA CCAGTAGTCC GACCACCCTA CCGACGGCCT CACCGCGCTG 420 

GACGTGTCGC CTTCATTCTG CCAGAGCACG TCTGCACAAC CAGCGAGAGT ACTAGCGCTG 480 

TATACCCGAT GCAATTAAAC ACCACGTAGC CTTTCGACAA TGCTCTTGCG CTCTGCCGCT 540 

3S TCCAGTTGAT CCATAGTGGC GGATACATCG ACACCGACCA ACATGTCGCG TACAAGTATC 600 

CGAGCAACTG TCTCTTCCTC ATTCCAGCCT CGTTCCAAGT GCTTCTACGC CGGTCTTCTG 660 
GCGTCAGAT 



40 



45 



SO 



SS 
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1082RP 

GATCCACGAG CAAACTATTA TTAGGCGCCC 
TCCTAGCCTT TGTGCGATGT CCCAAGGTAC 
GCGCCAAGAA GTGGCCTTCT TTGAATCCAA 
ACATTTTATA ACAGAGCTCG ATAAGGGCGA 
CTTGATATGC AATAMAATGC TCGGGACAGG 
GTTGACTGGC TCAGTATACT TTGCGCTAGG 
AGCAGGTCTT TATGTTTACA TGGAATTTGG 
GAACTACCTT GAGTTCATCT TCAAGAAACC 
ATATGTCATC TTTTTAGGCT GGGCCGCAGG 
TGATGCTGGA AAGGTCGAAG CAACACGTTG 
TTTTCTTCTG CTTCCTTGTC AACTCTCTCA 



CCCACCCCAG TCTGCAGCAT TCGAAAGCCT 
AATTTTCTCG CAGCTGAAAA TACGAAAGAA 
CGCCGACGCC AATGATGTCG AGGCGGGCGA 
TAAGCGGCTC GGCCTGTTTT CTTCGATCGG 
TATCTTTGTC GTTCCCGCGA ANATCTTCCA 
GTTATGGGTA CTAGGAGCTT TAATTGCTCT 
AACTGCAATA CCGCGGAACG GTGGCGAGAA 
GAAATTCTTC ATTACGTCAA TGTACTCAGC 
TAACTCTGTG ATGGCAGCTG CAATGTTCCT 
GCGTTGAACG CCGTCTTGGA GTTGCGGTCA 
GTGTCAAAGC TGGGTTGTTA CTTC 



1082UP 

GATCCGCAGC TTCGGCAAGC 
CGGCACCATC GACGCCTCCG 
CGTCTCCGGC AGCAGCGAGT 
TGCGCCCGGA AGCGGCTGCT 
CATCTCCCGC TCAATCCGCG 
ATAGTGGTAG ATTTCCGACT 
CAAGTCGTTC ACGAACTCCT 
GAGGCTGAGC GGCTTCTTGA 
AGTGTAGAAA ATCGGCAAAA 
CAACAAAACT TTGAGCTGGT 
AAGACTTTGG TAGTGTACTA 
TCACAGCCTT GCTTCAAGTT 



GCCGCTTCTC CTCCGTGTAC 
GCTCCTCCTC ATCCGCCGTC 
CGTCCTTCGC CCCCGTCTCG 
CGTCCGGGAG CGGCCCGAGG 
GGATCACCAC CTCCCGCACG 
CCTTCGTGTT GTACATCCGC 
GGGCCCGCTT GTAGTGGTTG 
TGATCCGGTA GTAGTCGGGA 
TCTCAATACC ATTTTCCTCC 
CCCGTAGCAA CATCGTTAGC 
TGTGTTCCGA AACAACATCC 



TCCTCGTCGT CGTCGTACTC 
GCGTCCTTCT CCTCGTCCAC 
TCGTCGTCGC GCTCCAGCAG 
TACGGGTACT TCACCGGCCC 
TACCGGTCCA TGATCTGCGC 
GCGTTCCACG TGATCCGCAC 
AGCTTCTTTT TCACCGTCGC 
TAATCCTTCC TCAGCGGCAA 
TTTAAGTCAA ACACGCCATC 
CCTCGCCACC TGAAAAGCTG 
CACGCGTCGT TTCTGCCCGT 



1083RP 

GATCATCAAT TTCTTTTTGG CTGTTTTCTT 
CGACGCCACA GCAGTCCTAA TGAGCTCATC 
TTCATTCCCT TCTATTGCTT TGGAGCCAGA 
AGTTTGGGCT CCCAGTTTTA AAGCTGTTTG 
CTGGGAATTG CCAGCAAATG GTTTTCTGTG 
TTTTGTTTCC TCTAAAATAT GCGGTGAGGT 
CGTAAACTGT TTCGTGGACT GCAGATCAGA 
TTTCACTTCA CTTCCAGCGC GGGATTGGGT 
ATCGAAGTTG AAAGTTTTAG ATATATCCTG 
AATGATGCTT TCCGAATATG TGGGTAGATT 
CCTCCGAAAG AGA 



ATTTACAGCC TCTATTTCTG AGCGAACATG 
TGTTAGTTCG GTTGCAACCG CGTTACGCAG 
ATCTCTAGCT TCATCTTGAG CGCTAGCTTC 
GTTAAAATGA AAAGTATTTT CCTCTTTTAG 
CGATGACTCA AACGGTACAT CTTTTTTAGT 
TGTAGAGCCG ACACTAGACA TAAATGGTGC 
CTGTTGCTGT GGCTTGAACT GCATGCTAGA 
AGTGGGTTCG GTAGTCTTAT AATCTCCACT 
GTGTTCTCCG TGCAAGGAAG AcCCCTGCTC 
TGAATCATTG CTCCCTAGNA GCAGCATCAT 



1083UP 

GATCCTGAGC GGTGCGGACG AGGAGGAGCG 
AACCGTGAGC CGCAGCGCGA CGGGCGGGAC 
GAAGGCGGAA GAGGCGGCGA CGGCCGCCTC 
GAAGTAGCGT AGATAGAAGG ATATAACTGT 
GCGGACGCGC GCTGGCGCGG CGCCGCGGTA 
CAATCTCTGC GTCATCATCC CGGCCAGAGG 
TGCTAGGCGC GACGGGCTCC GTGGGGCAGC 
ACTTTGAGCT GAAGGTGCTT GGGGCATCGC 
CGGTGAATTG GAAGCAGACC GAGCTGATGC 
AGTGCAAGGC TGAAGCATTT TGCGGCTGCG 
ACGCAGGCCC CATCCAAGCG GGAATTTGCC 



CGAGGAGGAG CCGGAGGCGG TTGTGGGGGA 
GAAGCGGCGC TTTGCGGATG AGGAGGCGGA 
GGACGACGAG GAGGCGCCCA AGAAGGCGCG 
ACAGTACCAT GCAAGACGAA TCTGAGGCCG 
GCTGCGGAGG GCAGAAAAAA TCGCCGTCGA 
ACAAGATGGC TGGCAAGAAG ATTGCGGGTG 
GGTTTATCCT GCTGTTGGCG GACCACCCTG 
CGCGATCCGC TGGCAAGCGG TATGCGGACG 
CGGCGTTTGC CGAAGACATC GTGGTGAGCG 
ACGTTGTGTT CTCTGGGCTC GATGCGGACT 
GACGCCSGAC TGGCTOTTGT CTCGAA 



160 
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1201RP 



GATCTTCGAG ATGAACCCAA TATGGAACAC GGGCTTCGCC AGCTCGATGT GCCCGAAGTG 60 

GCCCGGGCAG TCGTTCATGC CCTCGCCACA CGTCTGACAC TTGAAGTTCC GGTCGATGGA 120 

GCCCAGCCGG GGGTCGTTCA GCCCTCCCAC CTTTGCGCGC ATCTGCGTCT CGTCCATCGT 180 

CTCTGGAAAC TCAATCTTGG CCACCGAAAT CGCCCGCACC TCCTCGGGCG AGAACAGCCC 240 

AAACTGCACC TCCTTGATGG TCCGCAGAGG CGCGCTCGAA TACGGAAAGT CCACCATCGC 300 

TGTGTCGTAC TACCGCTCCC GGAGATACAC CCGTTTGCAA GTTCGTGTGT GCACCTGACG 3 60 

CCCAGCCGCC ACTCGCAATC CTCGTTTACG CCGACCGCTT TGTTTCGCTC CCTTGCCGCA 420 

ACAACGAAGC TCTGTTATAT GTGCCCGCTC GAGACCCTAA GCCTGCTCCT GTCGAACACA 480 

CGCTCACGCC CAGAAACTCG TGTCTTTACC TTGCAGCTCT GGAATTGGTN CGCGCCAAAC 540 

CNGCTTATTG CTTGGGCGAA CNCCTATGCT CCGTGTNATC TCAGCTGGAA TNCACCANAA 600 

ACNGACCCCC CACCTACCCC NCAACTCTGG TTATTGGATT TTGCCGGGAA TAAACNCANT 660 

GTTNCCAATC CTTNCACCCC CAACTGTTGT NTCCNCTGTT CNGTNCNCTN TTACTCNTNA 720 
CCCTCCNACN CCAATTTTTT TTNCCCGTTG CCCT 



75 



1201UP 



GATCCTCCGA TTAGCCTCGT CTTAAAACTC AACCAAGCTG CTCTGAAACA AACAACACGT 60 

ACCACTTCTG TGTTGTTCCT CTGCGCTTGT TGACCGTCCC GCAACTACTA TGTCGTTACG 120 

20 TGTGTTTTTT CGGGAAACTT GCCACCGTCT CAGAATCAGA GGCTGTGAGA TTCTTCTGTC 180 

GAATATCGCT CTGGACGTTC GCTTACGTGC GCCCCGCCAG TGCTCTTAAC CGGCGCCGTA 240 

GCCGCCGGCC CTGGCCGGTA CCAACAAGCA TGGCAGGAGA CACAGAGTAC TACAAGCAGG 300 

CGGTGGAGGA GTACGCGGCG CTCAAGCAGG ACACGGACCC GGAGGAGTGG GACAGGCGGA 360 

TCGCGCAGAC GGGCTGCTAA GTCGAGAATA TGGCGCTGCA GCTGTGCCAC GCGGAGACCG 420 

GGGACTGGCG GGCGTGCGCG GCGGACATGG CGCGGTTCAA GGCGTGCTGG GCGGCGCAGG 480 

25 CAACCGCGAG CGCGTGACGC ACCGTGGACG GTGAGCTGCG GGCTGTAAAT AGGTGTATCT 540 

GGAGGCGTGT CACGTTGACA CTGGACACGT TACGAANCAT TNTCNGGNTN GGCCNCCGGA 600 
ATGGCCANCC CCNATCTNAN NACCCAAACN GGGGTATGAT NTN 



30 1 2 02RP 



GATCGAAAAC GCTGCCACCG AAAGCTTGAC ACTGAAGGGA TTTGAGTATT CTCTTGCATT 60 

TTCCAAGGCG AATACCAGCT TGTCCCAGGC TGCCGATCCA ACCTTCCCCT CCTTCAGGGC 120 

CTGCTTGTAC CTGTCGTCTA TCTGCAGCTG AGGTAGCAGC TCTGTGATCA GCATGACGAC 180 

GGCCAGCGCA GAGGTAAAAC CTTTCAGAAA GGCCTTTGAG ATTGCATTGT CGATGAAACC 240 

GAGCCTGAAG ATGCCCATGG CGAACACCAG GACCCCTGAT ATGCATCCGA TAACCGCAAC 3 00 

GGTCATCAAC GGTTCAAGCG ACTTGTGCGC CCATGCATCG CAGCTCTGGC CCACCACAAG 360 

GGACGCAACC GTCTGCGGCC CTACAACCAT CGTCGGGACG CTGCCGAAGA CTGCATATAT 420 

CAGTGGGGGG ATCACCAGTG CGTACAGCCC TGCGTATGGT GACACATGTG CCATAGTGGT 480 

CAGCGAAATG GCCAGCGGTA TCTGGAATGA CGTCAGCGTC AGCCCAGCAA GCATGTCCTT 540 

CGCATTTCCC CAGAATACTC TGGCAGCCAG CGTATAATGG GCCGTAGTAA GACNCATAAA 600 

ATTTNTTTCC TNCCTACCGT TGTCKNTTTA TNGMCTGTAC CCCNTACGAC TTGTCANAAG 660 

CAGNTNCCCC CCGCCCGGAG ACTTCCANCC CNTCCCTACT CCCAATTTGG ACCANGACCC 720 
GGTTCCTGGT GCTTN 



1202UP 



GATCGCCGCC GCGCCCCAGG ACTACGTCGA CTTTCTCTCG CTCACACACG TACTGGACGA 60 

CCCGCAGCAG CCCGAAGCGG ACTGCGTCGA GCACAGCTAC ACGCCCGATC CGCTGCAGCT 120 

CGCCGTCTAC GCGCACGCCC AATGAGAGCT CATCGCTCCC GCGCAGTGCG ATTTTTTTGC 180 

CGGCCGCCCG CAGCGCTCCG CCTGGCCGTC ACCGAAGCCC CAGCGATGAC AGCCAGCGTC 240 

CAGGATATCG TGGTGC CCAC CGCCGGCGAC AGCGCCGGCG GGCGCGACGG GCGCCCCAAC 300 

CAGGCGGTCA CCCTCCCCGT CGCGCTCGAC AGCGCGACCG GCGAGGTGCT CGTGCGCAAG 360 

GCCACCGGCA AGACCCGCGT GCGCAAGGGC CAGACAGAAG AGCAGTACTG CGAGCAGCTG 420 

CAGCAGTACT TCGAGCGTGA CGGCGGTCCC GAGTGCACGG ACGAGGGCTG GCTCGACCGC 480 

GCGGCGCCCG CGGCCGCCGC GCGCACCAAG CAGGAGCGCC AGCGCCTCGC CCGOCGTCTA 540 

CCAACGCCTC TACTTCCTCG GCCGCCGTCG COAANCCGCC GCNNTCGCCC GCCACTGCTG 600 

TATACGTTCC CNGNTCNGGG CNCCTHCCNA TTNGCGCCCG A ANTNC TCNA NCTCNNNNCT 660 

NNTOCTNNCN GACCCNNNNN CCCTTAATTT TTCNTTTNNN NNTTTOTCTT TTCCCCTCCC 720 
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NCTGTTACCC TCNCTNCNTC CNTGGTNNTT CCNTTTGGTG NGCTNTCTTC CNTNCTC 
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1203RP 



GATCAAACAG CTGCAGTTGT TGAAAAGGTT GCTTGAATCC AAACCAAGGA AGGACGTATT 60 

TTCGTTTCTA GGCCTGGATA ACTAATCTCT TCTCCACTCT AGCTGGGGAT AACACCTGCA 120 

5 GGACGTGAAC TAACAAGTTG ACTACTATAC AGCAAAATAA CTCGAACAAG TTATACAGAA 180 

TTTTGTAAAT ATATTATAGC AGCCCTATTA CTATAATTCC ATCATTTGTT AACGCTTTAG 240 

CCTTCGTTCT CAGACTCGTC GTCATTTTCT TCATGATAGT TGATATTTTT GCGTTGCCTT 3 00 

GAGCTTTTCC TTACTGGGCC TGCATTGAGG CTCCTACTCT TTGGCCTGTA GTCACCTGCA 3 60 

GAGCTTGGTG TATCTTCGTC CTCGCTTCCC TCATCGACAA CTTTGCGCTT CTTCTTAGTT 420 

TTAGATGAGG CTGATGATGG GCGTTGCGCT TCTTGAATTC TCTTCCTCTG CCCTTGGCGA 480 

10 TGTTGAATTG GCGCGATTAG AGAAGCGCGA TACTTTGGCC CTTATATTTA CTGTCAGTGT 540 

TTCAACATGC TGGTCTGATA TATAGCTCAT GAACGCGTTT CTTTGCGCCT CTTCCCATAT 600 

TGGGGAATGG CTGATAAAGT TCAGAAGGCA GATTAGCTCC CAGGTAGACT GGTAGATTCC 660 

ACCCCCGTTG GTTTTAGCTC AAANATNATC AATTGGCAAC CNGCTAGANA TAATNTNTGA 720 
ACATATGCTC CGTGTNGGAT CCGNTGCGAT CTCCCC 



15 



1203UP 



GATCATTGGC TCGCTGCTCG GGGAGACCAT CTCGGAATGC GACACTGTGT CGATGTCTGT 60 

GCTGCGGAAG ATCTTCAACA AGTTTCTGAC ACACGATTTT GGCCCGCTGC GCTCCCTGCA 120 

20 GGCCTCCGCG CGCGACCCGG CCTTTGATTT TTCTCTGACG ATCTGCCAGT CGTACAGTAA 180 

CCGACTCGGG CGGCAATTCA CGAAGTTCTA CTCCGAGATC CTGTACGGGA TTACGAACCC 240 

TGGCTCGGCC GGCTCAGGCG AGACCGCGGG CCTGCAGTCG ACACTTGACT CGGAGTTCAA 300 

GACTCTTCTG AAACTGCATA AACTTACGGC CAACATATGG GAGCATGTGC CGGAACTGCT 360 

GGGCTCCGTC GTCGGATTTG TGCATCAGGA GTTATGCTCA GACAATGTGC CGCTGCGAAT 420 

TGGGGCTACG CGACTTGTAG GTGATTTGTT AGCCGCACCC TCCGCTGCCA ACTTCGTCAC 480 

25 GATGCATACG GACACATATA ATGCCTGGAT GTCGAAGATA GCGGACATAG ACGCCACGGT 540 

GAGGCGCGAA TGGGTGAAAG CCATACCTAA GATACTGGAT AACAGTCTGA TTTGGCAACA 600 

GATATCTGCA AAGGCTCAAC AAGACACTAA TGGATACCGA CGATGTGGTT AGACTATGCA 660 

GCTTAGAAGC GCCTGAAAGA ACTACAGTCC CCACGATTCT GGGANATCTC AAAATTCCAC 720 

TTNTTCCNAA TTGTTGCGCC TACCCAAANA AAACNAANCT TAGGAACTTT TCATTTGTAC 780 
C 



30 



1204RP 



GATCCGCTTG GCTAGGTCCT CAGCCGGCAT GTCGTCACGG TATAGGGCCT CGGAGCCAAC 60 

TAGGAAGCCG CGCACCGTGT CCGACTTGAT CCATGGCAAG TAGGTCTTGA GCGCATCCTT 120 

CTCCATCGAA AAGTGAGCGT CGTCGTCTGG CCAGACACCG ACCCATAGCT TGAAGCCAGC 180 

ACGGTCCGCA GCAGGACCCA AGAACTGCAA CGTGTTGCAG TCAGAGGTAG AGTAGACTTT 240 

GACCGTGTCC GTGTAGGGGC GCAAGGCCTC GAAGTCGTCG AGGTAGTCCT GAGTGTACTT 300 

GCAGGTACCG TCGTGCTTCT TCACACCTAG GTTGAAGGCC AAATCGCCCA TAGCGTGTAC 360 

AGACGAGGCA CCAAGCAGAG CTGCGGAAAC AGTGGCAGAG AAACGCATAG CTAACGAATT 420 

GATGGTGAGT TAGTCTGGCT AAAGTGGCTT GTACTGGAGA AACGACAGAG AGGGACAAAT 480 

ATATGTTAAT ACCAGGTCAG CGCCATCTGC CGGAGGAAAA AGAAATGTGC CGCGTGTTCC 540 

CGGCACCTTC CTTAATTTAG AAGCATTATC TATCACGTGA ATATCACGTG AAACACGTTA 600 

AGCCTACAGA GAGCTATTGA CGGTGGCTCG GAACACGTTA GCACTGAGTT ATGTACTAAG 660 

GTGGCCACGC ACCATGCAGC TGTCCTCGAT GCAATATAAC CCCCCGGGCC CCGGCAGTCA 720 
ACCGCCATCA AAAGTNCTGN CCCCGAGNNC CCTCAAATGT CCNTG 



45 



1204UP 



GATCAGGAAG CAATAGGTAC TCAATTGCGG AAGATTCAGA GACAGCAAAG GTCAAGTGCA 60 

GTTCAGCAAC ATCGAATCCA CACAAGTTAT GTCGTACAGA GGCCATAACT ACAACGCAAT 120 

50 GGCACCCGGG GGGCAGACGT TCTCCAACAG TCCATATACG AGCAATATGG GGTCCACGGG 180 

GGCTCGCGGG CGCAGCTCAG AGCTGTTCCA GAAGTTCGAG CGATTTGCGA AGCGCATAGA 240 

GGACGTGACG GACCACCCGC TGGTGCAGCG GTTCGTGCCG TACACACCGC TGATTGCGCG 300 

GTTTTTTATT GTGGCCACGT TCTACGAAGA CTCGATCCGG ATTCTGTCGC AATGGCCGGA 360 

GCAGGTGTCG TTTCTATCCT ACTACCGGCG CTACCCCCGA GTTTTCGTAG TGCTGTTTTT 420 

GATGGTGGTC GCGGTGCTGA TGATGGTGGG GGCCACGATG ATCCTGCTGC GCAAGCAGCA 480 

55 GCTGTATGCG ACTGCGATCC TATGCGCGTG TATCATCTCC CAGGATTTGT GTACGGGCTG 540 



163 
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TTCTCCGGCA CTCCTTCGTG TTTGCGGAAT 
CCGTGACTCC ATCCGTGCAG AAGCGCATCA 
GAAGGCGCAC CAAGGCTACA TCCTGCTTGC 
TTACCTCCGC AAACTGGTGA CGNTTCCTCN 



TTCAGCGTAA TCGGCGGTTG CTGATTACTT 
CATTCGGCAT GCTGCCGGAG CTAACAGCAG 
GGCCGCATAT CATAGTCTTA GTTTGTGACT 
CCTCGCGNAC GGTNCTCCCC TCGGTN 



164 
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1205RP 

GATCGCACTT CAACCCATTC AAGAAGACGC ACGGCAGTCC GGAGGACGAG AACCGTCACG 60 

TGGGCGACAT GGGCAACGTG CTCGCCGACG CAAACGGCGT GGCCGTAGGA TCGGCGAAGG 120 

ACCCTCTAAT CAAGATTTTT GGTCCTACGT CGATTCTGGG CCGTACGGTC GTTGTCCACG 180 

CCGGCAAGGA CGACTTAGGC CGCGGCGGCA ACGAGGAGTC GCTAAAGACG GGCAATGCGG 240 

GCCCCAGACC TGCTTGCGGC GTGATTGGCA TTGCCAACTG AGCTGGCTGC TGCCGCGTGC 300 

CGGAAGCTCT GGAAGGTTGC CAACTAGAAG CTCTGATGAC TATGTTAGCA GAATAAACGT 360 

TTTATGGTTC GCTGTGTTGG CGCTGTATGT TACAATTGCA GCAATTAGAA GTCTGCTCTC 420 

GCGCCCGACG GCACGCTCGG CAGCGAGTAG CTTGGTAGGA TGTTTGCGGC CGCCAGCAAC 480 

AAGCCGAGGA AGGGCTGCGA AGGGTTCTAG CACCTTGGAC ATGTTACTCT GGTTGGTACT 540 

GCGTGGCGAC GTTAGTAGGG TTGGTCGAOG AGCTCGAGAA TCTCGCACCG GTGCCGTCTC 600 

GTCTCTGCCC CCNAATTCAG CCAGCNCCCG ATTTCTGCNC ACTTTGGTTG ATCCCNTACN 660 

ATGAAATNTT CCNCCCAAAG AGCCTGCCGT TATTTCTNAN ATGACATCGG TTCCCCCGAA 720 
AAGTGTCTAA ACATCCCTGT CCCCCCN 



1205UP 

GATCTTCAGG TTCCGCGACA TGATTATCAG CGAGATGGGG TGGCTGCGCC GGCGCCCCGG 60 

CTCCTGCACA CGCTGCGTGA ACTGCTCCCG CTCCGGCAGG TCCTCGGGCA GCACCGCAGA 120 

20 GATCATCTTG TCCAGCAGGA TGTCAATGAA GTGCTCCTGC TCCTGTACCT GAGACACCGC 180 

GCGCAACTTG GCCGCGCGCT GCTCCTCCGT ATCCTCCTCG TCCGACATAC CGGCGCCATT 240 

GTCGCTGGTC TCCTCCTGCC AGAAGCTGTC CGCGCTGCTC TCCAGCTCGT GCCGCAACGC 300 

GAACTCGTCG AAGTCGTCGT CGATTGTTTT GCGCTGCTGG TCTTTGCCCG TCCGCAGCCG 360 

CTCCCATGTC GCGTCGAACA GTGAGCACGC GATGTTGGTC ACCAGCTCCC GGTTCGTGAC 420 

GCACGGCCGC GCCTTTTCAT CGTCTGCCAC CCTCTCCTCT GCCTCCATGA TGCGTTCATA 480 

25 CTTGCGCGCC AGGAATTCCC CCAGCAGCGA ACGCCGCTTC TTGCTGCCAA TTGCAACGCT 540 

CTCAAGCGCC TTGGTCTATC GTCCTCCTTC ATCGGTCCTC CGCCCCCACG TCATATAGAT 600 

TGCGGCTCGC GGTAGCACAC TGGCGAAGGC TGCCTTGGTT ATATGCCGCT AGAAGCAGTC 660 

TCGGCGGTCA GTTAGTCCTT TCGTGATGAT GACGTGTTCA CGATGACTCG GATATAGAAC 720 
AGTCATCTAT CGATTGAGAA CATAGC TATA TAGAAATGAT TTACTGTAAT ATATCGA 



30 

1206RP 



GATCGCGTCC GTCGTCGTCG GCTCCTCGTC CTCGTTGAAC TCCGTCCACA GCTTGAACGG 60 

CCGCGCCGAC AGGTCCACCT TCGCCACCGT CTCCGTCACC ACCTCGGTTC CGAACTTCAC 120 

GGACTGCGCC TTCATCCGCT CCATGAGGTC GCTGCCCGTT AGCCCGTCGG GGAACCCCGG 180 

35 GAAGTTCTCA ATCTCCGTCG TTGTCGTCAG TTGCCCGCCT GCAGCCACTC CGTTCGCGAA 240 

CATGCCCTCG TACAGCGTCG GCTTGATCTC CGCGCGCGCT AGGTAAATGG CCGCAGTGTG 300 

TGCGGCAGGG CCGGAGCCAA TGATCGTAAC TTTGTGATGC ACCATTCGTG TCTGCAAAGC 3 60 

TTGTCCCAAC CGGTATCTTG TTGCTGCTGC TAGCATCAAC TGTGCACCGC TAAGTTTCGC 420 

TCGCGCTTGC TGGTTTTATA CCTCTGGGCT TCACCATCGG TGAACCTTGA TCGCCGTTAC 480 

TATTTCCGAC GCTTATGTCC GCACCTGACA AATTCGGCTT CGCGGGTGCG CGACTGCGGT 540 

40 CAGTGGGGGG TGCAGTACAA GATACGCACC GCGGGCCTNT NGNNNTCNNC GGCCCTCTCN 600 

GNGGCCCGCC GNCCCTTCNC AGGATCNTTN CCTCANCTAN AACNNGGCCC GGNGNNNTCT 660 

TTTTTTTGTN CNGCNAACGA AGGCAATNNA ATNTTTNNTN GGNCNTNNGT TNGAANTGTC 720 
CNNCNGTGGG CATCGCNGCT TATNAACACN C 



1206UP 



GATCCGCTGC TCGTGCACCA CCTGCTGCAG GTAGGTTGCT ACTCCACGCG CGAGATATGG 60 

GTCCTGGTCA ACATCCTACA GCTGACCTGC TTTAACGAGA CAACCAAGGA CAAGTACGAC 120 

CGCCGCATCA TCAGTTCGCG CGGAACGGTT TCGACGGCCC TGTCTGCAGA TAAGACCTTC 180 

GCTCAGGAGT TTAACTCCAA ATGTCTCAAC TTTACGACCT GGTGGCACCT CATGGCCCGC 240 

CTAGACCACG CTGTTTTCAT GTGGTGTCTA GACATTATCG TGGCCGAGAA CTCACAACCC 300 

TTCAAAAGCA ACCCCATCAT CCGCGATAAG CTCAACGGCA AGGACTGGGA CTACTACCGT 360 

GATCTACACG TTGTTGTCAN CTATAGGATT ATCTGCGCCC TGACTCTTAC AGTGCTTCTC 420 

AGCTATCATT TTGGCTTCAA TAATCTCTAC GACCTCTCTT TTGTCGACCC AGCCTTCCAG 480 

ATAATAGGGC CCGAACAAGC GACTTGGGGG ACGTGCATGC AACCTTTATC AAGAAATGGC 540 

ATCACAACTA TAAAAAGTTC TAGTTGCTCG ACTTGTAATC TCATCTCTAA ACATAATATT 600 



165 
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CTTTTATATG CTTGTATTAC 
GNTGGCCGTN AGAACNGATT 
TAACCCGANA TTTCCTGATN 



TTANCCTCAA CATGATNACN 
TGTGTCAACT TNTATAAAAC 
CNTGATCCTA TGANGATGCC 



TATGCCTGQA AGATTTCCNC 
TGACCCGTGC GCCCCTCCCG 
GGCNCATTON CANTATTC 



166 
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1207RP 



GATCTGTTTC AAAAATTGGA AACGCTTACC ACCTCACCAA CACACCAGGA CTTTATTTCG 60 

TAGAAACAGG CGATCGGCCT GAACAACAGT CACTAGAAAC GGTGCACCAA GGCAGCTTGG 120 

5 CAACGAGGAG GCACCCTAGG GCTCAATGCG TTGATAGTAA AGCATOTACA CGAGCTTTGT 180 

CTCCGAGAGA AGGAACGACG TCTTGCACTC CGACACGTAC GAGTCTGAGA TACACCACCA 240 

CGGGTGCGTA GTGGTGCGAC GTAAAGCCTT CAGTTTGCGG GGACGGCCCT GGGGACGGGG 300 

GAGTACCTTC GTGGCAGCCG AAGATACGCC CGATGAGCTC GCAGAGCTGG CTCCGGAGCT 360 

GTCCTGCTCG GCTGACGCGT CGGGCTTGGA GACGGGTTCT TCCGTTAGTA GTGACTGTTG 420 

ATGGAAGCTC CCCAGTAACG GTCTTGAGCA AGCGGCCATC GGCCCAGGCG GAAGGCTTCC 480 

10 AGCTGGCGTA GGGCACAGGC ATTCGAGGGG CTGGCTGCGG GACGGCGTCC GACGAGATCA 540 

CATCTGAGCG AATGATATCT CGCCCGTCCT TGGTCCTTCC TAAGTCAGTT TGTTGGCGAA 600 

CATGCGTTAT GCCCTGAGAA TGGTTGCCAT GTGCTTGATT CATGCGCCAA CAGCTTATAG 660 

GGAATGCCAA ACCCCCACCA TTGTTNTCCC CNACACTGCT CNTGAGACAC CCCCCCCGGA 720 
AANTNAATGC GGTTTNTTTG TTAAAACCCN TNAAAA 



75 

1207UP 



GATCTAATGA GCGATAAGTC ACCGGTTATA GAAAGTTCGC CGAATCCTAC AACTGACTCC 60 

AACTCGCCAC AGGAGATATC TCTATTAGAA AAGAATATCA AGGATGTCAT GCGTTCACTA 120 

AAGGGCGTTG ACACGCACTC ATGTGAACAG ATCATTAACG AAATTCTTGT GGTTGATTAC 180 

20 GATGTTCGAT GGGAAGATAT AGCTGGTCTT ACAATAGCAA AGAAGTGTTT GAAGGAAACA 240 

GTTGTTTACC CATTTTTGCG GCCAGACCTT TTTCGGGGTC TCCGGGAACC TATCTCCGGG 300 

ATGTTGTTAT TTGGACCTCC AGGAACAGGT AAAACGATGA TTGCCAGGGC CGTTGCGACT 360 

GAATCGAATT CAACTTTCTT TTGCATCAGT GCTTCCTCTT TGTTATCGAA ATACTTGGGT 420 

GAGTCGGAAA AACTTGTCAA GGCCTTATTT TACCTAGCCA AACGGCTTTC CCCCTCAATT 480 

ATATTCATTG ACGAAATCGA CTCTCTACTA ACTACCGTTC AGATAATGAG AACGAATCAT 540 

25 CCAGAAGATT AGACGAGCTC TTGGTCCAAT GTCCTCCCTA ACGAGCGCCA CGGCTAGGAA 600 

CAGAGAGGCG AAGAGGCCAG ACGCGTACTG TCTTGGCCGC AACCACTTAC CGTGGGCAAN 660 

AANGANGCTG CNATAAACTT TTTCACGGGT CTATNATCCC TTGCCGGAAT ACAACNAAAT 720 
GTTCTTTGAA AACTTNTGGC CTCCAAAAAG AATTTCGAAC TNATTCNNCN T 



30 

1208RP 



GATCAATTAA TAAATGGTTT AACTAATAAA GTTAATAATA AATCTATTAA TTATATAAAA 60 

CTACCTGATT TTATTGAATC AAATAATATT TTCTTAATGA ATACTACTAA ATCATCATCT 120 

ATTGAGTTTA TATTAAATTC ACCACCTCTT ATTCATTCAT TTAATACTCC TCTAATTCAA 180 

TCTTAAAATA TTCTTAATTA TTAAATTATA TAATAAAAGT TAGTGGATAT AGTTTAATTG 240 

35 GTAAAACATA TGTTTTAGGG ACATATATCT TCAGTTCAAA ACTGAATATC TACATATTAT 3 00 

ATCATTAATA TAATAACTCT TTAATTAGAG TTGGTACCAC AAGAATGCTG AAAGCATTAG 360 

GGGTGTGTAC CTTAGCTCTC CTAATTAAAG TTTATAAAAT TATCCTTAAC TAATAAAAAT 420 

AATTAATTAA ATAAATAAAT AATTAATTAA ATTTAAAATG TTTTAAAAAA AGAAATAAAT 480 

AATATGTTTA TATTTAAATA GATTCAAATT TCCAACAATT CCCATTCATT TAGTACTACC 540 

ATCACCATGA ACAATTGTTA CATCATTAGT TTATAGTTTA CTATACTTAG CTTACTAACA 600 

40 TGGTATATGG TATAATANCC CTAATAAACC TTATANANTT TTTACCNAAC TTNGATTAAA 660 

AAAAGGGCGA NCNNCTTTGG NGGACCCCTA CCCNTAAAAG GNGTAATGGT TCCCCAATTG 720 
GTGGCCGAAA TAANTTGGCC 



45 1208UP 



GATCTTAATT TAAAATTTTA ATTAACTATT TATAATTTAG AAATATATAA TCTAGAGATA 60 

TATAATCTTA AAATCATAGG TAAAAATACA TAAGATAGTA AGAATAAAAT TAGTAAAATA 120 

AATAGAAAAC CATAAGTTAA TTGATTCATA AAGAAAAATG GAATTATTTG TGGCATCTTA 180 

ATTTTTATTA TTTAA TTG AT TATTATCTAT TTAACATAAA ACATTTTAAA ATGTTATAAA 240 

ATAAATAAGA AATTACTTAT AGAATATTTA TTAAATAGTA TTTAATTTAA TTTTAATATT 300 

AAATATACCA TTTTTATTAA TAAATAGATT ATTAAGTTTA TTAATATTAA GTGATATATA 360 

ATTTAATTTA TATAA ATTAT TTAATTTACT TCCCCTGATA TATATAATTA TTAAATGTTC 420 

CTTTCATAAT ATTTATTTTT ATTAGTCTAG TAATATTTCT ATTTAATAGT CTACCCCTTT 480 

AATTGGATAT TACTACCTAC TAAATATTTA CCCTAATAAT AT ATTATTA A GAATACTTAA 540 

TCCTAATAAT TTATTATCCT AAGTTATATA AATTAATTAA TCCTTTTTAT TATTATTTAA 600 
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ATTATTATTA ATTAGTAATT ATATTTATTA TTTTATTAAC ATAATTTTTG ATAATATATA 
TCCATATAAT GGTATTTATT ATATACCNTN ATGAATTAAT GANAACCCTA TATATGANAT 
TAGTTATAGT GACTTAATCC CNATCTCAAT ATATATAATT ATTATAGAAN ANATACTTTT 
TC 



660 
720 
780 



10 



15 



1209RP 

GATCAGCCTA 
CAGATTACGC 
CAGCTTGTCA 
GCTGTTGCCC 
CTTCGATAGG 
GCAGCCCCCC 
GTACtAGTAA 
CACCTGAAGA 
GCTTCTCTTC 



TGTAGCAACT 
AGACACTCCC 
CTGGCCACCG 
TGCGCCAGCG 
TCTCGACTGA 
CAGCTGTAAT 
TGCCAGTAAA 
TTCTTCAGTC 
CACTCGAACC 



GATCGGCGCT 
ATATTTTGAC 
TCAGCGGCAT 
ATGGCTCCTT 
GCGAATTACC 
TCACCGTTTT 
ATGTGGAAAA 
TTCTCCGTCC 
GCAGGGCTTC 



GGTCCGTGTC 
CGACTGGAAC 
GTTGTTCAGC 
AAGATCCTGC 
GACATGGTCC 
GACCAGCAGA 
GACCTGGTCG 
CGAACATCTT 
CAAGGACACT 



AAACGCCGAA 
TTTGTGTACA 
CGAGTCGCTA 
GTTCGCATAT 
AGTAATAACA 
AAGTGCAATT 
TTCTGAAGAT 
G GAAAA ATCT 
CCTTGCAATT 



AACACCCCAC 
CAAAGCTATT 
GCGCCGCACT 
ATTGCGCAAA 
ACACCCCAGG 
GTAAAAGAAT 
ACGAAATCAT 
GCNGNTCGTC 
GAA 



60 
120 
180 
240 
300 
360 
420 
480 



20 



25 



30 



35 



1210RP 

GATCTAAATT 
GGCACGCCAG 
AAGTCATTAA 
ATAGTCTTAG 
ACAATGCTTG 
TGTACCACGG 
GGACCGAGTC 
ACGCCCATGC 
TATCACNCCA 
CCCAATA 



TATCAGCCCA 
ACTGCGAGGT 
ACTTACTAAA 
CTGAACCTAC 
CCCACTGCCA 
CTTGACGTCT 
ATCCTCGCTC 
AATCCTGCCC 
NCCTGATCTG 



TGGACGGATG 
GGCAAATAAT 
TATTGTTGCG 
TGTCGCACCA 
GTTTTCCGCA 
GACTCTACGC 
GCGTGTTCCC 
GTAAAAGTTT 
GTACGNAAAA 



GATTTACGGC 
TCACATAGCA 
TAACCAAAAG 
GCCCTTTACT 
CGGGCGTTAG 
GGACCAACGA 
AGAGACAATT 
GCACANTTCA 
NTTTTCCNTN 



AGCGTGTCGC 
ACCTGCATTA 
CACCGTGTAT 
ACGTATTGTA 
CATGAAGTCT 
GGTTAGACGG 
TGAGGTTCCA 
TCCCACACTT 
TTTGGTGAGG 



CGCAGCACGG 
TAAACATCCC 
CATCATCTTC 
TCTCCCTTTT 
TTGCCGCCTT 
AGTGCACCCG 
CGGAGCATCC 
GGGGGGTTOT 
AAATCAGGTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 



40 



45 



50 



1210UP 

GATCGAGAAG 
CCTGACGCCG 
CCCTGTCGCN 
CTGCATCACC 
CCACGAGGAC 
GGGCCTAGAG 
GGCAGCAGCT 
CTCCTCACTA 
GGCGGNGNCG 
GGTGAAGCGA 



ATGCGGCGCC 
GCGGAGCGCT 
GAGCCGGCNC 
AAGACTGACT 
AGCAAGGACT 
AGCCCCGCGC 
GGGACTGCCA 
TTTTGCCCTC 
GGCGCNAAAC 
ACCCTTTTITJ 



GCAACGAGGC 
ACGCGCTGGA 
GGCCCCTGGC 
TCGACCGGCT 
GGTACTTCCA 
TGCAGCAGGC 
GCACCCCGCA 
CNTGCCCCCT 
CCCTACCAGA 
NCTCCTGTCT 



CGCCACGCCC 
GCAGGGGCAG 
CGTGCCCTGC 
CGCTAGCCAC 
GTGCCCCTGT 
CCTGGTCTGC 
GCGATTGAGC 
TGGCCTGCCC 
ACCAAANHAA 
TCCCNCCCTG 



GAGGCGGGCG 
GGCTTCCTGG 
AACGAGCTTC 
GGCATCCCGG 
GGAGTAGAGG 
TGCGACCAAT 
TTGCTGGCCN 
CACGCGCCCG 
CNACGCCNCC 
AAAGACCTAN 



GCNACGAGCT 
CGCCTGTCGT 
CCGATGAATA 
TCGAGGACGT 
AGGTTAGCCC 
GCCTCCGCGT 
GCGGGCAAGA 
CGCCCTCACG 
GCCGCCCNTC 
TTCTCCTTCA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



55 



168 



EP 0 866 129 A2 



1211RP 



GATCTCCTCC AGTAATGGCG TCAGAGCACA CTGGTAGCGG ACCCCTGCCA GGTAGCTCAT 60 

CGGCAAAAAG ATAGCACGCG TATGTACCCA CCAGCGAGCC GGGTGATAAG GAAACTGGTA 120 

5 CGGCAGCAGC CATAGCTCTG GTGGCGCTGG GTTCACGCCC TCCCACTTGT ATAAATTGAG 180 

CACGGAAAGC CACACTTTAC CCCAGTACGG CGAGCCAATA GCACCCCCCA TGCGCAGCAG 240 

GGTCTTCCGC GCCCGCTGCA TCACGATGTG TTCGCGCTCC ATCCCTAAGA GCCGCAGCAG 300 

AACGTAGTTC AGCGCGGTGC CCATCGACAG TCGACTTGTC CTCCGAATGC AATCCCCACC 360 

CGCCGTCGAC AGGTGTGCCG TGTTCACCAC GTTAGCGCAC TAGCTCCCGC CGCTGAGGCT 420 

CAGGAATACC ACCCCGCCCA CATGCATCGC CACCACATAC CCATATCATN ACATCNGGCC 480 

0 CCCTGTTACA ACAGGAAANT GCCCNAACCT CCTCCTGCAG ANGGCCCAAA CCGCCCCCG 



1211UP 



GATCTACATC ATGGGAGGCT AGGAAGAGCA AGGCACCGCG TGCATTTGTA GACTACACGC 60 

15 TATAATATGC AAATGGCCAA TACCTTTGCC CCGGATCCAA AGAAGGGCAC TGTCAAGCAT 120 

ATGGTTATCG AGACGAGCTT CAACCACTTG GCTCTAGGCA TGGTCAGCCA GATATTTCCG 180 

CACTAAACAA CGTCTAGAAA ATGACTTGAC CTATGACGTG CCGGGCTTGA CTCATCTTAC 240 

TATCCTCAGG CCCGGCCCTC TTCTTGGCGA GCATGGCTCT AAACCCGTAA TAAGCCCTAC 3 00 

CAACCCTGAT ACAGGAAACA TGCTTACGCG CTGTTACACT TATAAGAAGA ATGTTATGCG 3 60 

CACGCAATTT AATTGGCTTG CGCCAGTTTA AGAAGTTGGG CCAACACTAA GTCACCCGAA 420 

20 CTATCCGCGA AGGCTACCTA TCATTTAC CC TGGAACTGGA TTGTTTGGCT ACTCANTCCC 480 

CAGCNTGAAA ATTGCCCCNA ATTGCCGCTC CAGAANCGCT ATCCAACGGA ACTACTCGAC 540 
CAAATCTAAT TTCCCCTATA ATGTGAATTA CACTGTNAAT TCAGAANTGA ACN 



25 1212RP 

GAGATCTCCC AGTACGTCTT CAAGCTGGGC TTTGGCGGTC TAGGATAGAG CCGGCGGAAC 60 

TCAGGACTGG TCGAGACGGG ATGCTGGATC CCGAAGCTCT TCATAAGCAA CAACCGCGGT 120 

TGCCGCGTGT AGTCATCGAA CCGTCCCTCA GCGAATCCTG CGAGTCTCCA CCTGACATCA 180 

CCATTGCCCA CGATGCACCG AAGCGTTTCT GGAAGGAACA CGCAAACTAG CAAGAAGCCG 240 

ATGCCGGCCA TGATGCTAGT GAAACCAAAC AACCATCTCC AACGGTCATT ATCGAATAGG 300 

ATCAAGCCAG CAATAATGGG CGCCCAAAAT CGGGCCCACN TTTAGGGCCC CAACATNAAT 360 

TACGCAATTG CCTTGCCGGG GTTTTTCGGN GGTGTTGATT TCNCTTACCG TACGGGCCCC 420 

TGAGAAAACG AGAACTCNGA GGAAATGCTG CNCCCCTNTT AAAAAAATAC NCCCATCGNG 480 
CAGGNTGAAA GCANTTACNC TTGACTATAA ATCANCCCCC GANAANNTTA NACTCG 



35 

1212UP 

GATCAGCAGT GTCTTCCGGG ACGTCAACGG CTTGACGGTC TTGCGTACCG TGGCCAGCGT 60 

CCGCACGCCA TGAAATGCCT GCACTGCCTG CCGCAGTCCA CAGTTGCGCA GCGATGCCAG 120 

ACACGAAAAC ATCCTCGTTA ATGCAGCTTG GGTCCTTCCG TCGTCACTGT GCGTCTCGAT 180 

40 TAAGCCCAGG TTATCAGTAA CATCAAAATT TTACATAACT GCCACGTGAT ATACACGTGA 240 

TAAAGATCTA CACCCATGCC CCCTGATTGT GTAAAAAAGC AACTTTTGAA AAATTTTCTA 300 

CGGTTCCATC CGATGAGATG AGCTTAGCCT AGTGCGAGTC CAATATCAGT GCACTAAGTT 360 

TATCCAGTGA TACTTGTTCT CGAGCTTTCA GCAACAGCAT CAGTTTACAA ATCGCACCAG 420 

CAGTTATCCC TGGAAAGAAA TCCTACGGTC CGAACTCCCA TGATAGTTTG ATACGGCCCT 480 

TACAGACGCC AGCGAAAATC CCACATCTCC NGGNGGCTTC AAATNNNCTT CCGNGGTTCT 540 

4S AAAGCTTAGG GGNATTCCCA TGCANGGGTT TATNAAATTT GANAAT 



50 



55 
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1213RP 

GATCTTTTTT AGAGAGTTCA GTGTCGCGAC CAACACGGTC GGAGGCCCTT CAGCTACTTC 60 

CAGAAGGTCG TAAAGAGTCT CCAGTAGCCC CAGGGTGCGC TCGTGGTCAT AACAGTCCAT 120 

5 OTGAGGTAGC GTGTTAATAA CCGCTTTCAG CATGCTCGTA GAGGACTTCT TTACTAGGGC 180 

AGAACTTATA AACTTAAATG TCTCGTCTAT GCATTCAGGG GTACGAAGAG CTGCCAGTGT 240 

CCGAATCTCA TCAGCCGATC TGCTCGTTTT ACTTTGCTCA GAATCGCGCC ATAGTTTAAC 300 

TOCNGOTCCC AAATTAACCC GGTTTCCCNG GACCCTTTTN AACAAAAAGG AAAAAAAATT 360 

CCGTTTCCCC CCCNCTNCCC NNNNTGGGCN AAAAATTTTT TOCCNCGGG N AAAATTTANC 420 

pccccSctt AAGNCCCATT AAAAAAAAAN NNNNNNTTTT TTTTTTTTNT NGGNGCCCNN 480 
NAAAAANNTO CCCCNNTTTN HAAAANNGNG NGGNTTNNNG NNNNANANNN NANNN 



1213UP 

ruTCGCTCAC TTCACGAACT CCAGCTCCGC AGGCCGAAAC GTCGTCGCCA GCTCCGCCTC 60 

15 2^Xc55c CCCACGTTCA CATACACGTA GAAGCGCCCG CCCTCCGCGC CTGCCTGCTC 120 

CCCCGCGTAC CGCCGCCCCA GCGCGTGAGT CACCCGCTTC ACCTGGTACC CCAGCCCCCG 180 

^^^CACG TTCATCTCCG TTACGTATGT CCCCAGCTCT CCCCCGTCGC CGCCCAGCGC 240 

GCCCAGGCAC TGTGCCAGCA CTTGCTCGTG CACCGCCCCC CGCGCCCGCA GGATGCACTG 300 

^GCAGCAGC CGCCGTCTAT CGTCGCGCGT CGTCTCCGTC ATTGCTCTCC TGCGCCCCCG 360 

ATGCACGCAA ATCCGCTCTC GAATGCCTTT GGCCTGCCCC GGCTTGCGGT GTCTGGGGTT 420 

20 GATTGCCACG AATCCTGAAC CAAACTGACA CATTTTGCCA AAAGAAACGC CAATGTCTCT 480 

CGAACGAATT TCNCGNTCTC GTTGAACTAA CCGCCGCGCC CAGTTGGGTG AAGCCGCTGC 540 

TGTTCCCACC TATCCGGTAG GGTTCAGCCT TCCTGTGNTT CCACTANTGG NAAACNCCTG 600 
CTT 



25 



30 



1214RP 

GATCGTTCAC 
AACCTCGAAT 
TTTCATCTTC 
GTCTTTCTAC 
ACTTCAAACT 
TTACTGCCAG 
TTCCATATCN 
NANATGTTAA 
CTCCATTTGT 



GTCAGCCAAT 
GCAATCATTG 
AAGGGTATGT 
CCCTCCGCGG 
CTTGTCGTGG 
AACTTGTGGG 
ATTGACACTG 
TTTTTCNGGT 
CCCNAACNAA 



TCTGTGTCGT 
GGGTAAGCCA 
CTTGAAGGCG 
GAGCAGGATG 
ACCGAACGCA 
CGGTGATGGT 
CACGCCCCAA 
TTAAAGGACT 
CAATTNAATT 



AGCCCACTAC 
CAGCTTCTGT 
GCTTTAAGGA 
TTAGCCGGAG 
ACTTTAGCTG 
AGGAATTTTC 
CATTCNAATT 
TATCNNCCCT 
CCCCTGTTCC 



ATTGTAGAGC 
AGTCTGCCTA 
ACCCTTCATC 
CTTCTGAATC 
CGCCTTCAGG 
TCCCATCTGG 
TCCANANCCC 
NTCAATTTTT 
TTCCCNA 



TTATAGATTA 
TAGCAGAACT 
GAAGTACTGG 
AAACTCTTGC 
TTTTGTTTCT 
GTTAAGTTCC 
CTAC CCCCCC 
CTTNAATNAA 



60 
120 
180 
240 
300 
360 
420 
480 



35 



40 



45 



1214UP 

GATCAAGACC 
TACCCAAATC 
ACACCAGTAA 
GCCTTGTCTA 
CCACGAGCAG 
CCTATGCGTG 
GCGGTAGAGA 
TCGCAAGCTG 
TATATACAAC 
GGAACGGGAA 



TGACGGCTTC 
ACCTGCTGTG 
CTCTTTGGTG 
ACGGGAAGCG 
ATGCTGAGAG 
TGACAGGTCG 
ATGACACTGC 
CCCGAATGTT 
TTGGTNGGGG 
NCGGGNAATT 



CTAAAATCGC 
GAGATACGAG 
TGTGGCTGTC 
ATGCCGGTAA 
GCTCGACCAG 
AAGCAACTGT 
GGTGTCTGTG 
GGCCCAAATT 
AGGAATTCCG 
TCCCCCCCNC 



TAAGTTTAGT 
GCAAGCTGAG 
ATGGTACTGC 
AGCCAAATCA 
AACGACGTCG 
GTTCTGCTTC 
CATATGTTGG 
CGAACAACCA 
GTGAAAAACG 
CCCGGGTTTT 



ACATAAATTG 
CGGGTGGATG 
TCGCTACCGC 
TGTAACACCC 
CATGGGTGAT 
AAGTAATAGC 
CACTATGCAA 
GCCAGCTATT 
GCGCACCAGG 
TGGAACCGGC 



CGGCAAGAAT 
TGCCCATTCC 
CGTGTTCACG 
AGCGATAAGT 
GCTACAGATG 
CAAACTTGGC 
GGTTACAGAT 
GGTATGGAAT 
NAACTTTACT 
CCCNTTG 



60 
120 
180 
240 
300 
360 
420 
480 
540 



50 



55 
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1215RP 

GATCAGAGCA AAGTGATTCA AAGCGATTTT GGACGACGCG TAAGCTGCCA GCGCAGGATG 60 

GCCCATCTGA CTGAGCCCCG AGGTTACGGC AATGAAAGCG CCCTGCGACT TACGTAGCAG 120 

5 TGGAAGCGCC TTGCTGGCCA GATTCACGAC GCTAAACAGA TTAATCTCGA ATAGGCGTCT 180 

CCATTCCTTG ATGTCCGCCT CCGCGATGCG TTGTTGGTAC GAGACACCCG CGTTCGCTAC 240 

GACAGCGTCT AGCCGCCCAT ACTCCGAGGA CACCTTATCG ATCACGGCCT GCACCACACG 300 

CTCGTCAGTG ACGTCTCCGA CAACATAGTC GAATTTCTTG CCATGTCTCG CCTTCAGCTC 360 

CTGCAATTTG GTTTCCGCCC GTGCAACCCC TACTACAACC ACGTCGGGGG TTGAGCACAA 420 

TCTGTCAACG GTTGCCGCGC CAATGCCACG CGATGCACCT GTCACAATTA TAACCTTCAT 480 

10 TCTTGCTTGG TACTTTATCT TCAATGGGCC ACGAACGCTC CCGCTGTTAG TTTATATATG 540 

ACTTCAGGGG CTGTTGGCAC AGCTCACTAG CACACTAGCC TTCACATGTC ACACCAGTTC 600 

GAGAATGAAT GGCACAGTTC CATTTGTAAT CATGATTATC AATACAATAT GTGTTGTAAT 660 

TATTGATTTG TAATATGCAT AATATAGATG GTTATGATTT GTAATACAGT AAATATACGG 720 
TAAATATAAA GTATTTTAAG GAATATTTAT AATT 



1215UP 

GATCGCCCGG GGCCTACGTC ACTGCAGATT GGCGCAAGCC AGGAACAAGA CGGACACTAA 60 

GTCATTCTGT TTATGTAGAT TGGGTGCGCA GCAGCGCACG CGGCGCCGCT GATCTAGCCG 120 

TACCGCACCA ACGGCGGGAC GCATGCGGGC CCGGCGCGCT AAACCACGAC CGTCGTGCCC 180 

20 GGTGCCAATG GACCGCGCGG TCATCCACCC CGCTCAGCCG GAATGTAGAC CAAAAAAAGA 240 

GTGTCGTTCC AGCTCTCAAA TTGGGCTGGT CTCAAGGGGT CGCGGCCCCG CAATCGCCTA 300 

TATAAACGGA CAGCGGAGAC AGTCCGTGCA CTGTCGAGGA CAGGCACACC GATGGTGAGG 360 

GTTATCATTG TGACAGGCGC GTCGCGCGGC ATCGGTGAGG CAACCGTTGA AAAGTTGTGC 420 

ACAGCCCCCG ACGTTGTGGT GGTGGGAGTT GCGCGGGCGG AAAAGACTTG AAGGTGCTGA 480 

AAGAGAGATA TGGCAGTAAA TTCGACTACG TTGCTGGAGA CGTCACCGAT GAAAGCGTGG 540 

25 TGCAGGCGGT GCTCGACAAG GTGTCCTCGG ATTATGGGCG GCTAGACGCC ATCATAGCGA 600 

ACGCAGGCGT CTCGCGCTTC GAACGCATCG CCGAGGCAGA CATCCAGCAG TGGAAGCGCA 660 

CGTTTGAGAT CAATTGTTTA GCGCGGTAAG CCTGGTGAGC AAGGCGCTCC GATGCTAANG 720 
AATCCCAGGG TTACGGTGAN TGTGGTTACC TCNNGANTCA ACNAGGTAGN TANCCG 



1216RP 

GATCAAGTCT TTTATCACTA CAAATGAGCA GCGCTTAAAT TTCCAGAATC GTTTACAGCT 60 

GGGTACGCTT GCAAGCAAAT TTGGCCTTTT TGAGCTAGCG GAGGAACAGT TCGCTCACGC 120 

CAAGCGCCTC ATGCGGCCTA CAGAGCGCCG CGAGCTTTAC ATGTATTACA AATCTCTCAG 180 

CGCGTTCTAT TCCTTAGCCA AAATGCCGAC CTGCTTAATA GATACTCTGC GTGCCTTTAA 240 

TAACGAGCCG CACTCGTCCC TCCGTAACAC ACTACTGGCT GCGCTCTATC CGAACACATA 300 

TCCACTGGCT CCGCCGCAAT AATGCAGAAG AAGAGGTCCA TAGATGAGCT GAACCAGCCA 3 60 

GCGCCANCAG AATGTACTCC CACTTATGCG AACTCCHANA NTGGAAGGCC CTGCATACAT 420 

TTCCGGTCCC ACCNACTTCT GCGTTCCTTG GCTTACCACT CTTGTGAACC GAATNGTGCG 480 

GCATGCCTTG CCCAAAAACC CCTGGAAATC CAT AAAT AC C TCNCGGGGGT TANCTGCGCT 540 
CCCCCG 



1216UP 



GATCTGTGAA TATATGCTTG GGGTCGATTG GTTTGCCAGT GCTATAGAGA GCGGTCACCG 60 

GCGTACGCAC GGCAACTCTT CGAGTTGTCA GCCCAAGTAG CCTGATCATA TACAGGTGAT 120 

GGATGGCTCC TGTATACCTT CCCACACTGC AAGCCCCTGA GTTGCTCAGG TGTTACTGCG 180 

GCAGATGGTC ACATCGCTTC GGAGTATATA GTCTGCGCTT TGAGCCACTT AAAAGGGGCT 240 

CGCCGGCTAG CCCGGCCGCG TGGTCACGTG ATTGCCATCT GCCCCGAACG GAAACGTAAC 300 

AGGCCGTTGT AACGTGGTGC TCATCCGTCA GCAGGCCGGT CTCCCAATGT ACTTCGCATA 360 

TGTTATTTTA CGTTTATGTT ACCTATCGAG GGTCGCTCAG GGTTATGCCC GCGGTGCTGC 420 

CCTGCCACGG AACCCGCAGC CTGCAANCCT CCCTAATTGC CCATGGTGAA TTGAACTCNC 480 

AAGCTTATAT CTCCTTGCCT GATCCCCCAT NATGCATTTG AAGTTCNCCA NAGGACAAGA . 540 
AACANACNCA AAAAACNAAA TGGTTAAGTA AAATTGATTT GGTGTTCCCN CCT 



55 
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10 



15 



20 



25 



1218RP 

GATCTTTGTG GGCCACGACG ACCACCGGAG TACCGCCCGT GGCTTGGACG TACCACTGAA 60 

AAATGTTCTG CATGAATCCC ACCTTGATAA TACCCATGGA CCACTGGAAG TTCTGCGACC 120 

ACGCAGCAGC GATGGGTGGC ACACGAGCCA CTCCCATCAT AGACGTGATC GCCAAATTTT 180 

GGAAGTACGA GAAAAGAGAG ATCGAGTTCG AAGCGATGTG CGCGGCAGTG GTTGAGTGCC 240 

CGATCACAGA CACAAACCCG GAAGTCCAGG ACACCCACAC CAGCTATCGC GGCGAATCGG 300 

CCACGAATGC ATACTTCGTC TGCACCGTCT TGCCGTGCCG ACAGCACCCG CCCTGCAACA 360 

CAGGCCCATT GGATGCTCCG TACTGGTGTT TCAGCTTTCC GCNAAGGCCT TTACACCATC 420 

CGTGCTTCCC AGTTCCCNGG AAAATATACC CCNCCTTGGT ATCTTCCCNT GAAAAATCAC 480 

CGCCGAAATT TCCCAGTTGA ANCCTCTTTG ATTCCCCCCC CNTGCCCTCC CCCAGNNCGG 540 
GANATTCACA ACNAATNC 



1218UP 

GATCCACAGT TTCCGCACTG AACTTACTAT CCCTCAGCAA CCGCAGGTCA TCGTCAAGCG 60 

TTGTGACATC AGGCTTCACC CCGTAGCTCA TAATGCCTGG GACGGATGCC TTGGTAGAGT 120 

AACAACCAAA AAGGCATGTT GGATCAGCTG CATAAGCTAG TAAAAAAGAG CAGACGCCGC 180 

CTGAGCCACT AAAGGCAACG ACCCGCCAAT ATATGATAAA TAGAGAATAT AGAATGTTGC 240 

CACTAGGCCA AGATGACCTG CATTGAGATC CAGCGACAAA GTGCCAGGAA TTAAGGGATC 300 

TTCAACATTC CTGATCATAT GAGAAGAGCA ATACAGGGTT AAAACGGCGG CGTTTAAAAT 360 

TTCACAGACT CAATCAAATG TTTCACAATA CCTGGTTTGG ACAAGTCCGA GACATCCCCC 420 

TAACTGATCT GCCTCCCCCA GCCAAGGATT TTGCGCCATA TACGGGCCAT ATTTTGCCTG 480 

ACGATTCTTT TGCATTCCTC CCCGAACCAC AAANACCTTA GGGGCACNAA CGGCCCCATT 540 

CCCNANNGAA AAAAAAAATA GGTGCTTTGN ATNNCCCGNA CCCCCCCCCC CCCCTNTTTC 600 
CCNG 

1219RP 

GATCCTGATA TTGTACCGGC TCATAAATAC TTTGGATATC TTCGGACAAT GTATCGTACC 60 

CGATACCTTT CAGCACATGG ATCAGTATAT CATGCTTCTT CCTAAATGCA GCAACAGTAT 120 

30 TGAGGACTTC CTTCAGACTG TCCGTCTGAG TATCTATCTT CATAAAGATG AACTTTTCGG 180 

ACCTCTTCCT CATCAGCTCT CTGATGAGTG ACGTTGAATT CTTTTAATAG CGCTTCCCAC 240 

TGGTTTGATA ATCTTGATAC AGTGGTCCAT AGTCCTCCCT GGAAAGAAAT GAAGTCGGAA 300 

GAAATCAGTT TTGGCAGCAC TCTCTCAGTT TCTGATTCAA CTCCCGTTAG ATATTTCCTC 360 

CCACAAATGT TTACGGCCCT ACAGTTGGTT TCTTTTGANA CCTTCACTTC CNTCCNAAGC 420 

CATGAAAATG ANTCCATCNC CNCCCCCCCA CTTTGTNAAA NTTCCCATTC GCAAATTNCN 480 

35 CAGTTGAATT CCCCCANCCG GGTGTTCCCC GCGTTCCCCC NAAAAAANAC NGAGGGGGGT 540 
TTTAAAAAAN 



40 



45 



SO 
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GATCGCGGCG CTGCCGCCGG CGTCGGAGTG GCGCCACGTG GGCCGGCCCT TTTGGCCAAA 60 

TCCCAGCGGT GGGCGGGTTT CGAGCTGCTT GACCTTCCGC GGCATGTCAA AGTGCGGCGT 120 

_ TAGTTTGGTC CTGTAGGCGA ACTGTAGCGG CGATGCGACC GTCTCGCCGA CGGTGGGGAG 180 

CAGGCCCTCG GCCAGCAGCT GGGGAGCAAA GAACTTGAAC GCATTTGACA CGGTTCGCTG 240 

TTTGAGCTGC AGCTGCTGGT CATACGTCAG GAACTGATAC TGGCAACCGG AGCACTTCCC 3 00 

GAAGTACTTG CAGTTGATGA GGTCGTCGTG GCGCATTTCA GCAGAGGTCT GCACCTCCAG 360 

CAGAGACGCT TCGGCGTAGT GCGGTGTGTC TTGTGCACTT GGATGGTGAC CACGTCGCCC 420 

TGGCCAGCCC AAATTGGCAC CCAGCACTAC TGTTTCCTTG TTTGCTATCC TCCCGGGCTG 480 

TCCAACAANA CCCATCCCTC CCCATCCACT TTACNTCCAC ACATCACTTT CATCAGCNCC 540 

10 GGTTGTTCTT CTGCTGCATC GCCCCCCGAA TTTNTTCAGA ATGATTACTC CTCCNCNG 



1220RP 



16 



20 



25 



GATCGCGCAG 
GTACCCGTCG 
CTCCGGCATC 
GAACATGTCA 
TAGTATTCTT 
CACCTCCCTG 
ATTTTCCTCT 
AAG7GAGAAG 
CATGCCGCTG 
GGAGTTCAAC 
CACACCGTAA 
GACATAGGAC 
CCCCCCANAG 



TTGTCGCCCT 
GGCACGCCCC 
AGTCTCACGA 
GCCAGCTGCC 
GGCCGCAGTC 
GATCACTGGT 
ATAATACGCT 
TCATTATTTA 
GCCTTGACGG 
CTCACGGAGA 
TACTCGGCAA 
AGAAGAGGCT 
CTGGCGCCNG 



CAGCCAGCCG 
CGTCGCCCTC 
TCACATTTAG 
TGCGAAGTTC 
GGTCGCACAT 
GCTCCCGGTG 
GCTCTATGTA 
GCTGCGTTTC 
CTTTGGACGT 
GGTTTCCGAG 
ACGAGTTCTC 
TCGTTCGGGC 
GCCGCCC 



CTTTTTGGGC 
GCCGATCAGC 
TAGCGCGGTG 
GGACCGTGTC 
TGGCATCACT 
GCGGTAAGGG 
GCGTATACTA 
GGCCGGTCAT 
GGGGGAATTG 
ATCGAAAATG 
GACACCGCTG 
TGGCGGGCGC 



ACGCGCGGGA 
TGCAAGTGCT 
CTGTGCGCAT 
CCCTGGTCGT 
TACTATTGTC 
GCAACAGACA 
TACAAGTCTT 
GCAGCCGGCT 
TTGATGCCCA 
TCACTTTCGG 
AGCTCGTCGT 
GCGCGCGCAA 



GCGTGTCCAT 
GCTGTAGCTC 
CTGCCTCCTG 
CTGTGAGAGT 
GCTGGGCATT 
GGCTTTTTTT 
AACTAAGGTG 
ACCATATTAG 
AGGACCTTAT 
CAAATTGCGA 
CGACGTCGTC 
CCGGAAGNGC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



1220UP 



30 



35 



GATCCAGAAT 
TCCAGCGCGG 
GGCGTCAGGT 
GTCTCAAAGT 
ACCAGAGAAA 
TCCGTGGGGA 
AGCTCGCCGT 
AGCACGCACG 
ACCGTGTCGA 
TCCATGCGCT 
GCGAAATNAN 
GNCACCANGG 
GCGGGCGGCC 



ACTCGTCGCA 
CCTTGTGCGC 
CCGAGCCGCC 
AGCGGTAGTT 
TGCCGCAGGC 
GGTGCAGGTT 
GGACTACCGA 
ACGTGCCGCC 
TCGCCTCGAA 
CGCGCATGTG 
CNGTGCGCCC 
GCTGCNAACG 
NAACGCCGCC 



CCACTTCTTG 
CGCGTGGAAC 
GCCGAACCAC 
GAGGTGCACG 
GAAGAAGCGC 
TTTGTGCTCG 
GACGTTAACG 
GCCACCCTCC 
CGCGGCTGTA 
GGGGGTGTGG 
GGCGGCTTAT 
TCCGCGCCAA 
NCNCACAATC 



AACCGCGGGT 
AGCCGCGCGT 
CACGTCTGCG 
GTCGGCGCGT 
ACGCCGGCCG 
GCCCGCATGG 
CCGGCCTTTT 
TTGCGCTCCC 
ATCTCGCGCT 
GCGGATGCCA 
ATAAAAGCGT 
NANANCCAGG 
ACNCCGACAA 



ACAGCGCGGG 
CCTCCTCGTA 
GCTTGCCCGC 
GGGGGTTCAC 
CCGGCTGCCC 
CACTGACGGC 
CGAACGTGGT 
AGGAGTCGGC 
GCTTGCGGCG 
TTGCTGGGGC 
GGCACGGGTG 
GTCCCGGCCA 
TCGCGQNCNG 



GTCCGTGCGG 
CAGGTAGCTT 
CGCGTCCCAC 
GGGGTGCATC 
GGTCACGGGG 
TGCCGGCGAC 
GCCGTGCTGC 
CTTGAACTTG 
CACGAGCTCT 
GCCGC AAGAG 
TTTTGCCCAC 
KAACACNTCG 
GGATTCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



40 



45 



50 



1221RP 

GATCTCTGCT 
GAGGTTGCGG 
ATTATGAATG 
ACTTACAAGT 
TCTGAGTTGG 
GTATAGCTGA 
GTGGTGTTCC 
AATCCCTTAG 
TGCCCTTNAA 



GTTTGGGCTT 
GGACGTATGC 
ATATATACTG 
TCAAAAGGTC 
AGGAG CCGGG 
TCAGGTTTTC 
ACAANCNGGA 
GCACTCCACC 
CTTTGNCGAA 



GCAAGCATCT 
TANACCGAGG 
TTATACCGGC 
TTCATCGATA 
CTGGTCGCCA 
GAGGGATGAC 
AAAC CTAT CC 
ATGGTTTTAT 
CCCCCGCNAA 



TCCTCGCTAA 
GCATTGCGGG 
TGCGGGTGGC 
TTTACCAACT 
TACTCCATCA 
TCGCTCTCCT 
TGTTAGTNNA 
CCGTAC CCCA 
ATNCCCGTTT 



CTCGTTCGGC 
GTTGAGGGGA 
TGTGCGCGTC 
TGTAATAACG 
ACGTGTTTAC 
CCTTTAGGAA 
GAAGGGTTGA 
TTACCCAAAT 
TTAAAACCCN 



GTTTACGTTT 
AGAGGTTGAG 
AT CACG AGGG 
CTCTTGTGAG 
CATTGCGCGT 
CATCAAAATG 
GAACACCGCT 
TTCCCCCAAG 
AAAAANG 



60 
120 
180 
240 
300 
360 
420 
480 



55 



173 



EP0 866 129 A2 



10 



1221UP 

rifcTCGACCCT ATCAACGCCT TGCAGGCTGC TATGGAGGGC TATCAGGTCA CCACTATGGA 60 

^GTGCGCC AGCTACGGCC AGGTTTTTGT CACCACCACC GGCTGCAGAN ACATCATCAA 120 

RAARGAGCAC TTCTTGGCCA TGCCTGAGGA CGCCATTGTG TGCAACATCG GCCACTTCGA 180 

CATCGAGATC GACGTCGCCT GGCTAAAGGC CAACGCCGTC GAKGCCGTCA ACATTAAGCC 240 

SaAGTCGAC CGCTACTTGC TTTCCTCCGG CAGACACGTC ATCCTGCTTG CCGATGGTTA 300 

GACTAGTCAA CCTAAGCTGT GCCACTGGCC ACTCCTCCGT TTGTCATGTC TTGCTCTTTC 360 

TCCAACCAGT CTTTCGCACA GATCGTCTCN TTCAAGGGCA ATNAAAAGGC CTTCAAANAA 420 

ATT^TT^T TTCCCAAAAA ACGGCCNTCA AANCGGGNTT CATTTCTNNC CNAAAATTGN 480 

SaGGCGCNC CCATTTCCCC CTAAATTTGG GTTTTNTTTT AAAACATTCC CCCCCCCCCA 540 
TTTCCGGGTT CCCAAAAGGG TOTTTNGGGG NCCCTTAAAT KTTA 



1222RP 

,S GATCGAATAA TAAAAGTGGC TAATACTTGG TAATAATATA ATAGAAAGGG AAATAGAAGA 60 

Saagtcaaat GGGAAATAGT CAACGGCGTA CTAGGTGAGT GTTCAGTTGC ATGGAATCGT 120 

r^CAGAGAG GTTTATCAAA AACGGCAGTC GTCTGATGAT AGCAGTATCA CGAAGTGCTC 180 

ATCCGCCCTC CATACAATGG CAGGCTCAGC GCAGGATCAA ATGGATAGCA GCGGGCGTAC 240 

CCGCGAACGG ACTCAGTGGG TGGAGTGGCC CCGGTGGTAC TTGAGGCCGT TGAGGTTCTT 300 

GTAACGTTTG CCACAGACCT CGCACCGGTA AGGCTTGTCC TTCTCGAACC CATGCCCGTC 360 

20 TGGATAGGGC TCGTTGGACT CCGGGTCCAT GATGCTAAAA GTGCCCGTCT GGGTTTTCAT 420 

GAAGCTTTTG ATTCTGGTGG CCGTGGTTTT ATGGTACTTG AGTCCCGTTT GATCCTGGTT 480 
AGTCTTATCG CAGCCCATGA GGGACNNTTG AAGGCTTNTC CCCNCCTTGT CCNCN 



25 1222UP 



30 



35 



GATCTCGCTC AGACCGTCAC CCACGTTGTC TGCAAGGGCC TCCGCCGCTT TANCTGCCTG 60 

CCACGGCTTG GAGCACGCTA GCTGCACGCC AAACCCGGGC AGCTCCGAGC AGTGCGCCTT 120 

GGGCAGCGCC CACTCCGAGT TGGTGCCCTG GATCAGCGGC ACAGCGAGCG CCATCTCACT 180 

GTACGTCACG TCGGCGCCCA ATTGGCGCAT CAGGCGCCGG AACGGCAGGT TCCCGACGGT 240 

GGTCAGCGGA GAAACGATCT TCTTGTGATG CAGGTCCAGC GGCTTCTTCT CCTGTGCAAA 300 

GTAGCGTGTC TCGTCATACT GGGCGTACAG CTCGCGCTGC CGGGCGCGCT TGTTGCTCAA 360 

??GCTCCTCC CGCTCCTGCA CCTGCGGCAC CTCTGCGACC GCGCCTCCGG GGCCGCCGCG 420 

S^CCCTCCA TCTCGTCGCC GGAACTCCTG CTGGATGGCG TCAAAATTCC ACNATTTCTC 480 

CCTGCNCNGG AAGGGCCCAA NTTTTCCCCA ATNANCNCCA ATGAACCATT GNTNCCCCCN 540 
TGGTTNCAAA ACNAATTTTG CCCCCCCCCG AGATTNTCCC A 



1223RP 

GATCGGTTTT CACCTCAATT CGTTTCTGGT CGCGCAGTTG GTGATGCTGC TGATGCTGAA 60 

GCTGTAATTC CTGTTTCTGC TGAGCAAACT GCTGCTGCTG TTTCATCCAG GGATTCTCCG 120 

40 GAGGAGCTGA GTCCGGTOTG CGCCGTCTCT GCTTGTCGTT CAACAAGTTG TTATATAGCT 180 

GGTTCATACC TTGGGAGGTC AGGAACTGAC TGACATTCGC GTCGCCCTGC GGGTGGTCTA 240 

GCAAACGGAG CATGGCCTCT CTCTCCTGTA GAGTTTTCTT TGCCGCCATC TCAAACTTCC 300 

TAGATTCCAT TATCAGCGCT TCTTCCTCAG CAATCTCAGC CGCCGACCTC GAAAGCAGCC 360 

TCCGTCAAAT ACTTCTTCCG CTGTATTTCC CTGGTCTTTG GAATACGCTA GGATGGTAGT 420 

AGCGGTTTCC CCGGGTCTTT CGCCCTGAAA TTATTTTTGG CATACGNGGT TAAAAATCTC 480 

4S CCCGTANTTC CTCCAACGGT CCTNNANNCG NCNTAAANAN ACNGGTCNGT AAATNATAGC 540 
NNCC 



SO 



55 



174 



EP0 866 129 A2 



1223UP 



10 



GATCGCGCGC 
TGCGTCCTGG 
GGCGGATATG 
GGACTTGACC 
GACTGCAAAG 
GTGTGCGCGG 
GGTCAGGTCC 
ATGGTTGGCG 
GCCGATTTCC 
CAAAANTNAA 
CNCCCCCA 



TTGAACATGG 
AGCTCTGTGT 
GCCTGGACCC 
AC GACAGTGG 
TGGTCCGAGG 
CGCGACGGCG 
TGAATCTGCT 
GCATNGTTCA 
CCGAGAACCC 
AACCCCCCCT 



ACGTGGACAC 
GTGCCATGGT 
TACTGGCGGC 
CGACGCGGAC 
GCGCGATGGT 
AGCGAGATGA 
CGGTGGTCAG 
ACATCCTTGG 
ATTTTGTTAT 
AAGAAGANNN 



GGCGAAGTGG 
GCGCTCTGTC 
GAGGACATCT 
CTTGGTGGTC 
GCCGGGAGGG 
GCTGGCGCTG 
TTCTGCGTAG 
CNCCCTGGGT 
CCCCCTTCCT 
CGGGGNNGCC 



CGCTGGAGCG 
TTGAGCTGGC 
GGTAGCGCGG 
GGCGC CGTG A 
AGGGGTTTTG 
CAGCTCGGCA 
TCTCCGGAAA 
TAAAAATGGC 
TCTGCNTNCC 
CCNCGGCGGN 



CGCGCACCGC 
GCACAACCGC 
CCGCCTGCTC 
ACGCCGTGTT 
GTGAGGATGC 
TCTGGATTGC 
AACAGGAAAA 
CGAACTGGNN 
GATTTTTTTG 
TTTTTTTTTC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



is 



20 



2S 



1224RP 

GATCAGTAAC 
CGACAGCAGG 
AGCTCTTCCA 
TCAACCAAGC 
GGGG AAGAG T 
CTACTTTTGA 
AAACTGTAGT 
CTCCCCAGGC 
CACAGTCCAC 
TGCCTTTCCT 
CCNGGTTCCT 
CGGGCCAANT 
TTCTGNTCTA 



AACCATAGCA 
TAGTAGTCTT 
AAGAGAAATT 
GGTTGACCGC 
TGGAACATGC 
AAGATAGTCG 
CAAGATTGAG 
AAGATGTACT 
CAGAAGA TAG 
GTTCTGCTTT 
TCCTTGNTCC 
AAAAAAAAGG 
A 



GCCGCACCTA 
CTTCCGGATT 
TGTGTAACTT 
ATAGGTTCAT 
GTAGGGGGTC 
TAGTCGGGAA 
TTCCGCTCAG 
GGTATAGAAA 
GANACATCAG 
GGACCAACCC 
CCCCNAATGA 
CCCNCAGGNT 



CGAAAGCATT 
GCTTTACAGG 
CAGAGTCAGC 
TCAAGCCCAA 
TCGGTTTTAC 
GCTCAACATT 
GGTTTTGACA 
ATCCAGTTGA 
GTTGAAGAAT 
ACAACCCNAA 
AANAGGTTTT 
CNACNATATT 



CGATACATTT 
CTCGCTAAAG 
AGCGGACTCA 
TAGTTTTTGG 
TCGCCTAACT 
GTAAGTCAAC 
ACAGAGTAGT 
AGCCATAACC 
TCCTCATCTA 
AACCAACGGN 
GAAANGGTTN 
ANCANTCCCC 



TTAATAAATT 
ATGTGTTCGT 
AAACAGCACC 
AATAGATCAG 
AGTTTTATCT 
AAGCTAGGCA 
TATTCTCTCA 
AGCTCGTTGT 
GGTTATCTGC 
AAATCAAANA 
TCCCTCTTGC 
NAAAAAGGCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



30 



35 



40 



1224UP 

GATCGGGTGC 
TGGTTGTTGC 
TTCAGCTGCC 
GGTTACGAGC 
CACTAACCAT 
ACGACTATCA 
GAGTGCACTC 
GTGGCACGAA 
TTAAAATGGC 
GGAAACCCAA 
ACCNATCNCN 
NTGNCCCCCC 
NAAAGCNGCA 



GGCACATGCC 
AGTGAATAGG 
AGAGGGACCC 
CGGCGCCCTG 
GCCAAGGGCA 
CTAAGAAATC 
TCAGCGCACT 
GCGGAAGTAA 
TTCACNCCTA 
ACTGCCCANT 
ATCTCGGCTG 
CCCAAGGGCC 
TTTTTCAATT 



TCATCGGGCA 
TATGGGTACA 
GACCGCACCG 
CGGAGCACAT 
TCCGGCCAAG 
ATCGATTAAA 
AGCAGCGAGT 
CCGGAACTCC 
GGTCCCCCAA 
TGTTNTCCAA 
NATCCCCCCC 
CTTGNGNATT 
CCCCNGGAAC 



GGTGGGGTGG 
GCCTTGGCGG 
GTGGACTGTT 
GATGTCGAGC 
GCGGATGGGG 
ATATAAACTA 
AGCCGTAGTT 
GATAGTTCAG 
CNGGTCCTCC 
TTCCCCGGNG 
NTTGCCCCCC 
TTTTTCCCNG 
NC 



CGGAGGCATA 
CCACGAATGT 
GGCTTGGTTG 
TGTGCATTGG 
CTGGACGGCG 
CATAAAGTAA 
GAACCACTTG 
AACGAAGAAC 
TGTTTGGAAT 
GCCCCAATTT 
TCAATGGCCC 
CCCNCCCGNT 
TT 



AACCCACCCC 
GCGGAGACGT 
GACGCTCCAG 
TCCAGGTGCG 
CCAGGGCGGG 
AGGGCGGACT 
CNTGCGATCC 
CGAAAAAGCC 
TAGGGTGGGC 
NAATTT CCAA 
CGA ACC TTTT 
TNTCTTAAAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



1225RP 



45 



SO 



SS 



GATCCTTTTC 
CCAACCCACC 
CAAAATCGCC 
TGAAGTTCAA 
TTGGGGTTTC 
CGTCACTGTT 
TATTCAACTG 
TTGGTCTTGT 
TTGCCGTTCC 
AGTGTTCGTA 
TCCTTTTGNG 
TGGAANGAAC 



TTTCTTCTTC 
GCCTATGACA 
AACCTTTGTC 
GTAAAGAATA 
ACTGTCTGGG 
TCCGGCATCC 
CAGGGATGTG 
ATATTACCTC 
GGTCAGCAGG 
TCAGTTTGCT 
ACCCAACCTT 
CCCKAAGNGT 



CCTCCTCCGA 
CTAGTACCGG 
TCCACCTTGG 
CCACCGTCCT 
TCCACCTCAG 
CAGTCCATGA 
TTCTCGTTCC 
ATCTGAATTG 
TAGAGCCTGA 
TGTOGCATCT 
NTTTAC AANN 
CCNCCTGTTT 



GGATTCCCTT 
CGGACAGACC 
TAACAGAGAC 
CGCCGTTAGG 
CTAGAGCGAT 
CCTTGATGCG 
AAACAGGTTC 
TCGAGGTTAG 
CTGCATTTAG 
CNAACCCAAA 
AGGTTTAAAT 
TACTGANCNT 



TTTGAGCTTG 
AGCGGATAAG 
AGTGTACCTA 
ACCAGTTAGC 
GGTTGCGGTG 
CAGGTAGTTG 
AAGCGTCTTC 
AATTTGACAT 
AACCTCCAGT 
AAGGAACCAC 
TACANTTTCN 
NNTCCCNAAT 



CCCACTGCGC 
CCCTTATTGG 
GGAGAAAATT 
TGGACTTCCA 
CCAATGAGAT 
TTAATCCGGT 
TTCTGGGTTC 
AAGGTCGGAC 
GTTAGGTCGC 
AACCGTTANN 
ATTTNTTTGN 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



175 



EP 0 866 129 A2 



1225UP 

GATCCTACTO GAACCACCCA CTCAGGAGCA GGTTAAAAAA CCAGCCAAAG TMAGAO|fiA 60 

GACAAACGTA AGCATCCCAA AGCAGACCCC TACTCCAAAG TCTAAGTCGG CTTCAGCTTC 120 

5 GTCTTCTAAA GTGCCTACAC CCCTGTCAAA GCAGGAGCCC GAAGCGCCGT CTACCATTTT 180 

TGACGCTCCT TCTTCTTCCT CCTCCACTCC GGTGCCTGGG CACTTGGATA TCTTTAGCAA 240 

ATTTAGGAAA GCATCCAGTG ACTTTGACAA GCCCTTTGTG GCCGAGTCGA ATGAAGTTGC 300 

CGAGAAGCCG TCCGGGAAGG CCAAACGGCA AACTACTCCC GCTGCCAGCA AATTAAAGCC 360 

CGOTGCAAAG AAAATAAAGA CGCCCGCGCT CGATGAAAGC GAATCTGATT TTGACCTTGA 420 

cSSS^ ^CCAGCc5g CCATCGCCCC TAGAAGTAGA GCCTCGCGAG CTGTCGCCAA 480 

AAAGCCAACC TACGTAGTTG ACCTTTCCGA TGACAGTTTT GTTGATGGAG ACGCCCAGAG 540 

10 ATGTTGAGGA ACCGATACTG ACGAATCCTT CCAGCTCTGA CTAGCACTCT AGCTCGCGCA 600 

5TGACAGTNC NCTACCTTAT GGAGGNTTCC GAAATCCNTT GAATACCCCC CGTTTTTTAC 660 

TAAAACCCCC NCTTTCCTTT TCACCCCCCA ACCCCCAGGG GACGAATACT TTTTTCTTTA 720 
CTTTCTATCA NGGGGTTCGT CNCCNCCCNT 



15 



30 



1226RP 



GATCGTCCTC GCATGGGAGC ATCAGATGTC ATATCGGCGA AGCCTTTCCA TATGGOGGCT 60 

acgScSta CGAGTTCCGC TCCTCCTTGC GCTGTTGGGG TCTGTGAGCG TGCTGCTATT 120 

GCTGTCGCTG ACGCCACACA TGTGGCCTGG ATGGCCATCT CCGGCAGCAC GGGAGGTCCC 180 

20 SSScAcS GAGTCACAGG CCCCGGCTTC ACCAGAGTTA CAGGCCCCGG CTTCAACACA 240 

ScAGTCC CCAGCAGGGT CTAAGACGCT ACTGCAAGAC TTACTGCTAG ATAGCAAAAA 300 

ACCGGAGGGG GCCTCTACGC CACAGATGCA GTGCAAGCGC TACTTTGAGG GCACATATCT 360 

CCGGGAGCCT TCCTGGGCAA ATAGCGTGTT GCGCATGGCA GACGACTTTC TTACGGCTAC 420 

GCAATACACA GCGAGGCTGT TGGAGCGGTG GCGCATATTT GCTGATTGTT TCGTTATTCA 480 

rATTTCCGAT TTTCAAATAC NCTATCCAAA CAAAAAAAAC TGCCCAANTT CCATCAGCGA 540 

25 A^CCCTT TCNTNGGCAA AAAAAAAAAH NGAGGANATT TTGCCTNTCC CCNGAATTTC 600 

NCCCGGGAAA ATTTTTAAGG NGGNTTTTTT GNAAANGGGC CCCACCAAAA NANAAAAGGN 660 

gccttt™ gjSaacgggc CCTTTTCCCC GGNGNGAACA AATTNNTNNN GGGGACGCCC 720 
NGAATTTTC 



1226UP 



GATCGCTTCA aatttccagc cgttgatatt caaagagtgg TCACGTTCCG AAAGATGGTC 60 

CTTCTGTOCG TCTCTACGTT TGGAGGGCCG GCCTACCGGG GCGTTCGGCG TTGTCTCCAC 120 

££?§CGGTGC TGTCCTATGG GGACATCCTG GATGTTGTTC TGCAACGCAT TAGCAAATGA 180 

GTTTTTGTAG TGOTACTTAG GAAGTTTATA ATTTAGGCTC AGTTCTATAC TGCCGCTAAT 240 

35 ACTTTGACCT GGAACAATCA TCGTTATGTG CTCACCTCTG GCGTGTTCTC TAGCGTATTC 300 

CCGCCGTCCT TCAGCATTTG GTTGTTCCTG GATCGTTGGG TATGGATCCT CCCACTTCTG 360 

tagccacttg GTATCCAGCT TCTCACCCTG CTGATGCGAT TCTGGACGCG GGGGTTTCAG 420 

CRGGCGTTAG CAATGAAGTT GGCGTTGCCG GTTCAAAAAA AAANACCGGN GGGGGCNTGG 480 

TAANCCCGNC CCTTTAAGGG CGGCCCCATA TTCNCNATNA CCNNNACCGC NCCCCCCATN 540 

I^GCCCCCAA AANATOTTTG AAAAAATTGC CNTACCTTTT TGNGGGAGCC CACNCNCTTA 600 

40 NATAACCCAT tttttgaaan ANGCCNNTCT tttntttaac NCCNCGGTTC NCNANTATGC 660 

NGGGGCAAAA TTAAACCNCC CCCCCNAAAT GNAATCNNTT TCCCCTCNAA NACAAAAAAT 720 
ATTTTNNTTT NGGGCNGGGA AT 

45 12 27RP 

GATCGATGAA C AG AC TGGAG AACAGAGAAA GGTGGTGCCC CTCGAACTCG AACGGTTTTT 60 

CCCGCTCGAT TTTGATGAGA TATTACTCCG GGATACGATG CAGAGGAACG CAGCTATGGA 120 

AGAGGAGGAC TACAGGGAGC TGGGGAAAAG AGATATTGAG GTGGCGTTCC AGAACACCGG 180 

CGTGACGCTG GATGACAGGC TCCAGTCGTT GCCGGCCATA TCGCTCTTCG GGAGGTATGT 240 

ACGGGATATC GACGGGATGT CGGAAGCGCT TGCGGACGGG GACAGGCACA TCATGGTGTT 300 

50 TCCGCCGACA AATGACGCCA TTACGGCGAT GCCCAAGAAG CCGTGGGAGT ATCCACGGAA 360 

SScGACAAG TTGGAGCAGG CAGGCGCGTC TGCGAGCGAA ATCCACGACG CCATCCAGGC 420 

^Tnv^AnA CGCTTTGTCC TAACCCACGT GGTTTCCGAC ATCGACCTCT CTAAGGTGGT 480 

t1SSag5c GTGTTTGACA AGCGACTTCA TCCCAAGAGC ATGCAGGGGA 540 

StTCTTTTG CGCCCAGQAT GGCAANGGTT TTACAOTWTC NTCCAAKANN GGGCGGACCT 600 

55 



176 



EP0 866 129 A2 



TGCCGTTNAG ANGTTACCCC CCGCTCTAAC GGTTTATTTT GGTTNTCACN CCCCCTTGGN 
TGCGAATTOG AAAACCCTCC NCCTGNCCCN NCCCAATNAN TCNCTTGAAT CCCCNTTTNG 
GAACCNNCNN TTNCCCCCAN CNOC 



660 
720 



10 



15 



1227UP 

GATCATTTGC 
GTCTGGTTAG 
GAATACTGCA 
ACTTTGATGA 
CAAGTTAATA 
ATGCTGCCAG 
AAGCTTAATG 
GCATTCAAGA 
AGGGCTAGTC 
NNATTTTTTA 
AATGTTTATT 
TCAAAACCAA 
AAAAACGGTN 



CGGACCAAGA 
GTTCCGCTCC 
TGAATACTGC 
CTGACCATGA 
CCCAATGCTC 
CACGTACGAG 
TTTCATTCGC 
CAGCATACAT 
CATGGCCCCT 
TTTTAATNAA 
TAANTNAAAA 
ACNANACCGT 
NCCTTTNCCN 



AATATTTTCA 
A GCTG ATGTG 
ACTTTATTGC 
TGAAGACGAA 
GGCTT TAGCC 
TTTTTACTAA 
AACACAAGGC 
GAACTTTCAG 
A CCTA TAATA 
ATTTTGGGGG 
ANCAGTTTGA 
GAAGCNNGTN 
CCCTTGCNCA 



CTCCTCGAAG 
CTAGATATCG 
GGTGGGAAAA 
TCTGAAAGCT 
TCAAGGGAGA 
ATTTGGCATA 
TTGCCGATGT 
TTTTATACGC 
TACTACCATC 
NATNCCACAC 
AGGGTATTCC 
NTCCCCCNCA 
ANATTCCCCC 



AGCTGGCCAC 
AGGTGAGAGG 
TAGAACATCC 
CTGATTCGGA 
TATCGGTAAC 
CAGTTCATGG 
GTAAAGTGCG 
CGATCATGTT 
CAGCCCNCCG 
NNNCCCTANC 
NNCNCCCCNC 
AGGAGNGCCC 
CGCTGCCC 



TAAACTTCGT 
TAAGCTTATT 
TACATCGACG 
ATAGTCCAGG 
AG CTCT ATCT 
TATTTGACAT 
CCGCGTCTCT 
GATTTCTAAT 
AACCGNAACN 
NNGGANTTCC 
CCCACCNGNT 
CCCCGCTTCN 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



20 



1228RP 



25 



30 



GATCCATTGG 
CCCTTGTACG 
CACTGAAGCT 
AACGCGATCA 
GGCCCCGCGG 
AGAAATACCA 
ACCCAGATCT 
TCCCACCTGC 
GNGTCCCTAG 
GGGGNCCCCC 
NAATTTCCCG 
AAAAC CCNCG 
AAATATTTTT 



GCCCAACGAT 
ACTTGAAGTT 
CAGTCTAACT 
TGGTTGTGAA 
GCCCGAAGAT 
AAATCGCCGC 
GCCCGTGGCC 
TGTTTCATAC 
GGAGCGCATG 
NAAATTTGGG 
NTTNG GCCCC 
AGGGGNTTTT 
TTTTNGGG 



GCTAATGAAG 
CTTCACCTCT 
GCTCTCGATG 
GAACTGCGCG 
CACTGAGATC 
AAACGTTATG 
CATCCCGACC 
ATACCACCCC 
CAAAATATCC 
CCNAAANCCC 
CCCCCCCCTC 
TTTNGCCCCT 



TTCTTGCCTC 
AAGCCAATCA 
TTGTTAGTGC 
TTCGCATACA 
GGCAGGAACA 
ATGTACAGGA 
ACCATCGACT 
AGGGCACACC 
ACNCTCCGCA 
TTAAAAGGNC 
CAACGGGATT 
TTCCGAAANA 



CAAAACCCAC 
GCCTCCCCAT 
GCTGTTAATA 
GCGTCAGCAC 
GCGGCGTCCA 
TCACCAGAGT 
GCCTGAATTA 
AGGCGGTAAC 
TGGCATCTCC 
CCTGTGNCCK 
TAAAACAGGN 
ANCCNCCCCC 



ATTGTGCACA 
CTTTTTGAGA 
TGTCCAAACA 
GTAGCCCAGC 
CAACAGCACC 
CACCGCCTGA 
GTATATTCCG 
AACCCCAAAG 
CNNTTGGAAA 
CAANNACTTC 
GGGNGNGGGA 
CCNGGGAAAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



35 



1228UP 



40 



45 



GATCATGCCA 
GGATGCTGAC 
GCCTACTATT 
GACAAAGCTC 
TTTGGAGATA 
ATGCTGGGAA 
CAGTATGCGG 
TT CATC GGTA 
TGTTTGAATA 
TCATACTGAC 
GATTTTTANA 
TCAAAANGTC 
NGNCCNTTTC 



TTCTTACGCT 
GATGCAGCTG 
TCACCTGTGA 
CTGCTGTCGG 
CCGAAGATTA 
CAGGTAAATA 
GGCGCTTCGT 
AATGGTTGGA 
TTCATGAAAT 
TTCTTCGCAG 
AGGAATCCCC 
AKNCCCTCMA 
ACCGCGAGAG 



TTGCCCACAT 
AAGCAGGAGA 
ATACTTGTTC 
TGTGTATCAG 
AGCATGCCAA 
TGGCCTGAGG 
ACGTTCTGCT 
GATAATTTTC 
GGTTGGGCTA 
ATCTACNCCA 
GTAATCCAAN 
TTTCCNCTTT 
GTGGCGNC 



GGACGCCCAA 
CGACAGCGAT 
TTGGCCCTCT 
GTCAAGTAAA 
ATCGTTAGCC 
TGCTGTGTAC 
GTAGTCTATC 
GTCCTGCGAG 
GCTTTCAGCA 
CCGCNTTGGG 
GCCCTTNCNT 
TCTCNCCAAA 



ATGAATTTCT 
GTGACGCCTG 
GTAGACATAA 
GTAAGCGCCT 
GCCCTAAACT 
TTACCTGATA 
GGATCCTGGA 
GCCTGTATAG 
GCTGCTTCTT 
GCTGACCCCA 
ACCCNGTCCC 
ACNCCCACNT 



GTGTATGCGA 
GTTGTATGAC 
TCTTGTTAAG 
TAAATGCCAA 
GCCATGGGTG 
TAAAAGTATG 
TA GATG TTAG 
TAGTTTCCTG 
TAGTTCTTGC 
GCACACTTAT 
AATNGTTMCA 
TAATTGAANA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



50 



55 



177 
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10 



1230RP 

GATCCCGGTA GGCCTCTGGC CGCATAATGT CTGCCGT™ ggSSSS J2 

TCCGCAGGGG AATGGCATGC TTCTTGTAGA AATACAACCG ^j^^q 180 

CCACCGTACG TCGCTGGGAC ctxGTGCTAT AGCGCAGGGC GTACCTGTCT 240 

CGACTCTAAT CTGATTCAGA ACCCTGACCT ^^^C ATCGATCGTC GCGGACGATG 300 

GATGATGCGC TTTTCAATGC TCGAGCGTGC ^JTGT™: GACCTGGGTA 360 

TTTAAGCAGG ATGCTGAGCT AATATGTATC GGTATAWCT CCAGGCTCGG 420 

TATACGCCTA GATATGGACA AGATGCTGCG CCTAGACATC £££££££ ATGGAGGGGA 480 

GTTAAAGCCA CCCAGATAAC ATTTGAACAT TAGA^^^ SjGCGAAANG GCAGAATCCA 540 

ACCCAGTCGA AACCCCACGG CATCCAATAG TTTCCCCCAA £££££££ GAAGCCCTGG 600 

CCGCCCAATG CTGCCCCAAC GCCCACGGCC ACCCTGACCC ANNCCCCCCN 660 
JSaS SScCC? £S£SS CCCCNAACCC CNGGGCNNAA 
A^SnMANTC GGGGGGGGTT TCCGNNNTTT AAAAGG 



75 



30 



-""SSE SSSS? 

GTCTACTCAC OCO*JC™°T gMTOTCC ^£^ cs( . ACGGAATCTC MCCTCMTT 

munnui 

TGT SSI^rS ^SggJ GAACTTCGTC CCCGCCCGCC AAGGNTCCCC NGTTGTTOJT 
CCGGCGCCAT GCTGCTCGAA GAACTT^T^ CCCTCCGTCN AACTTGTTCA GCCCAAATGG 
GTTATTCCGT GCACCCTGCT GCTCCCTGTA CCCTCCU^« ATTTTTTTCC AACCCTGCCA 
TCTTCCCCCN CCCCCNCAAC CATGCCCCCT AN^TTCTTTU m CAATTNTCCC 
ggESS SaSS^ SSSSS £££££ GNCCNNAAAA CCTCCCCTAA 



AGNA 



L231RP 



720 



60 
120 



SSESSSS £g*3ttOC TGTTAGTTCG GCTTCAACAT CAGCAAGTTT CTCTATAGGG 420 

SSiS^ ™««cc ^r^a^^ occcccococ 

CNAAAAANCC CNCNAATTTT TTTTTTAANC C 



720 



45 



50 



SS 



178 
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10 



1231OT 

GATCGTCAGC 
CAGCAGGCGC 
AAGGCGAGCA 
CTCAGACACT 
TCTCTGCTCT 
AAGAACAACG 
AGGGTCGGCG 
CCAGCAGGCG 
CCCCACCAAT 
GCCNAAACCT 
ATTGGAAAAC 
TTTNGAAAAC 
TCCCTTGGGG 



GTGCATCGAC 
GCTCCTTGTT 
CCCTCCCAAC 
GCGTTAAGAT 
TGTTCCAACA 
GCCAGAAGGA 
ATGAGCAGGG 
CCACGCTCGC 
TGGGNCCCCA 
ATCCCCAANT 
NCACCT TNNN 
GNCCCCCTTT 
CCATTCCNTT 



TTGGCATTGC 
TCACATCATA 
GCCCAATAGG 
ATATGTATTT 
CCAGGCAAGT 
TGAGCGGAAG 
CTTGGGCCGC 
AGCAGTTCGA 
GCAAAATNGG 
TGNGGGNAAC 
TTTGNNAACG 
NTG TCN CNNN 
TTTACCCTTT 



AAAGGGATGT 
GGCTGTCGAG 
GGCCCCCTCC 
AAGAGGGCAC 
ATCATGATGT 
AATGCGGGCC 
CAACAGCAGG 
CGACACTTGG 
CCCCNCNNCT 
TCCCCCCCCA 
CCCCCCCCNA 
ANAAATTTTT 
TAACCCCCCC 



GATCCCTGAG 
GCCGGACTGA 
TGGGCTGTGC 
CAGCTGGCTA 
CTGCTGCAGG 
AGAGAGAGGA 
CTGACTTGGG 
NGCT TCCCN A 
TTNATTTTNG 
GNANGAGAAC 
AAAGCCANGG 
CTAKAATTTG 
CC 



GGGAGGCTTG 
TTCAGCTCTC 
ACGGGAATAC 
TCAATTGCCC 
AAAAATGTTC 
GCGCCAGTAC 
CGCCCCAGTA 
CATTTGGGCC 
GGG CGAATG G 
NCATTTTTGC 
GACTGTTNTT 
CGNGGATTCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



16 



20 



25 



1232RP 

GATCTTATTA 
GCACTCAACT 
GCGTTAGCAC 
TTTAGGGTTG 
CTCTTACCTA 
TCCAGCCCGT 
AACAAAAACC 
AAAGGGATAN 
ACCCCCCCCC 
GGNCCCCNCC 
CCCNNAACCC 
NNTTCCNCNC 
ANTGTTNNTT 



ATGAATTTTT 
TGGGCTGTGG 
TCGCTCTTTG 
GAATATACAA 
CATCTAGATG 
AAAGTGCTGC 
ACCTTTCCCC 
NCGTTTAAAC 
NAATTNAACC 
NAANAACCCC 
GNGGNGATNT 
CCCANCATTT 
TTNNNNCCNA 



CCCCACGAAG 
TCATGCGAAA 
CGGTGCTACA 
AAGTAAGGCG 
TATTCAGGGA 
ACCCGTTGAC 
AAANTCNAAT 
CCGGNCNAAA 
GCGTGGGGCC 
CGNNGTTNNA 
TTTTGTGNTT 
NKACCNAGGN 
AAAAAA 



CTTGTCGAAT 
CTAACACGCC 
AACAAGTGTC 
TACATGCCGA 
ACTTCCCCGC 
CTTTCCATCG 
AATTGNTTCA 
CAANNAANGG 
CTNCNCAAAA 
ATATATCCCN 
TAAAAANNCC 
GAGTTTTTTT 



TTTGATTCTA 
GCGAAACAGA 
GAGCATTAGC 
TATCTCTCTT 
GAGATTCACG 
TTCTGGTTGT 
ACAGGTTGTT 
GNNGNTTTTT 
TTNTTTTTTT 
CTTTTKCCAG 
CCCCCCCCCC 
TCCCTCCCGG 



TGCTTTGCAA 
TACTGCCCAA 
GTGTGACTTA 
GTGTTGCTCT 
GCCAAGGCCG 
ATTGTTCGGT 
CCCCCCATTG 
TTGGGCANAA 
CCCCCCNTGG 
AAGNGANTCC 
CCNGGGAGGG 
GGGAAAAAAC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



30 



35 



40 



1232UP 

GATCAGTTTG 
AAAAAGAAGT 
GAGGAGTACT 
ATGAATAGGT 
CAAGGAAAGA 
CTACTCACCT 
CTATCCTGGA 
TCTGGCAGCC 
GTGCTTATGT 
GCTGNTTGTT 
NAGAAACCGA 
CCAGGGCGAG 
TCCCCACCNT 



CCGTAATTGA 
CCCGGCGACT 
CCAATTGGAA 
CAACTTTCAT 
CGTGGTCTAA 
GCAAAGAGAT 
AACACAATTG 
ATATGAAACA 
GTCCTTCTTC 
TTTTNCCATT 
GTTTNANAGA 
AGTTTTGGGN 
AAAANCCCTG 



TACAAAAGGC 
GCGCTTGTTA 
TATGATAGAA 
GGAAATTGAC 
CTTGCGCGAT 
TATATTCCTA 
GGATAGCAAA 
ATATTTACAT 
CCGGTCCGAA 
TACACNCCNG 
ACCACACCCC 
CCCCCKTTTT 
AAACCCCTTT 



AACTGGTGCG 
AGGAAGTTTA 
TGGTCACATA 
TTTGTAGACG 
TTTAAACGCC 
GACCACAAGC 
GATTCATCTC 
GCATTCCTAT 
AACACTTTCC 
NTTTTACCGA 
CTTTCATTTC 
NTGNACCATN 
TCCCCCCCAC 



TGGGCGACGT 
GCGGGACTAT 
TTCACACAAG 
GATGGCAGCA 
TTTCCGATGA 
AGCAGGGAAC 
TAAAGCTTGC 
TTCCACCATG 
ATTTTTCCAG 
AATTACCTCC 
CCTANNTGTG 
TTNC CCCNCC 
ATTTTNGGTN 



TGCGAGGAGT 
TTTTG ACC CA 
ATTGCTTGTG 
GGAAATTGTC 
GAGCAGTGTC 
AAAGAGGGCG 
TATACACATT 
ACTCCCTGCA 
CCATCCCCCC 
CCCNTGTNCC 
CCCGCCCCCC 
CCNCNAGGGT 
GGGGATN 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



45 



1233RP 



50 



55 



GATCACAGTG 
AGACAAGCTG 
GTTCGCGGTC 
CCCCGCCGGC 
CGCAGTCCCC 
CGCACCGGGC 
CGAGCTGATG 
GTTTTGTTCT 
CCTTCACCAC 
NTGATTCCCN 



CTGTGGGCAT 
CCAGCAAGCA 
GAGTCCGCGT 
GACGACGCCG 
CCGGAAGCAA 
GTACCCGCAG 
CCCCCTCGGG 
GTCG TCCA CG 
CNNATTTGGG 
AANTGCCCGG 



TGCTGCTCGT 
CTGATTGGTA 
TGTTCAAAAC 
TGGAATACAC 
AAAATTCCTC 
CGCTGTTGAC 
CGCCTGTCTT 
AACGAGACGT 
CCTTTCTGCT 
CCNCCNTCCC 



CGTGCTCTTG 
CAGGAGCTTT 
AGCGCCCGGC 
CTCTGATCCC 
CACGGATGTA 
ATTGGACGTG 
GCTCGCATCT 
TCAACCATGT 
GGAACNCCAA 
AAATTANAAT 



TGCCCCTCAA 
TTGTTCACGT 
TGCACGCTCG 
GGGTCGGCAT 
TTCCCGTGGT 
ATATTCTCCA 
GTAACGTCGT 
GACGACGCAG 
CCCCGGGAAT 
CCCCAATTGN 



GCGCCGAAGT 
TCTTAAGCAG 
AGCTCGACTC 
CCCTCGCTCT 
TGCCCAGCTG 
TCAGCAGCTG 
CAGACCCCGA 
GCGCGTTTGG 
TTCCCAACCT 
GNTTGAAATK 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



179 



EP0 866 129 A2 

GNCNAAATNA AACCCCNTTT TCCCCTNNTN CNNNNCCCNG GCCCNAANGA GCCGNTGGGG 

gnttaaannc cccnaccccc aaanttatac cctttttttg nncccncccc ccnnccctnt 
ttttttnccc ntcn 



180 



EP 0 866 129 A2 

1233UP 



GATCCAGCTT CCATATAAGC TCGTGTTTGC GGTCGCGACC TCTACAGAAG TGGTGATATA 60 

TGATACTGTT ACCACGAAAC CCATTGCAGT GGTGGGAAAT TTGCATTACA CCCCGCTAAC 120 

GGACCTCAGC TGGTCTGACA GCGGCCACCT ACTCGTCGTG TCATCAACAG ACGGTTTCTG 180 

CTCCTATATC TCAATGG AGG ACAGCCTATT TGGCGAGCCA TACAGTTCCG AGGCACAGCG 240 

GACGGATTCT CTCATACCTT CGACTCCAAA AAGCAACATC TTCAGGAACA CCCTGCGGTC 300 

CAACCCGGTC AACGTAAAGC GGAAGCACTC TGTAGGCGGC CACAACGACT CACCCATAAA 360 

GCGCGCTGCC AAAAAATGTC GCCGCTTTCC CCTGTGGTCG TCGATGAGGG ATCTGCGCCG 420 

GCACACAACC GCCTACTCCT AGCAAAGATC TCAAGCCTCC GAAGGCGCAT CCAACCCGTC 480 

CTTGTTTAAT GACAACAACG GCGGCACCTA GTATCCCCNC ACGCCATCCT ANAAGTTTOG 540 

ATTCCNNTAT ACTNAAATAC AAACCCGANA ANCNNTTTTC TTGTTNACAA ACTTTTTTTT 600 

GACCTGCATC ACACTATCCC GGNGNGGTCA TTCTTGCCGA ATGCCCCCTC CCCCTTANAA 660 

CNCCCNTACN TAAACCTTCC CNCNTCCATA TTTACTCATG AATQfCNGCG AANTCNCTGC 720 
GG ATCNNCCA NCTTTTGCGT AGTNTTCCCC TTTTTGTTCC C 



15 



20 



25 



30 



35 



40 



45 

1235RP 



GATCCTTGAG AAGCCAGATA ACGACGAGGA CGAGGAGCCC AGTGACGATG AGGATGCCGA 60 

CGACTACGAC TCGGATTCTC CCCGGCCCGG CGACAGCGGC AGCGAACTCA GAGACCCTCC 120 

TGCGCCGGCG ACATTCGCTA CGGAACTGCA CGGATCCAGC GTCCTGGCCT CCCCGTTGAC 180 

CTATTCCTTG CGCTCCGTCA TCGTCCACTA TGGCACACAC AACTACGGAC ACTACATTGC 240 

CTTCCGCAAG TTCCGTGGTG TGTGGTGGCG CATCAGCGAC GAAACAGCGT ACATCGTCGA 300 

TGAAGCTGAG GTCTTGTCCA CACCGGGCGT TTTCATGTTG TTCTACGATA TGACTATGAC 360 

GAGGCGACCG GGCAGTTGCG TGACGACTTG GGCTGCCTAC AGGAGCCCAG TCCGTGCTGT 420 

CAGATGGGGA CGGAAGAATA CGACTCATTG ACCGGGTCCA CCAAGACCTC GATTCAACGA 480 

NCCAGCTGTT GCTCCCGCCA ATAAACTTTG TTTGGGGCTG GCCGGCCATA TNTNCTCCAT 540 



181 



EP 0 866 129 A2 



r-PATGTTCAT GCCCCCACCG GACATGTTTG ATCCANATAC TTTTTGTTTO ^SccTGGTT 
rpTTCAAACCA GO^TTNCCCT TTTNGCN 



75 



20 



25 



35 



600 
660 
720 



GATCACACCC G^TTCTTTT CAAAGGTGAC CTGCAACTTC TTCTTJTTCA 

ctcactg^c tttgacacgc ^agggta aaatacc^ aaactttccc ctcctgtgtt 
tgca^^S ctmSaaccg atctcctagc tgcacgacct tgttaagcat 

caa2?ES£ J^SSct ataccatttc tatacatgtc ccgggaagga catcgtggaa 
?STSS KSSHcS SJSSSg? gttaatatca ttaacagggt acgtgtactt 

CTGGCATAAC ^^VZi^tj. cCTTTGTGGC AATCCACTCC AAATCATGGA TCTTAACCTC 
GTTAGGCGCT AGTAGCGAAA CCTTTGTGGC AATCCA^^ ^^^^ ctatggaAAT 

A^TAGTCTC ATCAACCGTT CAATGNGTTC CCANTGTCTG NCTTCNGCAT 

CAAAGTTACA ATCCGCCCAT CCAABTTO^ NACCTTNGGG AANAACATTG 

aa^T?^^ JJSSacccc CCATTTGTTC CACCNCCCCC TGTTTGAACC 

CATTCCCGGT TAAAATTGAA CCGANACCCC CC^^ ANGTTCATTN AAAGTTTTGT 

tccStccSS SSKKcc SStS aagcgttctt tttcccgggg gggttg 



123 6RP 



60 
120 



.,™«i«y»rp fWTCGAAGT ACGTCGACTG TTTGAGACTC TGCAGGTCGT CTTTTGATAG 

™| S £S£ 35S3 aj 

sissi EE SI bass ssss ™- 

SSSSSS ill 



GA 



1236UP 



rhTTTTOSTC CGCTTGCGGT CAGGAAATTC AAGCGGGATG AGCTCTTGTT TCAGTTTACC 
TGTTTTACAA GGTCGAATTG CTCGCCCTCT TCATCCAAGC TGAGCGGGAC 
2™525c TCAATTTGGT AGAGGACGTT CCCAATGCAT TCCGTCACAT CTTGCTGTCT 

9^^?E^2T? Tr^uJSS^ CTAGCTGGTC ggaactaatt ttcgcaacat aggtggaagt 
^S^S iSSSSS Sctc^gac catggtgata tctttacctg agtcatcatt 

EEE^SS- TGCCTATCCT CAAGCGGACC TGCGCTGGTG TTTTCACCCN TTGG^GGNN 
CTC ^^S T^nArrrTT TCTCGGGTTC TTGGAAAGNA TTNGGANAAT TTNNTGGCCC 

g^S^c SS ^StSnan acq^tnn tccc^igggg 

™^CGCNCG AATNTTTTTO TOTCCAAANT TTCCNAAANN CCNCTTTTNT GCTITTCCCC 
^rJwrrCA GGGGGNCCCC CGAANTAATC NGGGGGNTGG AAAAANAAAA 
45 N T™£^S? ?NTTrrTcS TCNGAGAAGG GNGGTTANAA AAACCCATTT 

?%^c™ otSE SS CGGGGGNTCC NGCCGGGGGG attnttgngg 
SgSSSS ^CC^^ cS?ATA NAAATNCCCC CGGGGGGGGG TTrWNTTTTC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



CCCNNAAAN 



SO 



55 



182 
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1238RP 



GATCACGGCA ATGAAAAACT ACGCAAACGT TACAGACTTT GAGTGGTACA TCGCCCTGCT 60 

TTCGGATCTC TGCATAGTCT CCCAGGACCT GCAAGACAAG ACCCTCGCGC AGAAACTGGG 120 

TGAGCAAATT AGAAACATCA TGGTGAAGGT TCCTGACCTG CGGGATOGCA CTTTGGCGCA 180 

GATTGTGCAG CTGGTGAAGA GCGAGGACAT CACGGCCCGG CTGCCCGGTG TTCTGAAGGA 240 

GTGCATCTGG TGCCTGGGCG AG T ATTCGTC GTTGCTCGAC AATAAGGATG AGTATATTCT 3 00 

GCTATTGGCA GAAAATTCGA AATTATATGA GCCTGAACTA CAGCAAACTT TGATCCCTGC 360 

CATTTTGAAG ATTTATAGCA ATTGGTGTAA CGAGTCGGTG GTCGACACGG GTCCGTATTA 420 

AATGGGTTAC CGAGCGGATA ATCACCCCAC TAGAAGATCT AATAATCTCG AAGAACTTCG 480 

AAGTCCAGGA GCGGTCTTCC GAGGCTCTCG AATTCTACCC TTNTTTCTGG ACNCCCCCTC 540 

CNAAATNNTC TGNATCCCTA NCNGCTGGCA NCTTACNAAT TCCTNGCCCA NTTCTNCAAC 600 

CCTTTGAATT NACCNCNNTN CCNTCGGGCC CCCAAAAANC TCNNNNNAAA CTNTTNTTCN 660 

ATGGGAACCC CCTTTNCCCN AAANGAAGCC ANANNNNACC GNAAAACNCN CTTGAAGNGA 720 

TTTCCCCGAG TTTTGANAAC ATTTCNNCCN AATTTTCCGG GACGGCCAAA AAGGGTTTTN 780 
CAAATTANTT CGGGGGGGGA AGGGGAANGG GGGGGNGNNA 



15 



1238UP 



GATCAGAAAC GGCCGGCTGC AAGAATGGAT GGCGATGAGC TTCGAGCAGT TGAGGCATCG 60 

CTTATGCAAA AAAAGAAATT CCTCAGATCA CGTGACAAAG TTTCGTCATC TCTAAATGTC 120 

20 GACGGTTGGG CGAAATGTGC CGTCCTCTGC TATAAAATAT AAACTAGTTT CTCTACCACT 180 

AGACTGATTG GGAATATCTA AGCTTTCACT TGATAGCAGC AGGAGCACTT CATAATCCAG 240 

TACCTTCTTT GGCTTATCCA CACTAGTCAT CTCATCGAAA ATGTCACAGC CAGTGCAGAG 300 

AGCCGCCGCT CAATCCTTGA TATCCAAATA TGTCAATAAG GAAACGCTAA AATACATGCT 360 

TACAACGCAC TTCTGGGGCC CCGTATCGAA CTTTGGTATT CCGATTGCTG CGATTTATGA 420 

CTTGAAGAAG GACCCTGAGT TGATTTCCGG CCCCATGACG TTGGCGCTCG TGGTATACTC 480 

25 AGGTATTTTC ATGCGTTACT CGATGGCCGT CACTCCCAAG AACTACCTCT TGTTTGGGTG 540 

CCCACTTTAT AAACGAGTCC CGCGCAACTC GGACAGCGTT CCCGCTGGCT CAAGTTTCAA 600 

TTACTTCGGC GAGAGCCCTG CTGTCAAGGC ACCCGAGAGA CCCGCATAGG TGCGTTTGCG 660 

TCCGCACACG TTGCATTACA GCGTCGACCA CTACATAGAA TATTATTAAG CCGACTATCC 720 

TACACGTTTC TAG AGCTAG T CGAGATGCCT TTGGCTGATA CTGCTGCGTT GGGCCAGGCC 780 

GTATCTTGCT CCTCCTGGCT TTGCTGCGTT GCGCAGCTCC CANTTGNCCG TTCNCGATNN 840 

30 TCCTGTGTCC CGTATCCATT GNCTAAATGT CTCCC 



35 



40 



45 



50 



55 



183 
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1240RP 

GATCTTAAAA TMOATOGM. TGGTM.TJAA TOTCATTCAG SKJSS l!S 

ACTMAGGJT TACCTGGJAT »^*«A SSSaMA 180 

sssss: ssst iss 

'"'JSSS ?25§35ct $at»atacta ogaScS* oci»ua» tcctcatam 360 

383855 ? S£EE Sis S£S£ lis 

. -ssss isass iss 



15 



40 



45 



50 



124 OUP 



t h, T AT AATTT AATTTATAAA GATTAATATA AACTTTTTTA TTATAATATT 
GATCTAAATA T^AT^ATTT TAAATTAATT ATTTGATTAT 

TAAGTATTAA A^ATTTAAA ™TTA^iai ^otAATTC ATC ATTATTA ATATTTATAT 
T^*SIE5 ?AT?TAGTCT ATGTTCAAAT TTTAAATTAG 

^T^I^T ATTATTAGAT ATTATTATTT TCTTTAATAA ATTATTAAAT AGATTATCAA 
T^ATTAATAT AT^aSt^T KtTAT TAAAATAATA TATTTTATTA TTATAAAGAT 



60 
120 



• ■■■■■■ i 

ATT AA T AAAC T^ATAATCT ATTTATTAAT AAAAATGGTA TATTTAAJAT TAAAA^^ 

IS! 

TAGTTTACAC CCCCTANATC 



30 

124 1RP 

60 

TAAGTATTAA ATTATTTAAA CTATTATTAT ImESS 180 

240 
300 
360 



420 
480 



^^rrATTGT AAATTATTAT TTTTATTATA ATATCTATTT TTATAAATAT 

S£S£S SgSSgg SaJTTAT TATggATT »«*>gg 

SSSSE SSSiS? SSfSgi 

ssss ssttss sskis 720 

TATGAOXCJUl ATBCTTTAGC CCATMOCTA AirTOTTTNT THANANATGA 100 

Sffi SSS SS^S SSI AGACCCO 



55 



184 
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1241UP 



GATCTGTATA CTAGAGCTTA TTTTACTTCA GCTACTATAA TTATTCTTAT TCCTACTAGT 60 

ATTAAAGTAT TTAGTTGATT ACTAACTATT TATGGTGGTT CATTAAGATT ACTAACACCA 120 

5 ATATTATATC TATTATCATT TTTATTTTTA TTTACTGTAG GTGGTTTAAC TGGTGTAGTA 180 

TTAGCTAATC TATCATTAGA TGTAGCATTC CATGATACTT ATTATGTAGT AC T ACATTTC 240 

CATTATG TAT TAAGTTTAGG TGCTGTATTC TCTATGTTTG CTGGTTATTA TTATTGAAGT 300 

CCTCTTGTTT TAGGTTTAAA TTATAATGAA AAATTATCAC AAATTCAATT CTGATTAATT 360 

TTCTTAGGTC TTAATATTAT TTTCTTCCCT ATGCATTTCT TAGGTATTAA TGGTATACCA 420 

AGAAGAATTC CTGATTATCC TGATCTATTC CTAGGTTGAA ATTTAGTATC TTCATTTGGT 480 

10 TCTATAATAA CTATTATATC ATTAATGTTA TTCCTTTATA TTATTTATGA TCAATTAATA 540 

AATGGTTTAA CTAATAAAGT TAATAATAAA TCTATTAATT ATATAAAACT ACCCTGATTT 600 

TATTGAATCA AATAATATTT TCTTAATGAA TACTACTAAA TCACATCTAT GATTTATATG 660 

AATCACCACT CTTAATCNAT CAATTAAACC CTCTAATCCA ACTTTAAATA NNCTTAATTA 720 

TAAATTANNA ATAAATTTAG TGGAANAATT AATNGTAANC AATNTTTTNA NGGANTTTAT 780 

CTCNNTCCAA CCGAAACTAC TTTTATCCTT AANNAAAACC TTTAATNAAT GGACCNCANA 840 

1S NTCNNAACNN GTTTTC 



1242RP 

GATCACGTGC TAAATGTCCG GGTACATTAG TGCACCCGTA CACCGCATTA CGACATTACG 60 

ACGCTTCTTG ACTAACCAGG TTATCACGTG TATATAGTTA CATACGAACG TCTGGTACAA 120 

GGAAGAGCCG GCCGGAAGTC CACTTCACCC TTAAATTGCC ACATTTCATG AGCATTTACA 180 

ACAGAAGCAC AGCTGTAAAC GTTTCTCGAA CTCGTGAAGT TTCATATTGT TCCTTAAGGG 240 

CCCTTGATGT TGCAGTTCAA GCTAGTTCTG TTGGGAGACT CGTCGGTCGG TAAGTCGTCA 300 

ATTGTTCATC GCTTCGTGAA GGATTCGTTC GATGAGTTCC GGGAAAGCAC AATCGGCGCC 3 60 

GCATTTCTGT CCCGTACCAT CAAGCTGGCG GACCACGACG ACGCAATGAT CAATTTGAGA 420 

25 TCTGGGACAC CGCGGGACAG GAGCGGTACA AATCGCTGGC TCCGATGTAT TACAGGAATG 480 

CGAACGCCGC GTTGGTGGTG TTATGACGTT GACACAGGAG GATTCTCTAG CAAAGGCACA 540 

GAGCTGGGTT GAACGAATTA AGAGCAGGTT GGTGACGAGA ATTCTGGTAT CTTCCCTGTT 600 

GGGCATAATT GATTNGGGGA NGAGGANCGG AACCNAGGTG ATTGACNCGA GAACNCAGGC 660 

TCCCCAAACC CNGGGTGANT TCCCCNAGGT TTNNNCCAAA CCGGCCGGTT NCCGGATTTN 720 

TTCCNGGGAT TGGGGGAANN CTAAAACNGG GCNATTCCNT NGGGGCCCCC CCGCNTCCCC 780 

30 ANTTTCCNTT CAAGNCCCCC CAAAGAACAC CCTGGGGNTT ACCCCCTCCC N 



1242UP 

35 GATCTTGTCG ATTGTGAAGG AGGAGACGAA AAACGCTACC ATCAGTGTTG CCGTCGAGAA 60 

CAAGCAGCTC ATCCCATTCA TTTCGCTGGC GGACGTGGAG ATTTCCGAGG ACGTGACTGT 120 

GAAGGCCTTC CCTAACGGCT CTGAGAAGAT CGTTCTTATG GGGCCACGCG ATGAAGCGAA 180 

GGAAGCAAAG GTGAATGTTC AGAATTACTT GAACACTTTA GCAAGCAAGG TATCTGAGAA 240 

AAAGATTTCG ATTCCTCGCA AGTTCCAGCC TCTGATCGAT GCAGAGGATG TCAGGGAGAA 300 

ATACAAGGTC TCCGTTATCT TCCCAACCGC CCTTGGTGAT GATACTGTGT CGTTCTACGG 360 

40 ACTGTCCGCT AATCTTGATG ACGCGATCGC ATATGCTCGC CAGTCGTCTA AGCAGTACAT 420 

GGTAGAATCT TTGGAGGTAT CCAAGGCTCA CGGAAAGAAT GTCGCTCATG CAAAGAATTT 480 

AATGTTCTAC TTCGCCAGTT ACGAACTCCT CCAAGGATAT TAAGGAATTC GTTCCAAGGG 540 

ANTTGAANTT TTGTNCTACC CACTCCCGGA GGGATTTGCC CGNTTTAAAN AAGNTTTTNA 600 

ATNCACANTT TTTCCAAAGG GNGAATTTTG GGGNACAAAA AAAANTGTNT TCCCCGNCKA 660 

TNCCTTATTT NTTAACNACC CCCCCTCCCC NGTTTCCNCC GNTGAANACC NAANTATNAC 720 

CCTTTCCCCC AGNGATTTAC CNGGGCCNTN CAGGGGANTC CNCTTTTTTN CTCCGGANTC 780 

AANAAAGGGA AANACCNGNN GCTTTTGCCA GGNTGANAAA AAATCCNCCC CCCCCAGAGG 840 
TAAGANCCNN GNAAGGNGNG CCCNTTTGGA GAATNCCC 



GATCGCTAAT CCCGAGGTTT GTTTTGAAGT CTGTGATCAG TTGGTTCTCC ACATCTTTGA 60 

GAATTCTAAT AGCCTCCGAT GGCAGTTCCT CCAATTCCAT TCGCACCTGG GCAGACTGTA 120 

TCTTTAGAGA GTAATTTTCC ACACACAAAG AGTCAATCTT GTCTTQAACA TCGTCAATCA 180 

TATACTTCAG TACATCGTTC ATGTTTGGTA GATTCACTGA GCTTTTGAGT GCGCCTTTTC 240 

CTAGCGCCGA AAGGTTCCCC GCTTCATTCG ATGAGAAGCC TAGAACTGAC ATCATGGCGT 300 
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^ rw ^ v ,„,, r TGTGACAACT AATAATTCAA GACTGCGGGG CCTAGATAAC 

GGCAGCATGT CTTCCGCAAC TGTGACAACC VVA^qtcCAA GAAGGATTTC CATAGGTTAA 
AGGGCCCTTG CCCGTCTGAG TCATAGCCTO TAAGTAATGA TGCTGCTTTG 

CATAATTATC ACGCTCTATC GGTGAGAATT ej^™^ GATACAAAGG TTGAAACGTG 
GGATTTTAAT CTGATATTCG ACATCATTCT 7tZt££^ GTTGACACGT TGGAGCTTTG 
GGATGATATC AAGAAGTTCT gTTGCGGTGA AAGTCACACC °9TTOCCTOQ TATTCTGGCA 
CGAATTTGTT GCGGGATCTA TGAAGGGATG CACTGCCATT AGAAATACAC 

GACTGTGTTC GATATACTTT GGAGA^^ CCGAACCCCC ANTTTTGATA CCCNGCAGAG 
SgSS^ NCTTCCTCCC SS^TCCCT CCCNATTTTA TCCTGAAATG 



360 
420 
480 
540 
600 
660 
720 
780 
840 
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1243UP 



10 



1S 



GATCTCGTCC 
GACGTCGATC 
GCCGATCCCC 
GGTGTACCCG 
TCCGAAGTCT 
GCCCTCGTCT 
TATAAAATCA 
AAGCGAGTGC 
CTCCGAAAAA 
CCTGGACTAT 
TCGCCCGAGG 
CCTGTTTCGC 
GGNNCCTTTT 
CGNCCTTCAG 
CNCAANCCAA 



CACCACGGGC 
TTTTCGTCGT 
CACATGTCGA 
ACAGTCCCGC 
GCGAGCTTTA 
TGTTTTGTCT 
ATTGGGGAGA 
ATGTGTTTTA 
TAAGTGAGTC 
GAAGTAGTAT 
ACACCGCCTT 
CGGCTCCNCC 
GCTGATCNCC 
CGGNCCNNCG 
GNNCCGAANC 



GCAGGAACGT 
AAAAAGGCGG 
CCTTCATGGA 
ACGGCGTCGT 
TCACACCGAT 
TTGGGTCGTC 
ACAGCAAGTT 
CCGCGAGTGC 
GCACGATTTC 
GACTCGGTCT 
GT GGAT GGTG 
CNCTTNTNNC 
TTGACGGCNC 
ANNCCCNCGN 

ccccc 



GTACTGGCCT 
GAAGCCGCAC 
GTAGCGTTCG 
GGTGTTGGTA 
CCCGCCGCCC 
CGACTGTCTC 
TTCTGGCTTG 
CAGCTGCCTG 
TCCAAAAATC 
CCCTGGAAGT 
ATCTCCTTCA 
GGGCCCCCCC 
CGTTTNNTAC 
AAACCCCNCC 



TTTGAGATCA 
AACACGGTGT 
TCCTTCACCA 
GCATAAATTT 
CCGATGCCAG 
AGCTGCTGGC 
ATATCCCGGT 
ATTACATGTC 
TCCCCCCCGG 
CGATAAACGT 
GAACTGCTCT 
NCGTGCCCCC 
NGN CNAA GTN 
CNATTTNCCC 



ACTCTGTCAG 
ATAGGACGCA 
CCTCGGGCGC 
GCTTCGAGAG 
GTCGGAACAG 
GCTTGCTGGG 
GGACAATGCC 
TAGAAAGGTC 
GCAAGCAGCT 
CACAATGTTT 
CGCGATGTCG 
ATCGTTAANA 
CCCTTTCGGN 
NAACTTNTCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 



1244RP 



20 



25 



30 



GATCCTGCCT 
AGCTCACCTC 
CGTCGCGCGA 
GCTCAGAGAG 
CCAGCGAAGC 
CTGTTTGGTA 
GACAATCGCT 
CATATATAGG 
CTGCAGAATT 
TTATGATTCG 
CTTGTTAGAC 
ACCAGTGGCT 
TACGCGGAAT 
CNTGTNTTGG 
TNTCCCCCAT 



TATCACGAGC 
CACAACTTCC 
TGCAGATTCC 
GCAGGCATGT 
CATCGTAACG 
TTCTGCATGC 
GGTCCTGCGC 
AGGAGACTAC 
GTGTTGTGAT 
GAATCCGTGG 
CATAGTGCGC 
ACNCTCCGGN 
TTGGGGGGCC 
GCNGGTGCCN 
T 



GCCATCCGAA 
TCATCTGAAT 
GCCCTGTCTT 
GTCGCACCCC 
CTCAGTATGA 
TGAGTGCGCA 
GCAGTTCAAC 
TCTATTCACT 
TCCGCCAGCA 
AACATTCCGC 
GAGTGCGATT 
GTTAAACCCC 
AAAAAAGTGC 
TTTCCNCAAA 



CTTCCCCCGG 
CGTCTTCGTA 
TCACCTGTTT 
CGTATATCTG 
ACGGTAAGTT 
AGCCAAGTTG 
ACAGCAAAAC 
GCCTATCTTT 
TTTTGTTCAT 
CGCCAGCCTG 
ACAGGTTATC 
TACGCTNCCC 
CCNGCAGGAA 
NCAGTGCGTA 



GATGTCGTTG 
TGTACTATCT 
CAGCACCGCC 
GCCCAGGTAA 
GATACCTGCC 
GTTGAAAATT 
TCAGAGAGAG 
TCAGCCCACA 
CGTCTCGACA 
TTAGATTAGG 
CNTCGAACAC 
TTCCACTNTC 
CNCAAACGAA 
NTTNTAANCC 



AGAGGTAGCG 
AGCTCTTCAG 
TGTGCGTTAA 
TACCCCGTGG 
ATCCTAGTTT 
CCTTCAAGCT 
GTATAAACGC 
GTTCCTCTGC 
TATTCGTCCG 
CCACACCGCC 
CATCCGTAGA 
CGATAGTCCA 
GNNTCAACGC 
NGCCNCTTAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
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720 
780 
840 
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40 



45 



1244UP 

GATCAATCTG 
GAAGGAGGGA 
ATTTGATCCC 
CTTTCTCGTT 
AGAGCTACGT 
TGCAACGCAT 
GGAAGATTTA 
TTGCGTATGA 
ATTT AAG CAA 
TTTATTTATA 
AGCACCCAGG 
TCGACATATG 
AACANGAAAA 
TATGC ACCCN 
NGAGATTTTT 



ACAGTTGGAT 
TTGGATTGGG 
TCTTTCAGTG 
CCAAAGTCTG 
TACGAGCTAT 
TTTCTACAAT 
TTCTCCTAAG 
ATCCCATATA 
ATACCATATT 
GGAGATGACT 
CTGAAGCCAG 
AACCTCCCCA 
TGGACNCCNN 
GATTTTTTGA 
ACACCCNCC 



TGATACCAGG 
GAATGGAGAA 
AGCATGCCCA 
GCATCTGGAA 
CTCTCGACAT 
TCAACGAAGT 
TACATATTAA 
TGTATATATC 
TTTTAATGTT 
TTTCCCTCTA 
AACGGAAATG 
GAACATGTTT 
GCATCATTCA 
TCACGGANNG 



TGCTATCTCC 
TAAAGATATT 
ACTTTTA CTC 
TTATGCATTT 
ACCACTCGGA 
GGCAGCTGAC 
GGATAGAGCC 
AATACACGGG 
GCGGTGATTT 
CAACGCCACA 
TTGGA ACCAG 
TTTTTGAACA 
AAAAA AACCN 
TTTTCTTTAC 



TTATCAGCCT 
TTTGATCCAT 
TCGGAACGTA 
ATGGGTGCTG 
TTTTATGATG 
GATACTTTGG 
AAACTTGCAA 
CCACTCATGG 
TATAATCTCG 
TTATAGAAGA 
AACAGGCAGG 
TCNAATGANT 
TCCTTGAACC 
NCCAATTAAA 



TTACAGTGAC 
CACCAGAAGG 
TAATGGGAAA 
GATTTAACAG 
AACAGCACCG 
AAGCAGAACA 
CTAGCTTCAG 
CTGGTGACCC 
ATATCATGAT 
CCGTCAATGC 
TTTGAATAGC 
TTCTGCCAAA 
TGAGAAAAAA 
TAGGNCCCCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 



50 



1245RP 



55 



GATCAAAAAC AGAGTACCCT CCGCACGAAC TTCCCATATG AGGCCCAGAG AGAACAACAT 
CGCCGATCAC CTATATCAAC AACGGAGACC TTGGTCTGCC GAGAACGTCA CAGCTTATCT 
TATTATCGAT CGAATGGATG TTGGAAAGAA GATACAAAAT AACGCATAAT TGCTGAATAT 
ATTGCACGCT TCTAACGCAA ACGACGAGCC TCACGCTCAG ATTCCATCAA GACCAAGATG 



60 
120 
180 
240 
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300 
360 
420 
480 



10 



TCGTTCTCTC TAACTGGGCC CTTGACGTTT CTGACAATGG TTCTGGAAGT GTCGTCCAAG 

Iactcaacgc ggacctgggt gacaccacca cgagaaccgg ttctacctag aaccttgata 

^CTOMCTA GAGTGACTGG GGTCTTGGAG TCCATTTTGA TCTATTGCTT CTTCGATATA 
AAATATCTAG TAAAAAGTCC TGAATAGGTG AGAGGAAGAT ATCATGAACA G^^TTTTT 

rGAAA^TTT TTCAGGTCTG CGATGCCCAT CGCAGGTGAA ATGTGCTTGG 540 
^SSSS AATCACATCA TACGATAACT ATGCGTGCAC CCAAAGGCCT TGGCAGCAGC 600 

gII^gcgcg aaggttagcc agcccagaac GAAACCTGAG aacaggttaa gctcaggtga 660 

ATTGTTTGCT TCTATTCCCT TACAGTTCAT CTTCCGGTAA TTGCAGTATC CGTTGATTCC 720 

cScS cSgccgttn attcccgttt gaactttcag agntcntgaa ACCCTNGTNT 780 

^SXCC^ TGACACNTAT ATCNCCCCCT TATATGACTT CCGTCNATNC CCG 
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1245UP 



GATCCGGGTA ATACAACGCC TCGGACCCCT CGGCGGCTAA CGAGAAAATC GCGCTAAGCT €0 

TCCAGCCTAA TCATAATAAA AGGGGCATTG GTGGAAGCTT TCTGGTACTT ACGCGAGTAA 120 

5 ACAAAAGGC6 CAAGGACGTT TCAGAAGAAG CCAGAAGCAG CAATGAGCGA GATCAACTCG 180 

ATCATTCACA GAGTGAATGT ACTGGTCTCA AAACTGCCCA AAGAGAAGGA TGCAGGCCTG 240 

GAGAAAGAGT GCGCGCTGAT CAAGTTCGGC GGCATGGTAT CTAACCGCGA ATCGGGCCTG 300 

TTGTTTGGAG AACTGGCGCA GCAGATGGAT CGCACAGCGG TGCTACGGCA GCCATGGATT 3 60 

GTCGAGTTTG TTGTGCGCTT GGGCAACGAG CTATGCCGGC GTGGCGAGGT GGGCGAGAGC 420 

TTCTGGGGCA AGATATTGGT TCCGTTGGAT GGACAGACCC CGTTATTGAC AGTTACTAAC 480 

10 AAGAATCCAG GGTGCGAAGT TTTCGCGTAA TGTTGCGGTC CATGGCCGGT TGGTGGAGGC 540 

GCTGCTGGAC GGCGCCTTGT CGCGTACGGC TCCCTGTGCG TGGCAGAATA TGGCGTTGTT 600 

GCTCCAGCTG TCCTATNNAC CNNCCGGATT NTCCGGAAGT TGNTGNCCCC CCTTTACCCC 660 

CCCCCTNNCN AGNATGGTTG GNGACCNTTT GNNCGNTTNC CAACTTCCTT NTNCCCCNCT 720 

TTTTTTGNAC NTTGAANCNA TTTTTCCCCC TTNAANTCAA CCNACCNGTT KTNNCAACCC 780 

CCCCCCCCTT TGGGAAAANN AGHAAAAAAN ACCTTTTCCA CCCNGGATNC CCTTTGGNCA 840 

75 NCTGGAACNG NNNTNTTCNC CCTC 



1246RP 



GATCAACAAT GATTGTGGCG ACGGGCGGCG GGGCGTTCAA ATTCTACGAC GTGCTGCTGT 60 

CGGAATTTCC GGGCGTGTCA GATATCCTCC GGCTGGACGA GATGGACTGC CTGACGAAGG 120 

GGTTGGACTT CTTCATCCAC AAGGTGCCCT ACGAGGTGTT CACATACAAC GACCTGGACG 180 

GCGAAGGCAC GGTGGATGCG GTGGCGGATG ATGAGATGTA CCCGTACATG CTAGTGAACA 240 

TAGGATCCGG GGTCTCGATT CTGAAGGTGG AGTCGCCCAA CGAGTGCATG CGTGTGGGCG 3 00 

GCTCGTCATT GGGCGGCGGC ACGTTGTGGG GACTACTGTC GCTAATTACT GGGGCGAAGA 360 

CGTACGACGA GATGCTGGCC TGGGCAAACC AGGGCAATAA CGCGAACGTC GACATGTTGG 42 0 

TAGGCGACAT ATACGGCACC GACTATGCGA AGATCGGCCT GAAATCCAGT AATATTGCAT 480 

CGTCGTTCGG GAAGGTCTTC CAACGGGAGA GCGTCACCGC GCCCCTCGGC GGGCCTGACT 540 

TCGGCGTCTG CGACCTCGAC GTGTGAGATC CGAGATTCGA AATGAGAAAT CCNNCACGCC 60 0 

GAATNTTCCC ATCCCTCNTG TACCCATCTC CAACAAATCG GCCAAATGCT TNCTGCAGCC 660 

AAATCCCCAA CTCCAAAAAA NNTCTTTGCG GTCNTTATNT CCCCGCCTTT TACCCCCTGA 72 0 

CCCTTTACCC CCCCCTAACT CNGGTCNAAN GNTTTTAACA NCCCNCCCCC TNAGGNTTAA 780 
GGTNNTGGCC CCNNGGCCCT TNTTGCCCCA AAAATTTCCC NNCGNTTCTN 



1246UP 



35 GATCGTAGAG CGTGAGACGG CACCGGCGGA GGCGCCAGCG CCGGACGGTG TGCAGCCACG 60 

GGGGTTTCCT GAGCTGTACC GCCCGGCAGC GATATCTAGC TGGCGCCAAC GGCTGCAGAA 120 

GAAGAATGGG CAGCGCAGGC CGCCCGCGGC GGCCCTCGCC GCAAGCGAGG CGGAGAAGAT 180 

CCACAAGGAA AACATGGCGT ACATCGAGGG GCTGTCGGAG GAGCAGCGGA CGGCAGAGCG 240 

CCGCGAGCTG TTAGAGAGCC TGGACCCCAA GGTCGTGCAG GCGTTGTACC GTCGGTTGGA 300 

TGCACGTGCA GCAGCGGACG GAACGGCGCC CTTAGTGGCG GAAGTCGAGG GAGCGGCAGG 360 

40 CACGTGGGTG GGCGGCACCC GCGAGGAGCC GATGATGCCG CGCCTGGATG ACGCGACCGT 420 

CGACGCCGCG CTAGGCGCGC CACAGGCTTC GATGCCAGAG GCCGCGCCCA CGTACGACCT 480 

GCCAGCGCCG CTGGAGGATG CGGACGACAT CGCGCCCCAG GAATACCAGT TCATCAGCAG 540 

ATGGACCATA TGAAGGACAG GACTTGCTAC GAGATATCCA CTTCCTCCGC AATGAGACTG 600 

TGGCGCCCAG ACTGGACATC AACGACCCCA ACTTTATGAG CAGCTGCACG AGAATACTTC 660 

CGGATNTTCC GAAAGAAANA AATAACTNGA ATGGATGAAG GCCACTGAAC CCTGACACTC 720 

45 TTCTNCTAAC TCNCCGATTT TGCCGAATGC CCTCCAACTT AGGGCCCATG TCCCCCCCCC 780 

CCGGAATTTN NTCCCCNNAA CNGCCTCNNC CCTTCGAAAA CCCCCCTTTN CCGGCNTTCC 840 
TCCCATTTGC ACNTTCCCCA C 



GATCTGGCCG CGCAGCTGCG GCCTCGTATT GCTCCCCTGC GTTACTGTGG CGCCGCCGGC 60 

GTGTCTTATT CGGCATCGCG TACGCGTCAC TAAGCCCCTC CAGGACGGGC ACAAAAAGCG 120 

CAGGGCGCTC ATAGAGCACC ACAGCGTCTG GGTCGGGAAG CACGTGCATC CGCGGCGTGT 180 

GCTTGCTCAC CGCCTCGTGC GCCTTGCCCC GCTCTGCCAC CGGCGCAGCC GTTGCAGCCC 240 

CGCGGGCCGC GGGCGCCCTG TGCACTGTAG CGGCACGGCC GCGGCGGACG CTCCGCTTGC 300 
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10 



GGACCGCCTT 
GCCCCCGCTG 
TGTCGCCTGA 
CTCGACTCGC 
CCTCCGCGGC 
CCTCATCGAA 
GGGGGTTNCG 
TTACCCCNCN 
NTNCTNNGAA 



GATGACCCGC 
CACACGCATC 
AGCAQACTCT 
TCTGCCCGTA 
CGCCGGCGGC 
TCCGAACCGC 
NGGCCCGGCC 
CNNTTCAAAC 
XNAANGNCCN 



TTTGCGCCCG 
AGCATCCCAT 
GCGCTATCTC 
CTTCCGTCGA 
GCGAAGGGCA 
TCGCGCCGTC 
GGCCCCCTCC 
NCCNGGAAAA 
GGCCCTNNGG 



GCCCGCGCGC 
CCACCGCTTT 
CTCCGCCTCG 
AGTACGCGCG 
CGTTAGGGCG 
GCGCCAATCG 
TTTTNAAAAC 
ATTTTCGNCN 



GCTCGCCCGA 
CCTGTCGTCT 
GACGAAAGGC 
CAGTGCCGCC 
CCGAGCCGCC 
CCCACGGAAC 
GACNACCNCT 



GCGAGCGCCA 
TCCACCACGC 
CTCGTCGCTG 
GCGCGCTTCG 
GTCAGACCCT 
CANCCCCCCG 
TGNAAANCCG 
CCCCCCCCCT 



360 
420 
480 
540 
600 
660 
720 
780 



15 



20 



25 



1249RP 

GATCATGCAA 

CCGCACCTCT 

CTGCTGCGGC 

TAAACCACTT 

AACCTTAGCT 

GATCGCCTTT 

AAGATGTGCT 

TCTGTAGTCG 

TCGACTAGCA 

CAGAGAGCGG 

TCAATCAGCA 

CACATTGTAC 

CTCACTCCCC 

AAAAAACTTT 



CATTTCTTCT 

GAGGAAGAGC 

ATTCCGATAC 

CCATTCGATT 

GGGACGCAGT 

TCTTCGCTAT 

GGCCCTTGTA 

TGAGCGATGT 

GCTTGATCAG 

CTTCTCCGGC 

GCCTGCCGTA 

CCGTCCGCCA 

TGTGTTCTTG 

GANAAAGNTN 



TTTCCCGCTT 

TTGCGGACTG 

CCAGCGCGGT 

GAATCAAATT 

AAAGATTGGC 

CAGCTTCTCG 

ATATCGCAGT 

CATGCTACTG 

GGTATCGGAC 

ACCCAACTTG 

CCCCATCCGC 

NTCCTTTCCN 

CANTAAAAAA 

GTTGCGNACC 



TCTGCCTGTG 

CAGCGAGCAT 

GGCCGCCTCC 

ATATATACXA 

GGTTTCCAGA 

TACCTTAGCA 

ATGTTAAGAG 

ATTTCATCGA 

CAATAGGCTC 

TTCTCCTTCT 

TGGTACTGAG 

TTGGAHAATN 

AAGGTCAANT 

ACTTCCTNNT 



CCGGACGGTG 

GCCCACAGTA 

GAGGCCACTC 

TTAAGTAGAG 

TCAGCTTCTC 

GCACGTCCTC 

CCTTGGCTGT 

TCGTGATCTC 

TGTAGAGAGC 

TAGAGAGCTC 

GGAGCGTCCA 

CCCACCAAGT 

TCCTATNACT 

NCCCCGTCAA 



TGTCCCCGCC 

CCTGGGGCGA 

GCAAGCATTC 

CTACCATGCG 

GGGGTCGATC 

GTTCAGGTAC 

GTGCAGTATG 

GGTGCCGTTT 

AGCCCAAGAT 

CATACGAAAC 

GAATACACGC 

NGGTGCCCCA 

CNTGTGNTCC 

TTCAAAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 

780 



30 



1249UP 



GACCTGCCGA 
CGGATGGCCT 
TCCTTATTCT 
TTAATGACAC 
TTACGGTTGG 

35 TTGTTGAACG 
CTCCTGGTGG 
TCCTCGCCCA 
CGCCGT TCGC 
CAGGCATTTT 
TGACCATGAA 

40 GAGGTACTCT 



TGGACNGCCG 

TTGTCGGCAC 

CCTTGTACAT 

CGTTCTCGTC 

CCAGGGCAAT 

CCTTTCGTAG 

TTTCCATTTT 

GTAGCTCTAC 

GCTCTTCAGC 

GAACCCATTG 

GTCGGAATAG 

GTGATCCAAC 



TTGGCAGGTG 

ACGCAAGAAC 

TGTGAAGTGC 

TCTTGTCTGC 

CTGGAATGTG 

CAGCTGGTGG 

CGTGACGTTC 

CAGCTGGTTC 

CTGCTGTGCC 

TCCCGCAAGT 

CGCTGCTTGA 

GTCGATTCCT 



ACTGCCCTAC 

TTGGCAATGA 

ACGCAGTTCT 

TCCACATAGT 

TTGGACGCCG 

ATCTTCGTCC 

CTGTACACGG 

CGCAGCTCTG 

TTCACCTGGT 

ACACCACTGT 

TCTGCCCGCT 

TGAGTCCATC 



GGTCTTTAGT 

TGTTGACCAC 

TGGAGGGGCC 

CCTCTTTGCT 

AAGTGACCGA 

GTGCAGCTTT 

CCTCAATCTG 

CCTCCACCGC 

CGGCAGAGGT 

TCCATCCTTC 

AAACCCTGGT 

GGTCTCOaiT 



CCCCGCAAAG 

GTCCATGGTG 

GTACCCCCAG 

GACTGTGGTT 

TTCAAGCTCA 

GTCGTCAAAG 

CTGCATGTCC 

GTGGT TGTG G 

TTGGGTTTAG 

TGGATCTCAT 

ACTCTGCTGA 

TTGGCCCCTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



45 



AATATTCCCC NCC 
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1250RF 

ATCTTAATTT AAAATTTTAA TTAACTATTT ATAATTTAGA AATATATAAT CTAGAGATAT 60 

ATAATCTTAA AATCATAGGT AAAAATACAT AAGATAGTAA GAATAAAATT AGTAAAATAA 120 

ATAGAAAACC ATAAGTTAAT TGATTCATAA AGAAAAATGG AATTATTTGT GGCATCTTAA 180 

TTTTTATTAT TTAATTGATT ATTATCTATT TAACATAAAA CATTTTAAAA TGTTATAAAA 240 

TAAATAAGAA ATTACTTATA GAATATTTAT TAAATAGTAT TTAATTTAAT TTTAATATTA 300 

AATATACCAT TTTTATTAAT AAATAGATTA TTAAGTTTAT TAATATTAAG TGATATATAA 360 

TTTAATTTAT ATAAATTATT TAATTTACTT CATTGATATA TATAATTATT AAATGTACCT 420 

TTCATAATAT TTATTTTTAT TAGTCTAGTA ATATTTCTAT TTAATAGTCT ACCCTTTAAT 480 

TGGATATTAC TACCTACTAA ATATTTACCT AATAATATAT TATTAAGAAT ACTTAAATCT 540 

AATAATTTAT TATCTAAAGT ATATAAATTA ATTAAATCCT TTTTTATTAT TATTTAATTA 600 

TTATTAATTA GTAAATTATA TTTATTATTT TATTAACATA ATTTTTTGAT AATAATATAT 660 

CCATATTAAA TGGTAATTTA TTAATAATAT CCTTTAATGA TTTNATGATA ACCNTATTAT 720 

TATGANATTA GTTAATAGTG ACCTTAATAT CCCNATCCNA ATA TATN TAT TTATTTNTAA 780 
KAACANANAA CTTCTTATNN CATATTTANT TTNANTATTN ACCNTTNCCN NNNT 



1250OT 

GATCAAAATT TCAACAATTT CCATTTCATT TAGTACTACC ATCACCATGA CCAATTGTTA 60 

CATCATTTAG TTTATTAGGT TTAC TATT AA CTTTAGCTTT TACTATACAT GGTATTATTG 120 

20 GTAATATTTA TCCTTTATTA TTATCTTTAT TAGTAGTTTT ATTACTAATA ACTTTATGAT 180 

TTAGAGATAT TGTAGCTGAA CTTACTTATT TAGGTGATCA TACTTTAGCT GTAA GAAA AG 240 

GTATTAACTT AGGTTTCCTA TTATTTGTTG TATCTGAAGT ATTAATTTTT GCTTCTTTAT 300 

TTTGAGCTTA CTTCCATTCA GCTATAAGTC CTGATATTCT ATTAGGTAAT GTTTGACCAC 360 

CAGTAGGTAT TGAAGCAGTT CAACCAACAG AATTACCATT ATTAAATACT ATTATTTTAT 420 

TAGCATCAGG TCTAACTATT ACATATAGTC ATCATGGTTT AATTGAAGGT AATAGAAAAC 480 

25 ATGCTTTATC AGGTTTACTT ATTACTTTCT GATTAATTGT TACATTTGTA TTATGTCAAT 540 

ATATTGAATA TAGTAATACA TCATTTACAA TTACAGATGG TATTTATGGG TCCAGTATTT 600 

TTGCTGGTAC TGGTTACATT CTTACNTATG GTTAGTTTAC TAATTAGGTA GGTNCTATTA 660 

NGAANAACAA GAAATTNCCT TTAACNCCCN CCCCTCCGTT NGANATNNAA CCNCACCTAT 720 

TATTACNNTT TTTNAAAATA NTGAANACCC CANNATTGTT NTAANGAAAG GNNTAACGTN 780 

NACNCACCCN TAGNNTTTNG GTCCCCCCCC NTGCTACCCC ATTTTGNCCC CCCCCACAAN 840 
AACCCCC 



1251RP 



GATCAGGAGG GTTTTGCGGT GCTGCGCGAC GGCGGGTTAG AGGTAATGCT CCTGCGAGAG 60 

35 GATGACAAGA CTGTCGCTGT GTACCGGGAA GTGGCAGAAT AGTGTATACT ACATAGTCAT 120 

AGTTATAATA AACAAGCCGC GGCGGGCTCT AACGAAATGG GGAGTTGCCC ATGCCACCGG 180 

GGCCGCCGGG GCCGCCGGGG CCGCCAAAGG GCGCGTTCCA GCGCGCACCG GGGAGGAAAC 240 

CGGGCGGCCT GCGCGGGTCC GCGGGGTCCG CGGGGTCGAA CTGGCCGCCG TAGGGCAGCG 300 

GGGCGGTGGG CCGTTGTAGC CGCGGATCGA ATATCATGCC GCCCTGCGGG TTGGGCGCGG 360 

GAAAGGGGTC AAACGGGTTT GGCCGCTTCT GGCCGCCTGG ATACAGGTCG CTGTCGCCGT 420 

40 AGCCTGCAGG GCTGCCAGGC AGCGGCTGCG CGGCGCCGGC CGGGGGGGAG AGAACCTCGT 480 

ACTCGTCCTC GAAGCCAGGC ATGTCTGCTG GCAGCCTGCG TGCAGGAACC TGCGCGCGGA 540 

TTGGCGGAGG CGCGCCTCCG CTGAGGGCGT CNTAATCACC GGGCTGTGCT TTTGCGCNGG 600 

GCTTCTCNTC CGCCCACCAG GGNAATTTCC CTNGNAAACT TNCCGAACTC CNCCCCCTTA 660 

AAACTGGCCN CNCCCTTTTN CCTNNCNGCT NTCCTCCTGC NNCCCCNTTT CCCCCTCAAN 720 

ACCCNCCTAC CCNTNTCTNT NGNTTCNNNC CCTACANCCT TTCNNCCTNC TCCCCCCNCC 780 
AC - ATNTCCTCNT TNTATCNNAA AATTTCNTTN CTTTTTACCC CCCCC 



1251UP 



GACTGTTCGC TGTTGAGGAA GATAATCAAT ACCGGAATCC TCTGAGCTTT GCTTCGGCCT 60 

CCATTCGCCT ATTACGAAAT TCGCGTGCTG CTCCTAACGA TGTTGTACCG TTTATACAAC 120 

CGCTTGTTGA TCGCTTTTTA GCAGAAGCCC GTTTTTGCAC CGACAGAGAT GACAACCTTT 180 

GCTACTTCTC CGATCCAGTA TTGTTCAGTG CTGTAGTCAT CTTGCOATCG TTGGTAAACA 240 

CATATACCCC ATCGCAGTTG GAGAAGATCG ATACCACGTT GCTTTCGCTC TCATTTCACC 300 

CATTAATTTC GCGCCTTTTA TTGTAAAGGT GCAGCACX!AC AGAAATACTT GATAAAATCT 360 



55 



191 



EP 0 866 129 A2 



5 
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1252RP 



GATCTCCTAT TAGTGGGTAG CTAGCTAGTC GGCCCGGCTG GCCGGGCCCG AACTGGTACC 60 

GGGTGCGAGG CCGAGTGACT AACACTCCGG GTTCTTCTGT CTCTTGCCAT GCCGAACATA 120 

ACCATGGCGA CTTATATAAG TTCGGGCGGC GTGCAGTCGT ATGAGCCCGT ACGAGCAAGA 180 

CGTCCAGCAG TTTGCAGCGC GGTAGTCGGG GCGTTGCAGT TGTGTATATA TTGCCACCCT 240 

TGCGAACTTG GACAGCCGTA TGCTGGAGGC GGTCAGTAGT AAGCAGGAGC CGGTGACTCA 300 

AAGTAGAAGT CGGATTGTAA AGGACAACAG ACCAGTGGCG GTACGGACAG CAGCGGGCCA 360 

ACGTAGTAAT AAAATATGAC GAGAGATATA CAGAACCACC TACTCTTCGA GACGGCCACG 420 

GAGGTAGCGA ACAAGGTCGG GGGCATCTAC TCGGTGCTGA AGTCGAAGGC ACCGGTGACC 480 

TGCGCTCAGT ACAAGGAOCA CTACCACTGT ATTGGGCCCC TGAATCCAGA CTCGGTGCAG 540 

ATAGAAGTGG AGGCGCTGGA CTGGGAGGAT GACAGCGTGT TGGACCCGGG AGATTGCTGC 600 

CCGGTAAAAC GTCCCCTGCA GCACATGCGG AACCCCGCGT TGAACTCCGT ATATGCCGGT 660 

GGTTNGTGAA GGTNCCCCCG GTTATCTTGT TCAACCTGTT CCCGTACCCC CCTCCTCCAC 720 

AATTGAAGCC ACCTGTTGAA CACTGCGGAT CCCCCCCCCC CAAANAACCA HAAACAAAAC 780 
CCATCCGTTA GGTNCCCCNG NCTGTCCCCG AAATTAANGC CGANCCNCNC TCAN 



1252UP 



GATCTTTATC GCAACNTTTT GGTTCTGTTT CGAGTTACGG GCCTGGCGGA CCACACCGAA 60 

20 AGCGCCAGCT CCGAGTGTTT TGCCGAATAT GTAGTCGGCT TTGTTCACAT ACGAGGCTGG 120 

TTGACCTGTC ACCTTGTGGA AGAACTTCGT CAACATGTTG GCCTGAGACG GAGGACGATC 180 

CTGGGGCTTC GATGCGTCTT CGTCGTGCTC CCCTACACCC TTACCGAGTT TTCCGGTGGA 240 

ACTAGTGAAC ACTGCCATAG CCTCGCAGTT AAAGTGATGT GGCAATATTA TATTGTAGTT 300 

TTGTTCTTTT CTTGATTGTT TTAGGCTGCC GATAGCCCAC GAGGTGAAGT TTTGTACACT 360 

TCACACATCC CAGCACTGCC ATCACGACAG ATGTTGAAGA TCAAATTTCG CAGCTACATG 420 

25 CTGCATTGTG GTGCTTGGGT TAGCAGTAGC GGCTAAGTTG CAACTACATT GTCCCCATTC 480 

ACTCAGAAGT ACCTCGGTTA AGCTCACTAT GCGCTTATTG CCGAGCGAAG CCGAGCATTG 540 

TTACAGCAAT GATGAGAAGA GGCTATTGGT ATGTTAACAT AACGCCAGTA GTGTTATATT 600 

TACCACTAAC CATAGAAAAA GTACAGAATA TCCGTAGCCT ACGAACTGAA TGAATATNTT 660 

GCTTCCCCNC CCCGNCCNTA TACCAATGAA TAATAAATTG GATTTGCTAA TATCTNCCCC 720 

ATATCCNGCC GGGCCCCCGA NNCCCTNCAA CTTATTGGTN CACKCNCCCN TGCCNCCNCN 780 

30 TTTTNTTTTN TCNNGGAACC CCCCCCCCGT CATCNTCGNN TGNNTNAANA TGANTACCCT 840 
CCCTTGNTCC CCCNCCCT 



1253RP 



GATCC TAACC AAGCTGATTG ACTCCAACTT TCCACTTGGC ACATTCGACA AGCTGTTGCA 60 

GAGCTCGACG GCCGTGGGGG GTGGTGGCTC CATATTGGGA TCAGATGGTG GGTGTACAGA 120 

CACGGAGGCA TTGGGACATG ACCGAAAACG CAAGAAGTTG GAGCCCCGCT TCCCGGCGCC 180 

TCCGCCGAGC GTGGCACTCG GCCCGCGCCA TCGCCGATAT AATTCTGAAT TGGGCCTCAA 240 

CTACTTGCGC GAGAGCAACG CGCAGCCCAG CGTGATGCTC CCGCAGGTGC AGCAGCGCFG 300 

GAACACAGCT CCTCGACAAC AACCCAGACA ACAGCATAGA CAACATGGGC AGGCCGAGGA 360 

AACGGGTTCA CCACCAATGG CTCTTCGCTA TCCCCCTCCA ATGTTAATGA ACAGCAATTA 420 

TACATTCCCT GCCGGCCCCC AGCAGCCGCT CGGCCCGCAT CCACAATCGC GTGCCTCGAC 480 

GCAGCAATCT GATGTCCCAG CTACCCTCCC CGGAATATCG GCGTAGCACC ATCGTCCCAA 540 

CTTCCCACAG CCCCCACCGC TGACTAGTCT TTTGTCTAAA CATCAGCCTC ATCACTCGCA 600 

GCCTAATGAG CTGCCTACCT CCCATGCATA TGTACAACAG ATTTGCCTAC TCCAATAGCC 660 

CAGTTCTGAA GTCTGCTTGC TTACGTTGCG CCCTCTCCCC TTGGCCAATN TATCCTTGTN 720 

NNNAAAACCN AACCCNNGTT CCCCTGTGCC NGAATTTCTA CTTTTACCGT CCGTTATTCC 780 

NTAAATCATA ACCCGGTTCA ANAACCCTTT CCTTGACNAT ATCNCATTGN GCNANCCCNT 840 
C 



1253UP 



GATCGACGAG TTCGATGTTG AGACGTTCAA GAAGCTGTTT GCGAACTGCA TTCGCAAGGA 60 

TGTGGATGTG CGCGAGGTTG TCGCGGAGTA CCGACTGATA GTGCCGTGTG AGGAGCCGGG 120 

TGGGGTGCGG CGCGCGGCGG CCGGTGACGC GGCGGAGGCG GAAACGGAAC CGTTTTCGCA 180 

GGAAGAGAGC AAAGAGATTA GGATCATTCT GCCTCCAAAG CCAATTGCGA TTGAGTTTGT 240 

AAAGAATGTG TGGGAGAACT GCTGTGTGCT GTACCGTTTC TATCACCOCC CGACTTTCAT 300 
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CAGGAAGCTG GACGACCTGT ATGAGACAGA 
CTTCTTGCCG TTGTGCTACG CTGTCATGGC 
CCCTGGTCGG GGAAGCGAAG ATGCGGGCTC 
GGATACGGAC ACACGGCACG CTTATCTGCA 
GAAAAAGCTA GTGATCTCAC GAACGCCCGT 
TTTGTGTTCT CCCAAGTTCC GCGCGGTCNC 
ATTCCNCCCN CCTNNAGANT CCACCCACCC 
CAACCGGAAN TCCCNCCCCG NTTTACCCCC 
GGNGCCCCNC NCCCCCGGNN CNNNACATCC 
GC 



CCCGCGTGAG TACACGCACG AGCAGCTACG 
AGTGGGTGCG CTGTTCTCTA GCTCCATGCT 
TGCAGGCAGA ATAACAGCGG CTACATTGGC 
CGACGAGGGC TACCGGTACT ATGTGGCTGC 
GACACCGAGG CGAATCAAAC CTTGTTCCCG 
CCCGGCATCC GTTTTTCTGC CCNGCTATNA 
CCCCCCGANA ANTAAAAAAA TTTCCCCCCC 
CTTANAAANG AGGTTTTTTA AACAAANCGG 
CCCCCCTAAA TCGGAANATT NNCCGAAACC 
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1254RP 



GATCGGCCAC ATTGTCCCTG AGGCCTATGA AGGCGGCCCA ATTGCGCTCG TGCAAGACGG 60 

TGACGACATT GTCATCGACG CCGAGAACAA TGCCATCAAC CTCCTTGTGC CAAAAGAAGA 120 

AATTGAGTCG CGCCGCGCTC GCTGGACCCA GCCGGCTCCA CGCTACAAGA GGGGCACGCT 180 

CGCCACCTAT TCTAAGTTAG TCTCCAACGC CTCCAAGGGT TGTGTCTTGG ACAGCGACGA 240 

CTAGCACCTC GACGCAAGTC ACTATTTATT AACAAGATTA TGTATATAAG CACCCCGCCA 300 

TGTCCATTGA ATGGACCGCA TATGTAACAA AAATCGAGGA TGCTTCCCTA TCGTCTACAA 360 

ATCTCAGGAT GTTGAGTACC TTTCAGGTGT CTGACTGAAA TAAATGTTGA ACTTTGATAG 420 

TACTTTTATG TTTGAAAAAT TTTAAAATTT TATTGTATGG CTGTCACCAC GAGTACTCAT 480 

CTTCACCCGA CATTACGGGT ACCTGAAGAG CTTATCTATC GATAACATGG CGACTCAGGA 540 

GGCGGTATTT ATCGGGCGCA ATAGGCAGAC GAAGGTTGCG GACTTCTATT TGCCGACCAA 600 

GACTGTCCAT TCGACTGGAA AGTGCATCCT CTATGGAATC CGTTGGACGA ACNCATGCNG 660 

GNGTTTNNGC CATTGAAGGC CNCAACCCGA GNTACTCGGN AATTTATGGG GCNAAAAACT 720 

TTTGGTCACN CTCNNCGAAG CACAATNCTT CGGCAAGNAA NAAAAANGGA ATTGNCCNAT 780 
TTGGAGCCCN AAACCTNTAC NTNGCNTGGN GNNGGGTANC TCCNNTTCCN ANGTCN 



1254UP 



GATCTCTGGT ACCCCAGCAG CCCTGGCGGG GACGTGGCAT TGGTGACTTC TCCCCCAGGT 60 

20 AACCGGGTGT GCTCTCAGCC CCTTCCCCAC ATTGAAGTTA AGCTTGTTAG CGGTACTCCG 120 

CTTCATTTTC TGTGCCCGGT CGACCGGTAG CGTCATAGTC CCGCCGTGTG GCCGACCGCG 180 

GGCCGCCATC ACAGGTATCT ACAGTTCAAC GGCCGCGTCG CGATCCCAAG CGCAGTCTGG 240 

AATCTCGAAC GGTGCTACAA AGAACGGATG CGTGGCAGAT CGAAGCTATC GAGAAGGTGG 300 

TGGGGGAATT GAGTGAAAGT ACACGAAGGC AGGGTGTCAG ATCTCGTACC TCTCGCATAC 360 

AGTACGAGAA GGAGTCGGCG ACGGTGTTCA GAAATCAGCG CAGTGTCCAG TGCGGGGAAG 420 

25 CGTGCAAACG GAACTCGGAA ACAATCCGAC GGACCTACTG CCAGGTCCAA GCCCTTTCCA 480 

CGGTGTCACA GCTAAGATGG TGACTGGCCA ATAATTTGTC ATGCTGGTAT TCGTGTGTCG 540 

ACGATTATCT ATTCGGTTCA GCCGTTCATA TTTAGGTGCG CTGCAAACGT GGTGACATCA 600 

CGATTGCACT GTATATATGA TGGAGTAATT CGCATACACT GAAAATCNTA ATAATCAATA 660 

ACCCATGCCN CNACTCGNCA ACTTCNCCNC TTCNGCTCCN GGTGAAATCC CCTTCACTAN 720 

TTTTTTTCAT TGCCCATTNN ACCGAACTTT ACNAATNATG CAATGANAAC CNCCCCTCCC 780 

30 AAACCTANAT CCTTTTNTTN NGGGTCCCNN ACNGTTNCCN TTCCNGNCNA NCCCNCTTTN 840 
ATTCCAANAC 



35 



40 



45 



1255HP 

GATCGTGTCG TCAGGGTGCA TTGCAGTGGG CCTGAAGACG GTGGGGACTG ATCGGCGGCC 60 

GAAGAAGCTG TCGCAGCTAC AGGCGATTGC GGCTGTGGGT CAGGGCCGGC TTATTGCGCG 120 

GTGGGACTCC CTCTTCAGAC CGTTCAACGA GAAGATTGCG CAGATTTTGT TGACACGGAA 180 

CGACATAGTT GACTGGTCGC AGTATAAGAA CGCGCAGAAT ACGTTCCACG AACTGCTGGC 240 

GATGGGCGTG ACGCCGATTG TGAACGAGAA CGACACGCTC TCAATCAGCG GAGTGAAGTT 300 

TGGGGACAAC GACACGCTGA GTGCGATCAC AGCGGGGCTG ATCGGCGCAG ACTACCTGTT 360 

CCTGATGACG GACGTGGACT GCCTATACAC CGACAACCCG CGGACGAACC CGGATGCAAA 420 

GCCGATCTTG GTGGTGCCGG ATCTGTCACA GGGACTGCCC GGCGTGAACA CCTCTAGTGG 480 

GTCCGGTTCA GGTGTGGGCA CCGGCGGCAT GGCGACGAAG ATCCTTGCTG CAGACCTGGC 540 

AACGAACGCC GGGTGCATAC GATTATTATG AAGAGTGAGC GGCCGTCGAC ATGGTGCGGA 600 

TCGTGGAGTT CATGGAATGG CGCAGCAGTG CACTGCAGTT TCTGCTGACG CGAGACTTGC 660 

AGACGGACGA GCTGAATTTG TTGCAGAGCA CGGCGTCCCA CTACACACGC NCTTCNTGCA 720 

ACTTTGCACC TCCTGAACNA CNGATTCNTG ATCCCNCGTC TGTGACNCGG NCGTATCTAA 780 
CAGGGGCTNA GGCCCCCCCA AACAACTGNT CCCACGTTNT CCGTCAG 



1256RP 

so 

GATCTAATGG CATTCTCCCT ACCAAATGGG CCCAATTGTA TATTGCCGAT CTTCCTACAG 60 

GGNACTGGTT TACGGATCCA GCGAAGATCG GGAGAGTTCA GCTCTTGGTA TTGCCGACAT 120 

TGTGTCGAAA ACACCAGCTG CAAACTTGAG GCCATATGTC ACTGTCATCA CAGGTCCACT 180 

TATCCGTGTT GTTGGCGAAA GGTCTAGCAG TGATATTAAG GCTGCTATCC TATATGCCCT 240 

AAATGTTCTC TTTTCGAAGG TTCCACAATT CCTGCGGCCA TTCATACCTC AACTACAGAG 300 

55 AACATTTGTT AAATCTCTTT CCGACTCAAC CAATGAGACC TTAAGATTGC GGGCCGCGAA 360 
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1256UP 



GATCAACTGG TCGGGCGGGC TGCACCACGC CAAGAAGAGC AATCCTTCGG GGTTCTGTTA 60 

CGTGAACGAC ATTGTTCTGG CGATTCTGAA TCTGCTGCGC TACCACCCAC GCGTTCTGTA 120 

5 CATTGACATT GATCTGCACC AGGGAGACGG TGTCCAAGAA GCATTCTACA CTACTGACCG 180 

CGTGTTCACG GTCTCGTTCC ACAAGTACAA TGGTGAGTTT TTTCCGGGAA CGGGGGATTT 240 

GGATGAGATC GGATGCTCGC GCGGCAAGCA CTTTTCGCTG AATGTGCCGC TCAATGACGG 300 

CATCGATGAT GATTCGTACA TCAACTTATT TAAGAGCATC ATAGACCCGC TAGTTACATC 360 

ATACAAGCCA ACAGTAATTA TTCAGCAATG TGGAGCAGAC TCTTTGGGGC ATGACAGACT 420 

GGGGTGTTTC AATCTAAATA TCAGAGCCCA CGGCGAGTGC GTCAATTTGT GAAGTCGTTC 480 

10 GGGATACCTA TGCTATGTGT CGGTGGTGGA GGTTACACCC CCAGGAATGT GTCGCGGCTA 540 

TGGACGTACG AGACAGGCAT CCTTAATGAT GTGCTCTTAC CTTCAGATAT CCCAGAAGAT 600 

ATTCCGTTCC GCGAATGGTT CGGTCCAGAC TATCTCTGCA CCCGGTCCTT GGATGANTTN 660 

TCCAAAATAA ACNCCCAAAT TACTGGANAA HATACGTNCG GNTTTAAAAN NTAAATTNTG 720 

CNGGGGCCAT TTTGNCNTGA NNCGAATATC CTCCAGATTT CCGTTTAACN AAAAAAAAAT 780 

GATCGGAANA ACCAAAANAT NCCTTGNTAA CANTNAAGAA NTTTGCCGNN ACTTNTTANT 846 

is C 



1257RP 



GATCACTGGT GTCACCAAGG GCTACAAGTA CAAGATGAGA TATGTGTACG CGCATTTTCC 60 

CATCAACGTC AACGTTGTCG AGAAGGACGG CGAGAAGTTC ATTGAGATCA GAAACTACTT 120 

GGGTGACAAG AGAGTTAGAG CTGTGCCTGT CAGAGAGGGC GTCAGCGTCG AGTTCTCCAC 180 

CAACCAGAAG GACGAGATTG TTTTGTCCGG TACCTCCATC GAAAACGTTT CTCAGAACGC 240 

TGCTGACATC CAGCAAATCT GCCGTGCCAG AAACAAGGAT ATCAGAAAGT TCTTGGACGG 300 

TATCTACGTT TCTGAGAAGG GTGTCATTGC CGAGGAAGCC TAAGTGCCTT ACTGACCGTA 3 60 

TCTTGATAAA TAATATGAGT ATTATGTAAT CAAAGAACTC ACTGCTTTTT ATTGGTGGTG 420 

TTTTCGTCAA ACGCTCTTAT TAGCGCCGGG GTTAGAGTGT GGGAATACTG GCGTTATATG 480 

CTTTAGAAGT TATGTTAAGT AAATTTAATG TCCTATCAGG GCCACAGCCT TAGCAACTAG 540 

GTGCAGGTAC TCCTTTAGCT TGCCACTGTT CTGGAACAGA AGATATATTT TATCTGTCTC 600 

GTTGGCACCA TCG TAG ACAG GTTCACCGCT TCCTTGCAGG AACGATGGAA CGCCAGCTTT 660 

CCGCGGTGGA AGTTATAGGA ATTATGGATT CCAATGACAG TTGGTGTGTT AACNANCCTG 720 

ATTTGTCCAN TTTCCCGTCT CNGAAGCTNC ANTGNTTCCN TGACCNANCA AACCCGGGAN 780 

ACCCCTAGGG CTGNMAGGCT TGAATGCNTT AAAANANTTT CNTTGANAAA NCATTGNTAA 840 
T 



1257UP 

35 

GATCGGGCCG CTCACACACT CAGGTACCTC AAAGGAATAC GAGTTTGTCG CACGCTTCCC 60 

GTGTCCAGAT GCACAGAAAA TCGATATGTA CATCAAGGAG CCGCAAAACA AGTACCTCTT 120 

TTCGGGAACA GAGTACACTT TCCAAATCAT CTGCAGCCCT GCAGACGGCC TCACTCACGA 180 

TCCATACGAC GCGCAAGCCG CTGCGCCAAA TGTGATAGTC GTCCAGTCCC CATCCGGCAA 240 

GATCTACCGT CTGAAAAAGG CGGAATCCGA TGTCGAATTT GGCGTATGCG AAGCTAGGCT 300 

40 AAAAGTGCAC GAGCCAGGCG TCTGGCTGGC CCTAATTACC TCTGAGGCAG GTGCTGGTTG 360 

GTGCACTTTC GCGAAGTGGA TCTGTGTTTA ACACCTAGAT GCTACACAGT CATCCACCCC 420 

ACGAAATTAA TAGATAGTAC GGGTACATAC AAGCCCTATA GTTTCTTAAT ACACTTGCCC 480 

TATATTGAAT ATGTCTACGA AGTATATGGG CGAGGCACTT TCAAAATCGG TGAAAAAAAA 540 

TGCACCACTT CGAAATCCAT GTTTTATGAG CTTAAACAAC AGTGGTTGTT GAAGAACAAT 600 

ACCCTGCCAA GGAAATGTCA GGTACTCGAA CCAGCTCTCA ACAGATTCTT AAAGATTGCC 660 

45 AGTGTTGTAA CCGAATCCAC GTTCGCTGAA TGCTGGGACC GACATCAGAC CCTTGCATTG 720 

GTACAAAATC AGTCTATACG GNGAGCGCCT GTNTGCCCNA AAAANAAANA CCACGGAAGG 780 

ACNCATTGTC ACTTGAACNG AGNCAATGTG TNCNGTGACG CGGNTNTTTC GNTTCAAGCC 840 
CCAAGGACAA NAACGC 



1258RP 

GATCCAACCT TCTACTAGGG TATTTTTCCC TACCTCAGCC TGCAATTCCA TGCCATCGCT 60 

AACCAAGATA ATATTCTCCT CCAGTAGATC CATATTCTCT CCCGACTTCG CACTAATCGG 120 

GATGACTGGC ACGTTTCCAC CCAGATCTT C AGCATGTATT TCAT GCTGTA GCAAATCATT 180 

CATTATTTTG TTGATCACAG TTTCCTTTTC TTTTGCCGAC CGGAGTTTGT CCACCTTGGT 24 0 
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TATGGCGACA 
GGGTTTAATT 
CCGTTCCCTC 
CTTCGAAACA 
CTGCGAAACG 
GTGACCCATA 
CTTCAATTCA 
CTATCTCCTC 
TCAA 



ATCAGCTCAT 
GAGTCTTCGG 
ATCTTCAAAA 
GGTGTGACAA 
ATGCTCGACT 
ATCGTCACAA 
TCGTAAACGT 
CCAATATAGC 



TCCCTGATTT 
CAGATACTAC 
ATGCTTCGTG 
CCTGGAACGC 
TCCGCAGATA 
CAGGTGGCCG 
TCTCCGGAGT 
TCGATGTAGT 



TTTGACATGC 
CAAGACAACG 
CCCGGGCGTA 
ACCAATGTGT 
GTCCAATATG 
GTCCTTCAGG 
GACAATTCCC 
CTCCTGGAAA 



TTAATCGCTT 
ATATCGGTAA 
TCCAAAAACG 
TGTGTAATGC 
GTGGTTTTGC 
GCCTTCGGGT 
TGCCGGAGGG 
TATGTAGTCC 



CAATGGTCTG 
TATTCGCGCC 
TGATCTTCCG 
CACCAAACTC 
CGTGATCAAC 
CTGCAGGCTG 
CAGTTGG TAG 
GCCTGGCTTT 



300 
360 
420 
4B0 
540 
600 
660 
720 



^ GATCCTGTTT ACAACTAAGT TCGCATCCCT ACCAGGGGAA AATATGAAAT 
51 ACCAAGTGTT GTATTCCGAA CGCTAGAATT CTTGTACAAA AACCGCGGCA 
101 TTCAGGAAGA AGGTATATTT AGGTTAAGCG GATCCAGTTC TCTCATAAAA 
151 TCTTTGCAGG AGCAATTTGA CAAAGAATAT GACGTGGATT TGTGCAATTA 
20 CAACGATAAA GTTTCTGTCA CACCAGGAAA CGAAAATCAG GGCGGTCTCT 
f 5 1 ACGTCGATGT GAATACCGTT TCAGGTTTAT TAAAACTATA CCT AAGAAAG 
30 CTTCCTCATA TGATCTTTGG GGATGCTGCA TATATGGATT TTAAGAGAAT 
351 CGTGGAAAGA AACGGAGATG ATAGCAAACT AATAGCACTC GAGTTCAGGG 
Ml CATTGGTTAA TTCCGGACGA ATTGCCAAAG AATATGTCGC CTTAATGTAT 
451 GCATTGTTCG AGTTATTGGT GAAGATCACC GAGAACAGCA AATATAACAA 
50 GATGAATCTG CGGAATTTGT GTATCGTATT TTCGCCAACG TTGAACATAC 
55 CCGTGAATAT ACTACATCCG TTTATCACTG ACTTTGGCTG TATATTCCAA 
601 GATAAGGCGC CGATGGAGAA CGGACACGGT CAACATACAC ATCCCGCAAT 
651 TTAGTTCATA CTAAGTAAAA TACTATTAAC TTAGAATATG TGATAAGTGT 
701 TTTAATTACN TAACTTGGTA TTAGTCCNAT TGTNTAATAA TTGAATATGA 
751 ATGCNTTATT NTCTCTNANT CAATNTGTCA CGATTGGATT TACACCNGCG 
801 TCTGTAANGA CNTCTAGCTT GGTCATCCCA NTTCTCANTT NCTCCCGCTT 
851 NCA 
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1259RP 



10 



15 



GATCACACGA 
GCGCGTGAGC 
CGATCCGCTC 
CACGATCCGG 
GACGACGTTG 
TAATTTGTAT 
CCCACTTCCA 
AGCCTCGAGC 
ATGCTTGTCA 
TAGGGAAGGT 
ACGATATGCC 
AAGTAAAGCT 
GATGCNAAAA 
TCNAGTCCAA 



ATATTGCGGG 
GATTCGGCCT 
TGGAAATCCA 
TCATTGTGCC 
AGCTCGAGCT 
ACACCTGCTC 
TTGGGCCCGT 
TGCTTGGTAA 
ACCCAAAGTG 
GAGCAATTCA 
CTCAGTAAGG 
CTCACGAGAT 
ATGTTGCACC 
ATTTTNCCAA 



AGTATTTCTC 
CGTTGATGAT 
CCTGCTCCAT 
CCATGTCGCT 
TCTTGTTAGA 
CAAAGATACT 
AAAGTAAAAT 
GCGATGCCGT 
ACATATTCCT 
GTCGCAATTA 
CCAGAATACA 
CGCTCGAGGA 
CNTGCCTTTT 
ANCTGGGAAA 



CATCGTTCGC 
CACACTCTTG 
CTGCGCAATC 
CGGCGTGATC 
TGGCGTAACA 
TGCAAGGAGC 
ATGCGGCAGG 
ATGTGAAAGG 
GTGTATCCTG 
AATTCATTTA 
TACACGTACT 
GATGGCATGT 
TANTTCNGTC 
ACCTTNTOCC 



CGCAACGCGG 
TACCTCCGCG 
TCCTTCAACA 
TCGATGTGGT 
AATTGCCGCA 
CCCATGCACC 
TCCTTCGCAG 
CTGGTCAACG 
AGATGGGCTT 
GATTCGCGTT 
TCGCCTACTA 
ATATAACCCN 
GACAACTANN 
GTGGTNTATN 



CCTGCGCATC 
CTAGCCCCTC 
ACTCCTGAAT 
ATGGGCTGCT 
CATCAATCTT 
GTGTCTTCTT 
AACCTGCTAA 
ACTTCGGTCT 
TTGTGTGTTG 
TTAGCACAAA 
CTTTTGACAG 
CAATTACTCT 
AGAGCCTNTA 
AACACA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



1259UP 



20 



25 



30 



GATCACCCCC 
AACCTAACGG 
CTCTTCGTGT 
ACGTCTCTTT 
GATCAGCACG 
GAGGTGGAGC 
GTACAGCGTA 
GGAGGTTCTA 
CGAAGAAATG 
AGCAGAGCTG 
CAAGGACCTG 
CGCGGAAGCT 
AGTGAACNCT 
CTNCCAAAAC 
AACCGATCCC 



CAAATCAGCA 
CGCGCAGCGG 
GCCGCACGTG 
GTACGTGGGT 
GAGACCATGC 
AGCAAGATGA 
GTGGATGAGC 
TTGCTTGCCG 
GGGCTGCGGC 
CCGGGCGATA 
GCGAAGGTAG 
GAGGAGGCCG 
CTGGCAACNC 
AAACCTTCCC 
C 



ATAACTCGAA 
TCATGGGTAC 
CTTGTTGATG 
CTCACGTGCA 
TAGGCAGGGC 
CATCACAGGA 
GGGTTTCGCG 
TTTCTAAACT 
ACTTTGGAGA 
TCCAGTGGCA 
TGAACTGCAT 
TGCGAAGTTC 
AAAGNNGTTN 
TGCCCGACGA 



AACTGTGCCC 
TCGACTGCCT 
GTAGCGGCGC 
CATCGTCATC 
CGTTGGGCGA 
TAGTAGTCGG 
CAGCATGGAA 
GAAACCTGCG 
GAACTACGTG 
CTTTATCGGG 
GCGGTGGAGA 
CAGCCGAGCC 
CNCGATGAGC 
TAAATGGTCC 



AGTACCTTTC 
TTGTATCCCT 
GGCCCGGTGG 
CATCCGCTTG 
GGTGGAAAGG 
AAGAAAGAGC 
GAATGCGGAC 
TCGGATGTGG 
CAGGAGCTGG 
GCGCTGCAGA 
CCATCGACTC 
CCCGCATCTG 
NACNGTGCAC 
TGGACCCTCC 



AACGCGCATG 
CACACTGCGC 
ATCTAAGCGC 
CGAATGAGTA 
TTGCAGCATT 
TATGTGCAGC 
GTAGAAGGTC 
CGATACTGTA 
TGGGGAAGGC 
GTAACAAGTG 
GCTAAGAAGG 
TGTTACATTG 
TGTGATTCTT 
CCGCGAAGGG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 



35 



40 



45 



1260KP 

GATCCTCAGA 
TGCTGTATCA 
GAAAAAAAAG 
CTTCACAAGC 
AAGGCCAGAG 
GTTTCCAGTA 
GTGCAGGTAT 
GCAGCGTTTG 
TGGGAGCTGC 
GTGTGCAGGC 
AGCAAGACTT 
AATATTC CTC 
CCGTTGCTCC 
CNNCCCNNTT 



GGGCCCGCAA 
CAGTTGAGCT 
TAAGGCTCAT 
GTCGCTCTAG 
CTC C ATATCG 
CTGAGAGTTC 
CTGACGATGA 
CCGGTGGAGC 
AGTTTTTGGT 
GGTGGTATAT 
CTACAAGTTT 
GATCTCGACC 
CACCCTTGAC 
GCAACCGATT 



GAAGCTTCGG 
CTAGGTTGCA 
CAGTTTATGC 
CGAGCCATAT 
AAAGTACGTG 
AGCACACGAT 
TATTGCGAGA 
GGCACCCATA 
TCTGTCCAAA 
CATGTGTCTG 
GTGGAGACAC 
GTCCATGAAT 
ATTCCGGCCC 
TGTCTNTTCC 



CCGAGACAGT 
CTTTCGGAAA 
AGAGGCAAGA 
TATTCTATGG 
GCGGGTCAAG 
GAAAGCGGTT 
CGACTTGTTG 
CCGTATCCCG 
TGCAAAACTA 
CCATTGATCT 
TGGTGGCAGC 
ACCNNANCGC 
CAAACACTCG 
CAACGTTANC 



AACGATGTTT 
GAGCGCTACC 
ATAAGTTTGG 
CCGGCAAGAG 
GGTTTGTGCA 
TGTTCCCCGC 
ATATGACACT 
GACACTCAAT 
TTGAAACACA 
ACCGAGCACC 
CCGTAAACAG 
AAACCTTTTC 
TATCCCCNTG 
GAACNCNTTG 



GGCGAGGTTG 
GTAGCTGCAT 
TAGAGCCTTA 
AAGACCGAAG 
TACCTACGGG 
AGACAGTGGG 
TTCCGCAAGC 
GGTGCTTCCC 
CTTCATGCAA 
AAGGCTCTCC 
AATTACCGGC 
CAAGGTCCTC 
AATCTTACGG 
AG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



so 



55 



1260UP 

GATCGACCGG 
GGGGATGACG 
GAGCGTGACG 
ACGGCCCAGT 
GTCTGCGAGC 
GGGTGGCTGC 



CCGCCCACGC 
CGGTGGAACG 
AAGTTGGCGA 
GGCTCGTCGC 
GCGAACGCGC 
GGGAGGCGCG 



CGGTGCCGTG 
TGGAGTTGAT 
CGGTGCGCGG 
CGTGCTGCAG 
AGAGCAGCGC 
GGACGCCGCG 



GGTGAAGTCG 
GTAGCCCGCG 
AGCGACGTCG 
ATCGAAGAAG 
CTGTGCGAGA 
GGAAAACGCC 



CCGCCCTGGA 
GAGGCGTCCT 
CCGAACAGCC 
ACACGGTGTG 
ACGAAGAGGA 
CGCTTTTATA 



TCATGAAGTT 
GGCTCTTTGC 
CGAGCACGAC 
TGACGGTGGG 
CCTGCATTGG 
CGCGAAAAAG 



60 
120 
180 
240 
300 
360 
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CTGCTTCGGC 
CGGTCCATCA 
GCGGTCAGCG 
TTCTGCTCCA 
TCGCGCCCAG 
TGTACGCCGT 
CCCCCGCTGC 
ACNCTGNCCA 
GCTCGT 



TACGTAGCTA 
TCTCGGGCGT 
CTGGCGCAGT 
CGGGCACGAA 
CGCGGCCGAC 
GGCGCCTGTA 
TTCCGAACCA 
CACNCTTCNC 



GAGATACAGA 
CAGCACGTCC 
GGCGCTAGAC 
GGCCGCGCCC 
AGGTGGAAGC 
CCTTCCCCNA 
AATCCGTCCC 
GGTTACGTCC 



GGCGTGGACT 
GAGTAGCCCG 
GCGGTCGTGC 
TGGCCAGGCT 
CGGTCGACAG 
ANANGTNTAT 
NCTTAACCAC 
CAATGCCGTC 



TGAGGCTCTG 
CGGTCGCGCC 
CACTGGCCGG 
GGAAGCGCGC 
CAGGCCGTTC 
CTTGACGCAT 
COTTTCANGC 
TCCCCKGGGC 



CAGCATCAGG 
GTCCAGCGCC 
CTGCACGGAG 
CAGACGCTGA 
TGCACCACGC 
CACCGTTCCG 
CNTCACTTGC 
GCTTAGCNCG 



420 
480 
540 
600 
660 
720 
780 
640 



10 
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10 



is 



1261RP 

GATCATAAAC 
ATAGCGATAT 
AACCCCCTGG 
CAGTCCACCA 
GCCCCACGCC 
GCCCCAACAG 
GAAATATACA 
TAGATAGCCT 
CTCAAAGCAA 
GAGACGTATC 
ATGACGGCGT 
TACCACCGGC 
ACNGTGTGCC 
TACTCCNCCC 



GAAGAATTCC 
AATCATTAGA 
ACTCAGGGCA 
CTGCGAGCAC 
GCAGAGGGCT 
CGCCGCGCAT 
AAGGTGGCTC 
GCTTGGAGTG 
CTCTGGCCAT 
TGTAGGTTGG 
GCTGGGCCTT 
CATGGCGCGC 
CNTATACTGT 
CCTACCCNCC 



TAATTAACAA 
AAGCTTCCCC 
GTATGCCGGC 
CGTAGTATTT 
GGACGCGCAT 
GTAACGTGAA 
ATAGGCGCAT 
CTTGGAGATT 
GGAACCGCCG 
GACCTCCTTT 
GTCCTTGTCG 
GCGCCTTCTG 
CCGCACCACT 
CCCCCNNGNT 



TTTGTCCTGC 
GAGCACTTTA 
TGGCACCTCG 
ATACTTTTCC 
TAGGGCTCAC 
ATGA TAT ATT 
TGCATITATT 
GGCTTGATGA 
ATCTTCAATC 
AGGATTCTGT 
GACTTCTTGG 
GGCCTTAAAN 
GGCNTCTCTG 
TGTCCNTTTC 



ATGTACTTCC 
GCAGCACCGC 
GCACCTCATC 
AGGTTGAAAA 
AGCGGTCGAC 
ATACCTTCTG 
CAGACGCAGT 
TGCCCTCGGT 
TGTCGACCAA 
CAAGCTTGTC 
ACCACT TCTC 
ATNTTGTTTT 
CGNAGGGTGG 
NNCNNNCCTA 



TCAGTGAGAA 
ATGCCAGCAT 
GCAGGCGAGA 
ATTTTCGACC 
TGCCACTGCT 
ACTACAATGT 
AGCTCTGGTG 
CTCCAAGTGT 
CACGGACACA 
CTGGTCCAAG 
TTGGACTTCT 
TGGTGCATAT 
TGAGCTTCCG 
ANTCT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



20 



25 



30 



1261UP 

GATCTGCAAC 
AGGAAGTTTG 
TTGGACGAGG 
ATGGCCGAAG 
TCTGACGGGA 
AAAGCAGAAA 
TTGCAGGGCG 
CTCAGGATGT 
AAGGAGTATC 
ATAGATGAAG 
TATTACGTGT 
TGACGTCCNT 
AAACANGTTC 
GTTTACCTTA 
GCGGTTTTGA 



AAC AC CATTC 
AGAACGATAT 
AGAAGACCTT 
GTCAGGTAAA 
GACTTTTCCT 
CTAAAAAGAA 
CCCTGTCGCA 
TTATGAGGAA 
AACGTGACAT 
AACTGGATAG 
AACATTGAAC 
GCTTTTATTG 
CATTACTTAC 
TAAAAATCTC 
CN 



CATCGCGAAG 
TGGGAGCGAT 
GCGCATGCTT 
GTTAGATGTT 
AGAGAATCTT 
GGTGGGGAAT 
TGGGATCCAG 
TTTTAGATAC 
GAGAAGGTTG 
TGCAGATTGT 
ATACGTACTC 
CATACCACTT 
TTGTTGACNT 
CACNTCCGNC 



TCTTTCCAAT 
GATGAGGAAG 
TCTAACCAAG 
TTAAAACATG 
CTATTTCAGT 
ATCAAGGAAT 
GCCGAAAATA 
ACGAACTATA 
GACTGGGCCG 
GAAGAGCTTC 
TATATTAAAG 
NTGAATTACA 
CGCCNCGACC 
GTATANAGCC 



TTCTGTTCTG 
ATCCCTTCCA 
CCTGTTTCTT 
TATCCATTAT 
TTCTGTTGGC 
GGTCTTACAG 
AAAAGATAAT 
TTCGTGGTCA 
TTAAGCGTTT 
TTGTCACTAG 
TGGTGAAAGT 
GTTATTCGGT 
ACCACCCGCG 
TNAANAATTC 



GAATATTATG 
GATCAACGAT 
CGGCTACCTG 
GGGGTTGAAC 
CTCAGCCAAA 
AGATGACTTG 
CTGCAAATCG 
GCCTGGCTCG 
TTTGGAACTT 
TCTGAATGCA 
GATGAGAGTA 
GAATGACNAC 
CCACACCTTT 
NTTCGCTCAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 



35 



40 



45 



1262RP 

GATCTTTGCA 
CTGCCG TAAA 
TCACAAGTTT 
CAGTTACGCG 
TCACCTGCGG 
CCAGGCATGA 
CCGCGAATTG 
TAGAGCCAAT 
CCTCGTTGTT 
CGCGCTTGTA 
AGCTCTACTA 
CGCGAGTTCT 
CATAACCACA 
TTNTGCATTT 



CACGCTGGTA 
GACTCCCGAC 
CAGGTTCTGT 
AATTCCTTCT 
ACCCGTGCCA 
AGCCAGTTCC 
CTGCTCCGAG 
ACTGTTGAGA 
CCCGGTTCTT 
TGCGGCACGG 
AACAGTAGAG 
AGCTCTCGAA 
AACCGTCTCN 
NTCCNGNGNA 



ATGTTTCCCA 
GTGATCGGCC 
TCCAGAAAGC 
ATATATGAAG 
TGCAGCACAA 
GGCAAGTTGT 
ACGGAAGTAA 
AGCTGGATCA 
GCATAGTTCA 
ACAGCCCATG 
AGTGCTCGCA 
AGCAGTCCGT 
TTGNCNTTCC 
AGGGTGCNAT 



CTAACTGGTA 
GGGCACGGAC 
ACTCGCGAAC 
GCTCGATACC 
TCGGATAGAG 
CGCTGATGAT 
AGTACTTCAG 
CGGT GGAC CG 
GCTTCTTTAT 
GCGTCCGGTT 
AGCATCTTGG 
GTGGCTTATA 
TGANTTTCAA 
TTATTNTTGC 



TTTTTCCTTG 
GCCCATCTGC 
TACTGTCATG 
CTGAGCCTCC 
CCCCACATGG 
GGCACCTCCA 
GTACT G TTCT 
TGTCTGCAGA 
AGCGGCAGTG 
TTAGATCCTG 
TACTCCGTTT 
GCCTAANTTC 
GACCCCNANA 
ATNCNTTTAA 



TCTAGATAGT 
TCCAAGGCCG 
GTCACAGGAT 
AATTTGTTAT 
TACAGGAACG 
A CTT TGATAA 
ACTTCACGCT 
GACCCAACGC 
CTGAACAATT 
CTACCAGCGA 
ATCCCAGTCG 
TCTT CGGTTC 
TTTTCACAAT 
A 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



so 



ss 



1262UP 

GATCACAAGC 
TCCACTAGGA 
CAGAAGCGCC 
CAGCGTTCAG 
ATGATAATTT 
ACGATGAAGA 



TTGTTGAAGC 
GACGTGTGGC 
AGTAGTTGTT 
AGAAGACAGA 
ACAACACATC 
GGACTACTGT 



CAA CTGCT GA 
AAATTTTAAA 
AGGAAGCATT 
GACAATCAAC 
CAGQCGGTGT 
CCGCTCTGCA 



AAATGTCTCC 
AGGAGCCAGT 
CCAGAGCGTA 
ACCAAACAAA 
TATCGAACTA 
TGGAGCCTTT 



TACGAGAAGA 
AAGACGCAGA 
TACGACACTT 
CATGGAGAAT 
CGACACATCG 
GGACATCACC 



AACGATTCCT 
CTAGCCCCAG 
TGAAGACGGA 
CCTCACGtAC 
TTTCTCTCGG 
GATAAGAACT 



60 
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180 
240 
300 
360 
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TTAAGCCGTG 
ACCCGGAGCT 
GTACATTGTT 
GCGCGAGCGC 
TCGCCGGCAT 
CGTACGAGGA 
TTACNNATCN 
TTCCCNGAAA 
GGGTACGACC 



TCCGTGCGGG 
AAATGGGCGG 
TTGAGCCCCG 
AAGCAGCGCG 
GCGCGTTATC 
GGTTGGTGCG 
TCCGTGAACC 
AAGAGCGGCC 
NATNTGCCTN 



TATCAAATCT 
TGTCCTGCGT 
AGGAGCTGAA 
AGAAGGAGCG 
CAGAAGATTG 
CTGTTGCGCT 
GCAAAAGGCC 
CNNTTNCGGC 
TTTTG 



GTCAGTTCTG 
GTCGGCGAAA 
ACTTGAGCGA 
AAAGGAAAAC 
GTATACGTTA 
CGGACAGTTA 
CCATGACCCC 
GTGGATGTNT 



CTACAACAAC 
TATGATGATG 
GCGAAGCAGG 
GAATATGCCA 
TTGGCCTGAA 
CTTTGGCNGT 
NACGGTNTGG 
TTTNTGANGG 



ATCAGACAGA 
AGTCGGTGGA 
CGCCGAAGGA 
CCGCAACATC 
CCACCCGTAC 
TNCGGGAKAT 
ATNTNTTTCC 
CGNGGTGAGG 



420 
480 
540 
600 
660 
720 
780 
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10 



15 



1263RP 

GATCGCGCCA 
GTTCAGCGAG 
ACAGTTCATC 
TACTAGATGC 
GTGCTTCTTC 
GTATCTTCCT 
GACGGAGCTT 
TAAATTCACT 
CGCAGTCAAT 
AATAGTCAAA 
CAAAGCAATC 
TTTAGTTTGT 
CNCTTCTGAT 
NGANATTNTN 



TTCGCTTCTG 
GTCCTCGCTA 
TATCCTTTCA 
AGTC ATTA QG 
CTCATTTTCA 
GACCTTAGTA 
TTGCACACCT 
AGGAGGAGGT 
GACAAATGAG 
TTA GTA CAAT 
ATATTTAATA 
TAATTCCCCA 
CNNGGANATC 
GTTTTTCCCN 



AATGGTTCCT 
CTAACAGAAT 
AAATTG ATAC 
gCG GC ACT TT 
TTGGGCTTGA 
GTTGGTCCGT 
TTGCCAGAAA 
CTGCAAAATT 
AGAGCTTTGG 
ATGATAGGTG 
ACCTCATCTG 
ATCATATAAG 
CTGATTCAAC 
CTTGAAANCT 



CACAGAAGGA 
CGTCTTGTGG 
TCTGAAAGGG 
CTTGGTTAAT 
ATAAACCTCT 
CTGTGGGCCT 
ACACACAAAA 
GTGTGATATC 
ACAAGCCATT 
AACTCTTTCC 
TCATCTGAGA 
TATGAATTGT 
CTTATCCCCN 
CNAAATNCAT 



TTCGTCTACC 
AACTCTCTTT 
TTCATTTGCG 
ATCGTCAGCT 
AGCTATCAAA 
AGTCATACTC 
TATTTGACGT 
TGGCCTGAGA 
ACCAACTCAT 
AATGTGTCAT 
ACATTCACCA 
CCATTTTGTA 
CCCNGAATGA 
ACCCCGCTTA 



AATGGCATTA 
AGGAAGGTGA 
GCGTTAAACA 
ATCCTTTTTA 
AACTCAATTA 
ATTAAGTGAT 
TGGTTAACGG 
AAAGAAGTAC 
ATATTGGATA 
TCCTACCACG 
ACCCTATCTT 
CACAACNATC 
ACNTGGCCAA 
CC 
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120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



20 



25 



30 



1263OT 

GATCTTAAAA 
GCAAGTCGCC 
AAGGAAGATA 
CTGTTGAATT 
GCTGTTTGCA 
TCGGTGAAAC 
GAGCTGAAGC 
AGGGCATCCG 
TGATGACGAG 
CATCGGGGCT 
ACAGCAGTAC 
TATTTTTCCA 
TCCNCCAGCN 
TTCCCGCCCC 
TTATTTTTTC 



GCTGGCCTCC 
ACCCGAATCA 
GTAGAAGAGG 
TTAGAGTTTC 
GGCTGCCATC 
AGAGCAGGAC 
AGGTCAAGAG 
AAGAAGGCGG 
CGAGACGAAC 
TCCGGCGAGC 
TCCCAGAAGT 
CTTACCAACC 
CCCNCCCTNC 
NGAGAACACA 
C 



GCAGATAGAC 
GATAAGCACT 
ACACTGCTGC 
GGGGCTTTGT 
ATTTGCCAGT 
CGAGAACGCC 
GCCGGCTTGG 
AGCGTGCGGA 
AACAACAACG 
TGGTTTACGA 
TTCGCGAGCG 
GGCCGNAATG 
TAAAA CCATT 
TTTTTCCNCA 



CTTCTGCGCA 
AGAGTCGTTC 
CAGGCTTGAT 
TTACTTCGTT 
CGCCAGGTAG 
GATAGACAGG 
GCAGGTTGTG 
CAGGAGCGCA 
CGGCGAGCTC 
CGCCATTCCT 
TGTTTCGCGG 
CCCCCCACTT 
TCTTACNGGG 
CTGTGACCCG 



GAGGCTGGAA 
CAGTAACAGA 
CGGACAGAGG 
TCATTCTTTC 
GGTATTGCAG 
CGTTTGTTTG 
CGGCGGCGGC 
GGCGCGCGAA 
GAACGGCGGG 
GCGCGCTCGA 
TGACGCCAGC 
TNTTGNCCAA 
NCGAATGAAA 
ANTNNTTANT 



ACCTCAACTA 
GGAAGCGATC 
GTTTAGCTTT 
GTGTAAAGAA 
GGCGACGGAG 
TAAGCGGTGA 
AGAGCACAGC 
CAGGGGGGTG 
CAGCTACCGC 
CCACAGACAG 
GCGCCAGAAC 
ANACCATTTT 
TGGGTTGNTT 
CTCCCNAACA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
640 
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40 



45 



1264RP 

GATCTCGTTT 
CGAGGCTGCA 
ATTCATTTGG 
GCGGCCAACC 
GAACCGCCCA 
ATGATGACGC 
AACCTCCCAC 
CCATACATTT 
ATTCTTGCAT 
GGCCGCAGGC 
ATTACCAANC 
TTCCGGAATT 
CGTNCTTNNG 
CCGGTNAAAA 



TTGTAATGCT 
ACTACTGCAA 
TACAGCTCTA 
ACGTTAACGT 
GCTGAACCAA 
AAAACTATCT 
CTTCACTATT 
TGCTACCACC 
CTCCCTGCCC 
CGACTGTCCT 
CTCCAATTTT 
TCCCTATTAA 
GGNNTNCCTT 
AAAAAAAGAT 



CTAGCTCATA 
AGAATAAAGA 
ATACTGTGAA 
GATAATGATG 
GCGGATGAGA 
AGCATAGTTA 
GTCACGTGAG 
CATACATACT 
CAGAGGGCCG 
ACTACGCTCT 
TGANATTCCC 
ANGGTAAGAC 
TTNTTACNGG 
T 



TTTGTTGAAG 
GCAAAATATG 
CCCTTAATCT 
TAGGTACCCC 
CATGCCAACC 
GTCTTGCAGC 
AGGGAACATA 
AATTAATGGG 
CGGGCCTCTC 
CCCTGTTGGC 
CGACAGTTNT 
CCNNNTTTAC 
CCCCNTTCNA 



GAGAAGGGTG 
GCACATAAGA 
CGGGTAGGCG 
GGTGAAAAAA 
ATATCCAAGC 
TGAGACAGGC 
ATTGATCTTG 
GAAAATAGCG 
GTTCCCCAGC 
CCGTGGTTAC 
GTNCCTNTTT 
TTTTGTGGAN 
GGCCTTTTGG 



AAAACAGCTC 
TGTCTTCCCA 

CAACAGTTAT 
AGAGTATGTG 
ATACTTGACC 
TTCAATCGTA 
TGACTACCAC 
GCTGGTACAG 
GCGCGCAGGC 
CGCGCCTCAA 
TTTACCCCAA 
TAACCTNNGG 
TTCCCTAAAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



1264UP 



so 



GATCTCATGT 
AGCGGTTCAG 
GTACCGGTAA 
TTAACCTTCA 
TGGTTCGCTT 
CAAGCAATGT 



ATCACAACCA 
AGAACGAGTG 
TGGTCTCAGT 
GAAACTTGAC 
GGAATACTAT 
GGAATTTATC 



GACTATGATG 
AAAGACAAGG 
GATCTCACTA 
TTGTTAACTC 
GGAACAGCAA 
ACAGAAGATG 



CGACTT GGGG 
ACCTTATTTT 
GTCCGATGGG 
TCGGTAATCA 
TGGAGCCTGA 
GGGACGTTGT 



TGACTATGTC 
GATCGACTCT 
TTTGAAGTCA 
TGAACTGTAT 
GCTAAGTGAT 
ATCCGTTCGG 



TCCTTTGCCC 
GGTGACAAAC 
AGCGGTATCT 
ACGGAAGATG 
AAATATGTCA 
CAATAAATAT 
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420 
480 



*«rT*rrTTO MArocCAAA CCAGAATCTA CGTGTATTGG CGTTCGCATT CATGTTCGAT 
¥mTCGTGQ ^SSSaA ATGTTMGTT AACCCCTCTG GCCGAAGAGG ^AA^GGA 

r^TTCACC CAAACTGTGG AAAAGTACCC GCTGACAAGC TTGATATTAT AGTTGTCTTC 540 

S?2JSS£ SStcACCCG TCGCGAAACG AGAGCTTCTG CAGTTACACC AACGACTAAG 600 

^SScTTAC CCCGACACTA TTATCCCGTA CTTCCGAGTG NNTACTCAGT ^GAAANTCC 660 

CTNGTTTtSg ANAAAACGAN TGCTTTACCA ACGGCGAAAT TCCTGAAACA TOGAATC04A 720 

JSaNmS^ TTTO^CAAGA AACCAAATTT TCCATTCNAT ATGACTTACC CAATTCCTTT 780 

SSJcto^ ntoSnactc caaattccnt ccaaggaaga anantnacnc cc 
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1265RP 

GATCTTGCTC AGAAATAACT TGCATTGTCT CCACTATTTT CTCAAGATTA GCATTTATGC 60 

ATGTCACTAG GCATTGCGTT TCAGGTAATG CATTCCCAAC AAGTGGCTTA CGATCTGGAA 120 

S CAGATTGTGT TCTTTGTGAT TCTGGTGGAG CCGTACCTCC AAAAGTTGAA TCTTCGTTTT 180 

CCGCCGAGCA GGAATTGCAT GGACGAGACT TCTTGTCAGA CATAAACTCA AGTGGCGCCG 240 

CTCTATCTGA CATATCTTCC TGACTCTCTT CTGCATACGT GCGGTTACCT GGCTCTAGTT 300 

CGTCCTCAGT CCCTACGTCT CTTCTTGCAT GCATATCCCT TGTCGTCAGA TATGTTTCTC 360 

TCTTCGGGCT AGAAGGGTCC TCATTTGTAG GATCTTGAAC AAAAAGTAGT TTGTTATTCT 420 

CCAGCTGCGC AGTCTCTTCC AGGTTTTACT TCCGATGCTT ATTAATACTG GTTCTTTAGA 480 

10 TGGTTCCCTG ACTTTGGCTA TAGGCCATTG GTTCCGGCGA CTTGTGAAGG TATGCATTGA 540 

GAGTCCTCCT GGTTAAACGT GTNGTCCCCC CGTTATTTTA NCACGGCTTG GCCGGAATGG 600 

TACACNGNTG AGTTAATCNC NGCGGGTTGC NGTTCCATCC TGTGGGGGGC CCACCCAGAA 660 

CCCNAACTTN GGCGCCACNA TTTCCCNTCN CCAAACNNTT TGGCCNAAAA AANAATTNTT 720 

CCCCCAAGGN NGGANNACGC ATACCCCGAN ATGNNGTATN TTGTGGGGGN AACCCCCNNA 780 
ANCCCCNCOC CCCNGNGGAA 

15 

1265UP 

GATCCGGTCG CCGCTGGTGA AGGCAGCGAC GTCGTTGTAC CGGCAAGGCG GCCTGCGCGC 60 

PO GTTCTACCTG GGCAACGGGC TCAACGTCAT CAAGGTGTTC CCGGAGTCGG CGATGAAGTT 120 

CGGCTCGTTC GAGCTGGCGA AGCGCGTGCT GGCGGGCTTG GAGGGCTGCG GCGAGACGGG 180 

CGAGCTCTCG CGCCTGTCGA CGTACGTTGC GGGGGGGCTT GGCGGCATCA TGGCGCAGTT 240 

CTCGGTCTAC CCAATCGACA CCTTGAAGTT TCGCATACAG TGTGCGCCCC TGGATACGCG 300 

CTGCCGGGGT CTGCCGCTGC TAATCAAGAC GGCGAAGGAC ATGTACCGCG AGGGGGGTCT 360 

GCGACTCTTC TACCGCGGCC TTGGCGTTGG CATTTTGGGC GTGTTCCCCG TACGCGGCGC 420 

TCGACCTCGG CACCTTCTCG GCCCTCAAAC GCTGGTACAT TACCCGTCGC GCAAATGCGC 480 

TGGGCATCTC CCGAGAACGA AGTGGTCATG AGCATCTCCG TGTGCTGCCG AATGGCGCCT 540 

TCAGCCGTAC GTCCGCGCCA CGTGTCTACC CTATCAACCT TCTACNGANG CGNTCCCAGC 600 

CCCAGGNAGT TNTCNCNCCC CCCTCCTACA ANGNTTCAAN TNTTTCCGAA AACACCNCNN 660 

AGGCCCCCCC GCTTTTACAA GGTTGGTTCC NACATTGCCA GGTNNCCCNC ATCCCACNCT 720 

NTTTTTTTNC NAAANTTAAA NNCCANCCCC CCNAATAAAG GCCCCTTNTC CCCCCNACCC 780 
CNGGAATAAN GGTTCGGNCT NNAAAACCAA NACNCCCCCC 

30 

1266RP 

GATCTTATCT GGAACACCCA TTCAGAACGA TTTATCTGAA TATTTCGCCT TACTAAATTT 60 

35 TAGTAACCCT GGGCTTCTCG GTACGCGGGC ACAATTTAGG AAAAATTTCG AAATACCCAT 120 

TCTACGGGGT CGGGATGCTG ATGCTACTGA CAAGGAGATC GCTGCTGGTG AGGTGAAGTT 180 

ACATGAGTTA TCCCAGATTG TGTCGAAATT CATTATCCGG AGAACCAATG ATATCCTATC 240 

GAAGTACTTA CCTTGTAAGT ACGAACATAT TCTATTCGTC AATCTCTCTC CGATGCAAAA 300 

GGCAATTTAC GAACACTTCG TGAGGTCACG AGAGGTTGCC AAGTTAATGA AAGGTACAGG 360 

GTCGCAGCCA CTGAAGGCGA TAGGTTTGCT GAAAAAGTTA TGTTACCACC CTGACCTGCT 420 

40 AGATCTCCCG GATGAGATCG CCGGTTCTAC AAATTTAATT CCAGATGACT ACCAGAAGTG 480 

CTAGTGACAC ACACTCCGCC GCCGAAGAAN TTCCCCTTTT GNATTCCAAC GANACATTCC 540 

ATCNAATTTC GCNATTCCTA GAACGTTTTC NGTTTTAGAA TCCAGCCNTG ATTCKAATGA 600 

AAAAAATGTC CCNGATTTCT ACNNCCCCCC ACCTTGGATT TTNTCCAAAA AATNTNNCCN 660 

CCCNCCCCCN GGTTTNTTCC CANCTGAANG NNCCCNGNAA ATTAANNANC TTTNAACCTT 720 

TTGAAAATTC CAAAACCCCC GGGAGAATTT NTCNTTTNTT TCCCCCNGGN CNGGGNNGGG 780 
45 NTCCCCCTTT NGGCCCCCCG NGAANTTTGA CCCCAAAGN 



1266UP 

so GATCTGTCAG CATTCACAGA AACCATCGCT ACGAAAAGTT TCCTACAAGT AATCCCAGCC 60 

AGCCGAAGGA CTCCCCGTTG GGTCCTGTAG CCGTCTTGGC AGCGCACAGT TTCCAGGACT 120 

TGTCTTCTGT TGGTCAGAGT ACTAGGCAGG ATGCGTTTGC TTATTCCAAT CACAGTGTTG 180 

TGGCTAATGA TCGCCAGCCC TCTTTACCGC GAAACCCTGC CCCAGACICC ACGTTCACTG 240 

CGGAGTTTAA CCAGCTGCTA TCTGAATCCA GCAACTGCCT TGAGCTTGAT TCTATATTCT 300 

CAGGCAACTC AGTTCTCTGG AATGGCGAGA CCTTAACCTC TGAAGCAAGA GCTACCCTCG 360 

AGGGCGATGT GCCATCTGTC TCGGAAGATG CCCGCGACGA CAGCCAGGCA AATTCTGCAC 420 
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AGAATGGCCT GAAGTATTGA 
CACTAATTTG TACTTCTACC 
ATGATCGATT TTAGAAAATA 
GGGGGTTGCT GATACCCCCC 
GANAAANAAT TCCTGCCNNC 
TTCCNNGNCN TNTTAAAAAA 
AATTTCCTGG GTTCAACANC 



GTCTAGCGGA CACTGAGTAT 
ATGCGAGGGT TCGTCCCGCG 
TAAGAACCCC CTTGAATATG 
CTNTCCCCCN CTNGGNTGAA 
TTGGGTTCCN AAKCCCCATT 
AAAAACCGTG TTGCCCCNAT 
CGCTCAC 



GCGGACCTGG ATAGTTTGAT 
GGTCTGAACG TTTTGTTATA 
AATACNGMCN NTTAACCCCC 
TTNTTACCCC NCGGNGGGGN 
CCCTTTNNAA TNAAAANTGC 
AACCAAATCC CCNCGCANGN 
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1267RP 



GATCCATTCC ACCGGATTGC AGCAGCTAGT GCATTTGGCC ATACGCCCGA TTGCCCTTTC 60 

TTATAATGAA TCCCGGCTTG TAGAGCATCA TCCGGCACTT CACGTGGTAT TGAATAGCTC 120 

CTCATAACCG CACCGGAAGA TTTCAGGAAT ATATCTGGTT GTGTAGTGTA GAGGTTATCA 180 

CTGTGGATTC TGATATGGCT GTTGCAGCTT GAACATTCCA CTAACCTCGG TTCGAATCCG 240 

AGCACGAACA ATTTTTTGNC TNAANCCCNA NATTTTNNCC CCTANAATAN TGGNCTNNCC 300 

AAAATCNTCN NNTTTNAATT TTTTCCAAAA CTTTGTCCGT GACCGGANTN GAAATGNGGG 360 

NAAGTGGAAT GTCCAAGNCG GGNNCGCNAA ATTAGAATTC CAGGGAAAAT TCCTACANTA 420 

NANAGGTGNC ACCCNCGGNA ACCCCGGGGN GGGNNNACTG GNCCCTTTNA ACCTGNGAAT 480 

GCGGTTNTCC AACCTTTTNC CGGGNGGCTT GGCCCCCCNN TTAATNCNAT TACCCNCCCC 540 

TNCTTTTCCC NAAANNGATN CCCCCCCNCG GAAAGGTTCN TTNNNNANCN TAGGAGGCCC 600 

CTTNGGTCCG GAATTNGNNN CCTTTCTNNC TCCCCCCCCA AATCCNGGAC CCTGNAANNC 660 

CCTTNTNCCC CCCNTTTTAC NNTTTTCCNN GNAANTNCTT CCCTTGGCCC ATCCCCGGAC 720 

NNNAATTGGG GNTTTAANGG CCCCCCGGNC CCCCNCNTGN AAAAAGNTNN GGNNCCCCCC 780 
CCCCCCCTTO GN 



15 



1267UP 



GATCCGCATC GTTTTGTTGA GTCATACTAC CTGGACGCCA TGTTCGCCGA GCTGGCGCCG 60 

CCGGCGAGTC TCGGGTCACT GGTCGGCTTG TGCAACGCGG ACTGTGCCCC CTCCTACTGG 120 

20 TTGGAGCTAC CCAAGGACCG TATCCTGTTC CTATGTGCGA TTGOGAACCT CGTAATCACG 180 

CACCTCGTGA ATGTAGACCC AGCAGCAAGG GACATGCACG CCTTCTGGGA GAAGGTGAAT 240 

GCGCTCTTCT TGGAGAACGG CTCAGGGCGG ATGCTGCAGA AGGAGGCTTT GGTGCCGCAA 300 

CCGAAGAGCT GCGAGAACGA TGGCGGCGAG GCGAACGTTC CTGCGTCCCC GATTTCCCGT 360 

TCGCAGACAC AATACACATC GGACCAGGGC AGCAATTACA TGAACCCGCA CGCATTCGGC 420 

ACGGCGGCCC ATGCGGCCGG CACAGGCGCC TCGTCTGTTG CGCCTAACAG CGACACCCTC 480 

25 TCTGTGCGAC TGGCTTCACA CAACGCCTGC GCCCCAGAAG CGTCGCGCAG ATTCCATACC 540 

AGACTTGCTG ACGCAGCGTC GAGGACGCCA TCAGACAGGG AGCTTGCTGC TTTGACCAGA 600 

AGGGCTTGAG CAGGATTCCC AGGACGACAC GACCGCNCTG TAATGCAACT GTTGTCCTTC 660 

CNATTTGCGC CCTATCCCCC AATGGAACGC CACTCCCCNG AAAAAAAAAA AATTTTCCGN 720 

TGGATATTTG ATGAATTGAA TTAGAAAAAT TACNTTTCTN NNATTCTTGC GGTGCCACAA 780 
CAATTGCGAN TNCTAGACCC GCGNCCTGGC NTTNGGTTTT AAAT 



1268RF 



GATCCTGAGA ACACTTTTTC TGTGGAGGCT TATCAATGCT CTTTCTATCC GCAGCTTCTT 60 

CCAGGCAGAT GAATACTGGC AGTCGCTGGA GCCTGCGCAT GTTAAGGCGT TTGGATATGG 120 

TGGGCTGACT TGGGAGTGGC AGCATGGGCT GCGCAGCTAT GCATTCCCGA TGCTCTTTGA 180 

AATGTCGTAC TATGTGGCGT GGATACTGGG TGTGGCCACC CGGATGGCGC TGCAGGGGTT 240 

GGCACATGCG ACGGCGCTGT GTGGGGCGGT GGTGCCGAGC GGCGCGGCGG GCGTGGCCGC 3 00 

GATGAAGGCC GTCTGGGAGC TGCCGGAGGC AGCGCAGGAA CTGGTGGAGT ACTACGGGGT 360 

TATTGTACGG GCCGCGAAGT GGTGATGGCG GCGGTAGCAG CGTTCGGGGA GTTCTACAGC 420 

GTGCTGCTGG TTGCGCAAGC TGTATCTGCG AGTCGCGGAT AAGGGGGACA CCAGAAGGGC 480 

GACGCGCGCC GTCAGCCGTT GCGCTGATGC TGACCATGAC AACTTCTTCA ACTGTTTCTT 540 

CGCGACGCGA ACGTTCATCA CTCCTTCGAG ATGACGCTCA CGCGTCGCGC TCTACCATTG 600 

ATTGAACGGG CCTCACTTGG TTCTCTNGCT TCNCCCAACT TGCGGTGGCT CTTTTGCCTG 660 

CCTCACGCCA NTACTTTTTA TCTGGCNCCC TGCTNTTCTT GGTGNGANCC TGTTCCCCCN 720 

ANNGTGCNCN CCTTTTAACC CGNCCCAAGT TGCCCCGAGC CCCTGCGGTN TTTCAATCCA 780 
AMNANNC 



1268UP 

GATCCAGGTA TACCCGCCTC CGTCGCGCAG CGAGCTGCGC AGCCGCTTCA TCGCTGCAAC 60 

TGAGAATGCC CTCGACCTGA TGTGCGGTAT GCTGACGATG GACCCGCACA AACGGTGGGA 120 

CACGACTCGT TGCCTGCTCA GTCAGTATTT TGTAGAGCTT CCGGAGGCGA CACCTCCTAC 180 

GGAACTTCCA AAACTAAATA AGTAATGACT ATGATAACCT AGATGGTATA CTCGGACGTT 240 

TTGTGTTTGT GCTTTGAGGC GATGACATTG GCTTTTATGG TATCGCAGAC GTTGCCTGAA 300 

AAAGATTCAA CGTCTCGGTA ACAGATTTGC GCAGACTACT TGTTGAAAGA ACAAAGACCA 360 

GAGCGCTGGG ATGCTCACCC CAATGACGAA CCCACTCCGC CTTATTGGCG CTGGCTGCAG 420 
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PTTCCTTAGC ACCAACAATA GGCCGCCACT GCACAAGATC TTTCCCTCCC AAGAAGCTGG 

£^£ggat gctcttcgac ctcgatagcc gactgacctt cccggaaatt actgcctgta 

TACGAGCAGT TGTACACCCC AATTAGACAG TAGTACGGCG ATTTGTAGTA CCCCGCGCGT 
^^GCGCC ACGACGTTTA TGATTCATGA AAAGGTGCTG AGAAGACTCG CCCGCCAGAA 
^^CTCC CATCGCCNTC TACTTGCNCC GGANAACAAC TGCTTTACTT GCTGCCCANT 720 
^^^AAA ATGCACGNGC NCTNCCCTTC ANCCCGTGCA CCGNTTCGCC NAAGGNNCGA 780 
SSgAA^ CAATTTAGNT CNGATTTTAC NCTCTGGNTC CCCCCCCCCA CTGANNGANC 840 



480 
540 
600 
660 
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1269RP 

GATCCCACTC TTGCCAAGCT ATACGGTGAC ACTATCATAG CTCGCGGTGG CCTCTACGAG 60 

ATGGAAGACA ACCTGGGCGA GTTCTTGGAC AGAGAACCCA ATAACGAGGC GTACCTCAGA 120 

5 GATCAGGGCC TAGCCTAAAT GCTCCTTCTT TTCGCGGCCT TCCTGCCCTC CTATGTATAT 180 

TCCAGCTAGA GAATCGCAAG CAAGCCATAC TTAGAAATAG GATATTGTTC CGGGAACACT 240 

GATTTACTGT GCGTTACTCC TCCGGAAACT CACCTGTTCG GTATCGAATA ATTAGCGTTC 300 

GACTACCGCC AGTGTGATGC TTTCTTTATA CCGGCATACT AAAACAGGGT CCTCAGTCGA 3 60 

ATCGTGTGTC ACTGAATATG AGCCCCTCCA TGAGTTCCCA TCGCGTAGAG CGTCCTATGT 420 

GCAGACCATA TCAACACCCT CTGTACACGC GTGGAGTTCA ATATACGCGT ACGACGCACA 480 

10 TACAATAGTA CGTGTCGCCA ACCGTTATAC GAAGAGCTGC GTTCTGATTG CAGCATTTCC 540 

CAAGCCCCGG AAATACAAAA CCGCATTTTT AGCCCAGTGC GATAGATGTC CTGAACCANG 600 

GAATTACANC GAAGGNCGAT TGCTACTACN ANCATCANCC AGGGCTCGNG TATTTCTCAT 660 

CCATCCCCCT CNAACNAAAA ATCCGGANTT TTTAAATTTC CATGCAAACC ATOCANATCC 720 

CCNTTTNGAT ATTCNCCCAC TCGCCCCCCC NCCCCCANNT ANCNGTCGGG ATCCNGNATT 780 
CCCCGGT 

75 



1269UP 

GATCGAACTC CATGAAGGAG CGTAATGGCC TCGTGGAGCT GCACCGCACT GGGTGCGTAC 60 

ATAGCGGGAT GTAGGAATGC GGGGATAACG ATTCGGAAAA GCTGACTGGG CTGCGCCTCT 120 

20 AGCTTCAGCT CAAGCTGGCG CAGCAGCGTT GCTATAGGCT GTTGTGGCGA CAAGGTCGAC 180 

ACTTCAGTTG CAGTAGGAGC AGGTAGCATA CGACTAGTTA TATCGAACTG GTGCCGGTAA 240 

TGAGGATGAG GGTCAATTTC TGGCTCCGAG CGCTGGCTAG CACCACAATT ATCACCAAGT 300 

CCATACCTCC ATGCAATTCT GAGATCTTGG CTACGTGCGA CCGGTTTTGC ACCCCCTCCG 360 

GCTAAGTTTT GCACCGTGAC CTTCGATTCC TCCTGGGAAA TGCGAGATTT CTTTACCTCT 420 

TTACGTGTGC CCTGGAATAT CCCCGGCAGC TCCTTCGCAT ACTGAGTGTT GAGCG TGA TG 480 

25 ACCACCACAT GCGTTATCCC CCCCCCCTGN GGGCCCCNAN TTTCCCCCCC GGTTATTTCT 54 0 

GTCCCTGCGC CTGCAANAAC TTCCANTTAC GANGCAATCT GGTCCCCCTG TTCTTCCCCC 600 

AAAACATCTG GCCCATTGGA NCCCATATGC CCTAGAACCN ATCCAATCTG CANCCCGNGA 660 

NTTTTTGGAA ANNAATTACC GGNAAGGANC AACCCGGAAG NAAAGCCCGC CCCCCCTGTG 720 

GAGCCNACTT CCCCCCCCCC NAAAACCNGA ANTTNNTTTT TNNTTTGGCC CNANCGNCCN 780 
TTTTCNGCCC NGCCGGGANG GCCTTAAAAN TTCNTCCCCC 

30 



1270RP 

GATCATATGG TGAACTTGGC ACATACAGTT GAATCATCCC AATAGCAAAG AGAACGTAAG 60 

ATTTACCTAG CGCGGCATCA CCTGGAATAT CTAGCATTTG CAGCGCAGGT GAAAAGAATT 120 

TCTCATGAAT TGATTGGAAA TGTGGTTCCG TGTGTTCCAT TGCTAAGCCC GCTAGTACAC 180 

GATAATCATC ATTAGACTCA CAGGTTAGAT GGGCCTTCAC TGTTGCCTTA TACCAGTCTA 240 

ATAGAACCTG CCTGTAACGA GCATATTGAT CCTGAAGAAT AACCACCGAT GCGTCAACCA 300 

TCGAATTGAG CAACAATGTC GCGTCATTCA CGGTTTGAGT GATGTGACTT CCGGTGAAAT 3 60 

TCTCAAAGGA ATTTAATTTC GGTATCAACC CCTTCAACAA GGAAGCTGTG AAGATATCAT 420 

CAACATGCGA TTTGTAAGCT AAACCTTCCC GCATCCATAG GAAATCAAAA GTGGCTGGGA 480 

40 AAGCATAGTT TGCGCTATTG GCTTTGACTA ACTGCGAAGT TAGAATACTA CTTGTGGGCG 540 

CCAGTTTGAA TAGCAGAGTT AGACATTCAA CGGATTCTOA GAATATAATC CTNGCGAATT 600 

TATCCATCCN CCTANAAAAT TNTTTCCNCC TTGATCCANA ACNANAAAAT TCCGTTGACC 660 

NCTGAAGACC TATTCCTNCC TTTNAAAGAC CTGCNCATTC TTCNATTTCC CNAANGNNTC 720 

CCGTTCTACC NAGAAANTTC TTGCATGCCN NCATGGTTTN AACCNAAACN TCCTTTGANG 780 
NTANTNACTT CCCCCNNCCC AATTTA 

45 



1270UP 

GATCCGATTG TCAAATTTTC TGAATGGTAT GGTAAGAAGT TTGGGGCTGG AAAGGCTAAC 60 

so AGTGGTGTTA TATCTTTGCG TGATATTTTA GCTTGGGTCG AGTTCATTAA TAGTACCTAT 120 

AAGGCATTGG CTTGCCCTTA TGCTTCATTA ATCCATGGGG CGGCAATGGT ATTCATTGAC 180 

GCCCTTGGAA CCAACAACAC AGCGTACCTT GCCGAGAGTG AGGAACGATT AGAACACCAG 240 

AAGCAAGAAT GTCTCAAATA TCTGTCTQAA CTAGCAGGAA AGGATTTAAA CAAATACATG 300 

TCTGGTCCAT TCGATGTTAA GATTGACGAT GAAACTCTCC AATCCGGGCT TTTTAGCCTA 360 

CCCAGAGTTT CTTCCTCATC TGTCCAACCG GTTTTCAATC TTGGCGCACT ACTACAGCCT 420 

55 
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ACAATCTCAT 
ACC TGGT GTT 
CCCNTTTTAA 
AAAAAAAAAN 
GATGGTTTTN 
TTGTNNCCNT 
TTGNTNCCCA 



GAAAGTTGTC 
GGTAAAACCA 
TTATCCGAAC 
GGNAATTTNT 
TTTAAATAAA 
GGNGAACCCA 
AACCCANACA 



AGAGCAATGC 
CATTAATTTC 
CAACTGATTT 
TTTGNGTTGA 
ANNANATTGC 
NTCCCAAATT 
GGGGNGGTGA 



AAGTACAAAA 
CGCATTGGCT 
GAATGAATTA 
TGCCCCCNTT 
NCCCCANCCN 
TAANAAAATT 
AAAGGGKTGC 



GCCATCTTAC 
GACTGTACCG 
TTTGGATCCG 
TTTNAAACTA 
TTTTTAAGGN 
TNTCGCCCCC 
CAANCTTCCC 



TGGAAGGATC 
TTACGAATTA 
AAGCNCCCCG 
TGCCAAAGTG 
CNNACCCTGT 
ATCCGCTTTT 
TC 



480 
540 
600 
660 
720 
780 
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10 



is 



127 1RP 

GATCATTATA 
ATTATATTAA 
CAATAATAGA 
TATTAGTAAT 
ATTGATATTT 
TTGGTGGTAA 
TTTACTATAA 
TTGTAGTATC 
ATGTTTAAAT 
TATCCATTGA 
ATATATACCG 
AATATTTACA 
ACCTATATCN 
TAAANTAAAT 



TTATAAAATA 
TTCTCCATTG 
TTTTAGTTTT 
TTTACTAATG 
AAGTCAAGAA 
AGTTATGAGG 
ATTTAATTAG 
AATAAGTATA 
CTTTGTTTAT 
ATTATATCCT 
GTCCA TTTAT 
TTTTATGGTN 
CCTANTTGAT 
C 



TAATAAAGAA 
GAGCAATTTG 
ATTAATATTA 
AATTTAATAA 
ATAATTTATG 
TTATTATTTT 
TATAATCCTT 
ATTATTTGAT 
TTTACCACTA 
ATTTGCTNNA 
AATGGTTATT 
NCCNCCCAAN 
NTTTTTTATN 



TATATTTAAA 
AGATTAGAGA 
CTAATTTTGG 
CTAATAATTA 
ATACTATTAT 
CCATTAGTTT 
ATTCATTTGC 
TAGGTCTAAC 
GGTACACCAT 
ACTTATTCCA 
TAGNNGGTTT 
AAGGCATTGG 
CCCCCTTTTA 



TAATAATAAT 
TTTATTAGGT 
TTTATATCTT 
TAATAAATTA 
AAATA TAGTT 
ATACATTTTT 
TATAACTTCA 
TATTATTGGT 
TAATTTAGTA 
TAGGTTTTTA 
AATATTNAAT 
TTTGGTTNTT 
AANANCNATT 



AATATGAAAT 
TTAACATCAC 
ATAATTCTTT 
GTAGGTTCTA 
AAGACACAGA 
TATTCTTATT 
CATGTAGTAT 
TTTTATACTC 
CCATTATTAG 
AAATACACTA 
TNAAAACCAN 
TAAAAAGGCK 
TTNNCCTTAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



20 



25 



30 



127 1OT 

GATCAATCTT 
TAATTTCTAA 
TTATTATTTT 
TATTACATTA 
AATTTTTACT 
TTCGCATGTG 
TATTAACTAT 
CTATGAAATC 
CTTTCTTAAT 
AATTTAATGA 
CATATGAGGT 
TAAAGAANAT 
ANNTTTGAAA 
TAANAATGTA 



TCGATCATTG 
ATCAACGTGA 
TTAATTAACT 
TTCTTTATTT 
CACGAGTACA 
TAATGTCCTT 
TTTTAATTAT 
ATAAAGATTT 
ATATATACCT 
TAACTCTTAT 
ACCTCCCCCC 
AATATAATTA 
NANGGTGCNG 
GTNCNCTGAC 



TCCAATATTC 
TTGTTCTAAC 
AATACCTAAA 
ATTATTTAAT 
CCACTTATTA 
AGT TAGCGCT 
TTTAAATAAT 
ATAATAGCTC 
TATATATGGT 
CATTTAGGTG 
AATGATAAAA 
TTTAATAATA 
AGAATTANAA 
ATCNCCTATT 



CCCACTGCTG 
TTTAATTAAC 
TCATTATAAG 
ATTTAGTTAA 
ATACTATTAA 
TAATCTGAAC 
TATTTAATAC 
AAATATTACA 
TTGATAATTT 
CGTAGGGTTC 
GTTATAATAT 
TTTTTATTTA 
AAAGCNAATA 
TCCTATANAA 



TATCATATAG 
AATTATGAAT 
CTTGACTTAA 
ATTTTAAGTT 
TTAATAATAT 
CAACATCATG 
GAAAGTTATA 
CTTTAAACCA 
ACTTATAATA 
ACCCCCCTAT 
ATAATATTAT 
GGNNAATAAA 
ATATGTTCAA 
ANTTTANAAN 



ATATTGATTA 
TTTTGGCTAG 
AACAAATAAT 
CATTATTCTT 
TAACGTTTGA 
TTCTCATTAT 
GGATTCGAAC 
CTCAGTCAAA 
TATAGTATAT 
TGCTAGTCAG 
ATTAAGTATT 
AAAAANTTTC 
TTTGACCCAT 
AANA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



35 



40 



45 



1272RP 

GATC AAATC T 
TGGCTTTTTC 
CAAGCCTCCA 
CATCGAAGTG 
AAACTGGCTA 
ATGCGATCAT 
CAACCGTTCC 
AATGTAGGCA 
CTGTCGCCAG 
AGAAGAGGCT 
AGTGCTGCGT 
TTATCCGAAN 
TTGTGCCCCN 
NCCCCNCTTT 



AGGTTCTCCG 
CATAAACACA 
AAGGAGATCC 
GAAACAGAGA 
CTAAAGCCAT 
ACCTTATTCG 
TAAAAAAGGT 
TTTGTGGCCA 
GAGCGGAATC 
GATAATTGTA 
TAGTTTGAAA 
TTGGCTTTTA 
CCTAGGNNGC 
GTGANAATNG 



ACGGCAACGG 
CAGACAACAG 
TAGAAGAACG 
AGGAAGCTCT 
GTATATATAA 
TGTAATCTTA 
TTGGAAGGTG 
TATGCTGCTT 
CCGTACGCAT 
GTCNCAGCAC 
TCCCAAAACA 
AANTCCNAAT 
CCACTC CCNN 
AATTCANTTT 



TGACGAGTTC 
CAATAAAATG 
CAAAGCCAAG 
AGAGTCTAAG 
ACGGAGGTGA 
TCAAACTATA 
AACAGCCGCT 
GTCTCCGAGC 
TGTACCTGTT 
ACCA TAGACG 
CTTCGAATCA 
ACAANGANTG 
CNCGAANTTT 
TTN 



GTGAACGCGC 
TTCACGAAGT 
CTCGAGCGTA 
CGGTCGGAAA 
TTGCCTAGTC 
TATAGGGCGA 
GGATGTTCTC 
TTTTCTTGTT 
ACCCTGCTGC 
CCGAACAATG 
TCGGTTCCCC 
CGCCCCNTGT 
TTATTCATTT 



TCAAGCTCTG 
TTGAGTTCTT 
AGCAGAAGTT 
ATCCAGAAGG 
TCTTCTCAGC 
CCGACAGCTT 
CACATTCGTG 
GGGCTCCCAT 
GAACAGCACC 
CCCCAAGCGC 
GGAGGCCCAA 
CCCCTGTACA 
AATTCTNCNG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



SO 



55 



1272UP 

GATCGACCCC 
GCTCGTCTAC 
GCTGCGCACC 
CGTGCTGCTC 
CGGCTACGCG 
GCCCGCCTGG 
CGACTCCTTC 



GCGCGCATCG 
ATCCTCACCG 
TTCGCCGCGC 
GCCGTCGTGC 
CCGGTCGCAG 
GCCAACGGCG 
CAGAGCGCAC 



GGCCCTCCGG 
TCGCCATCTT 
GCTCCAACCG 
TGCTGCTCGT 
ACCTCGACAG 
TCGTGCTCGC 
TCGTCTCCAC 



CCTGCTGCGC 
CACCAACGAC 
CGACCTGCTG 
CGGCGTCACC 
CGCCAGTTTC 
CCTCGTCGTC 
CATTTCCAAC 



CCCTCGCGCC 
TTCTTCATGT 
CTCGGCTGCT 
GGCCTGCTCG 
TTCCTGCTGC 
GTGCTATCCA 
GACCTCTTCC 



TCGGCTGGCA 
CCGGCTTCTG 
CGCTGGCCGC 
CCGTGTGGGC 
TCGCCGCGCT 
CCTGCACGCT 
CGCAACCGCC 



60 
120 
180 
240 
300 
360 
420 
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TGCCCCCGCT CTACGCGCGC GCCGCCGTCG CCGTCGTCAT GGTCCCCGTC GTCGTCGTCG 

S§S6gc Scccgacat cctggccatc tacctcatcg tcgacctgct gtccgccgcc 
S££?£c£ro tcatgctgct ggcttctggc cgcgcgccog cgcgccctgt tctgccttgg 
?A^AScgg cggcggctcc ggngggctgt ctgcgttctc ntctttccgg ccatctataa 

AGCTGATCGG ^^f^i™ *?fZZJ^t" m >mmr.»i^up. Mn^rvptrTTN AATAANGGGG 



480 
540 
600 

SS £S^A^ K^J^ NCCCTACTTO ^TAAN^GG 720 

S^^rSaftTM GCCTNGTCNT TCCCCCCNTN GGGAACTGTT TTTCCCGGNA MAANTTCNGC 780 
^Sc5S CCCGGA^NT CANGNTAACC KCAGGGGAAN TCCAAANCTT 840 

CTNC 
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1273RP 

GATCCCAATA CAAGCAATAT TGTCGCTACC AGAATGCCCC ATTTGCGACC CATATAATCA 60 

CAAGCGAATC CCATCCCCAC CTGCCCTATG ATAGTCCCTA TGAGTGATGC ATTTGAAACC 120 

5 CTTGTAGATA CATCTGCACT ATATTCTATC TCACCGTACT GATTTCTGAA TACACGGTTT 180 

AACATCGACA TGACATTATT TTGGTAACCA TCTGAAATAA GCGCAAATCC TGCCGCCAGG 240 

ATACTGAATA GATGTAGCCA TTTGCCCTTC TTCCCCACAG CAAAACGTGC TTTGCGAGCC 300 

TCCGCGTCAT ACTTTAGTAA CCCTGTCGTG GACATCGTAT TTCTGCAAGC CCCGGCTATC 360 

CGAATAATAT CTAGCGGGTC AAGCGTTAGG TTGCTGCATT CTATATTATA TATTTCCTCT 420 

CTCTACCACG TGCAAATTTA CCTGTATGAT TATGCTGCAA TCTCCGCGTT CTACTTCCTT 480 

10 TCTTGGAGAC CGCTACCGAC TGTCTTATGA TTATCGGTGC ACCATATGGC GTCAAGCAGC 540 

ACTAGCTTTT ACCTGTGATA CCTTCCTTTA CTAACTGNAT TCCGAACTAN TTTGNNCCCA 600 

TACTATATCC TTCCCCTAGA GTGAAATAAC CTTCCATTTA GGTTNNTCCC ATTCCCNGAA 660 

ACAGTTTTTA AANAAANACA ACCTTTATCC TTNAACCCCA AACGCCCCAA AAANAAAATT 720 

TCCCCATTTN CTAGGTTTTT TGNGCCNGGA GGGAAGAAAC CCCCCCTAAC CCCCTAAANA 780 
ATTCCTCTNC CC 

75 



1273UP 

GATCGGCGTA TAAAACTGAA AGTTCATGTA TGCTGTCTTG AATGCAGAGA CGCGGCGCAC 60 

TTTACACATC GGCAAGCCTT GTGTTGCGAA TGAAACATTA AGCTTATGTC AAATACCATG 120 

20 AACTGTATGC CAAATTTAGT AAAACTCGTA CGTGCTGGCA GCATAGATAG AGCTGTTACC 180 

GATATCTCCC TTGAGGCTAA AGCCGAGCAT TGGGTATTAA CTTGCCTGGA CTATTCCGAA 240 

TCAGAGCTTT CAGATTCGTC TTCATCATGG TCAGTCATCA AAGTCGTCGA TGTAGGATGT 300 

TCTATTTTCC CACCGCAATA AAGTGCAGTA TTCATGCAGT ATTCAATAAG CTTACCTCTC 360 

ACCTCGATAT CTAGCACATC AGCTGGAGCG GAACCTAACC AGACACGAAG TTTAGTGGCC 420 

AGCTCTTCGA GGAGTGAAAA TATTTCTTGG TCCGGCAATG ATCCTCATGC GCCATTATAT 480 

25 GGCGTAACGT TAGGTACATA CCTGTGACAC CCAACAAAGT ACAGTTGCTA ACGTCCCAAT 540 

ATCTTAAAGG ANCCGTTTAA ACCNCATATT AAGGTGAAGT TTATGAACCT TTGANAGTAA 600 

CTGNNTCNTT ATAGCGGAAT ACCANANNAA TAACGNCCTT GTTANGGNAT CTATCGAAGG 660 

NTTACTTCCN NTTCGANCAT TTTATAGTTC NTNCTATTAC CCCCGANAAA TTTGAACAAC 720 

CNTGAGAAAA GTTNTNNCCN CNGGGAAANG AAAANTNTNC TTNTGANTCC CCCCGTTTAC 780 
CTTGAAGNTT CTCCATTCNC GAGATTCAAA TTTTTNTAAN AAGGANTTTN TAA 

30 



1274RP 

GATCAGAACC AAAAAGCAGT TCGAGTATAT CAGTAAGCAC TGGGAAGTTT GGGAAATAGC 60 

AGTGCTGAGA GTTACGGGAC AGATTGGCAA AGACACATTT GCGATGGAAT TTAATTCGCC 120 

35 GCAGCCAGAG CACGCACAAT TACACATTCA CCCTAAAGGT GCAGCCCGGC TGCTGGGAAA 180 

ACTGCACGCG GAGGGTCGCG TGATGCACCA CGAAGATAAC CAAGAAAACC GGGGCCGGGA 240 

AGGACCGCTG ATTCCGTCAC CGCCGCTGTC ACCACGAATC GGGCCGGGAG AGAACCGGGG 300 

CGCCGTNGGA ACGGAATCCC CGAACCCTTT TTNTTACCCC AACTTGGNTC CCNGCCTTAN 360 

TTTCAAACCG NTTNCAAACC CCNNCCCTGG GTTTNTTNGC CCNNTNCCCA NTANTTGGGC 420 

TNCGGGGGGG GGGGCCCNGN CCAAAAAAAA ANGGGGTNTN CCNGG GNGGC CCCCNGTTTT 480 

40 ANCAAAANAT TTNCCCCCGG GGTTCNCCCC CNNAAAAGGT TTTTCCCCCC CCCGGGGTTT 540 

ACCAAAAANC CNGCCCCCCC TTTGGANGGT TTCCCNNTCC CCATGGGGGG TTTTCNCGGG 600 

GCTCCCCCCN GGGGAACCCC AAAAAAGGGC CCCCCCTTTT NTGGGCCCCC NAAANNCCCC 660 

CNTNNTTTTC CAGANGGGTT NCCNCCCCCC TTTTTTTTCC CCATTANNCG GGAANTCCCN 720 

NTNTTCCCCC CTTTNNCCCC CCCCCCAAAA ANNAATTTTT TNNATTAAAA GAGGGCCCCN 780 
NGAAAAAKAA NACCCNNCCC CAC 

45 



1274UP 

GATCAATTGC GGATACACGA GGCACAGGGC GATAGGCCAA GCTTCCAAGA ATGGGAAGAG 60 

TACCTAGTCA GGGTCGTCCT GGTAAGACTG AACCGCTGCA AGCAGCTCTA TACACAAAAT 120 

GTAGAGATTC TATTCGATAT ATATCCGCAG ATAGACCGCC CATAAACACT AATGATACGC 180 

TAATTCATAC ACCTACAGCG TGTACATCAA ACACACACAC AAGTTTGATG CACACGCTTT 240 

ATTTGTTCCT TGCACACACT TGATTTAGAC GGTCAACACC CTCAAGGTGT TAGAGTGGCC 300 

AACACCAGAC GCGAAACCCT GAATAGTGAC AATAGTGTCA CCCTCGCTCA GGATACCAAG 360 

CTCCTTGGAC TTCTCCACAC CGAAGTTCAA TCTGGCCTCG ACGTCATCGG TCCACTCATC 420 

55 
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15 



20 



"SSSS £SS?ta HS^SI HI 

S£c1c£ SSSSSSSS SSS ^cS*CN GAAAAGTTCC ACTTCGAACN 780 
CCCCNGTNGT CTGGTTTTGN TGGTANCCCA ACCG 



W 1275RP 



60 
120 
180 
240 



w»r«V50CT TCGTGAGGAA CTGACGCTTT TACTACATGT AGATTGAAAC CCGTTTTCCT 

^Sgcctc gtctcgttgc ttggtatctt tcccaatcct cctgagtgga cgctgcctgt 

AGAGGATCTT COCGATGGGC CAAACACGCC CCACCAGCCC AAAGACGTTG GAGAGAGGOC 

^^Iggt tcattgacct cctttatggc ttcaaatgct GACGGAAGTG acaaatcgtt 

S£Sg£cgc ATGTCCGACA ATTCTCTGAC GGTGGACTCC AAGACCTGGA TGCGCTCTGC 300 

CC^GTCOTT gatattctat GGATAGTGGC AATGTCCTTT GAGAGTGTCA TGTTCTCGTT 360 

TO?^GT?T AGGTTATCAA GTTGGGCAAT AGCGAGCTGC TCTGCAAGTT GGrGGTTTTC 420 

ZSAT^S-p rTGCCTCTGT GTGTTTCAGG TCTGTCATCA GTTTCTTTAA GCCTCTCCTT 480 

TSSgc^? GACTCNTATN TTTTTNCCAC NCCCATTNNN CCATAATTTG 540 

^^fSHrV? tocCCOTCCG GAATTTNGNT CCCGTTTCCA NAGNTCGGNC CGGGGATAAT 600 

SXSSSK SSc CCCGGCCCTA NTTCCTTTTN CCNAATNNKN GNNCCCCCCN 660 
^t^TTT NCAANNCTTN TGNNCCNTAN CCTTTTTNNC CCCACGGTTT TTONTCCCCC 
CCCNTCCCCN ATTNNGGANT TCCCCCNTTN CCCC 



720 



127 5UP 

25 .ai-rMxyrrTC AGGGTACTTT GTACGTTAAG AAGACCTGCC GCTCGATGCT 60 

G^raSrc AtcSSSS SS GGACGTCTCT ATTGTCGATG CCGACAAGAA 120 

^Siro^r GAGAAGAAGT TCCCATTGAA OCGCOCTCCA GCGTTTTCCT GTGCGGCTGG 180 

raRRTCATGG CCATCACCTA TTACTGTAAG TTGCCACCGA CTACACACCG 240 

SaSSSaI ^ctaSg^ SSmSmS Sttcgaaaa AACAGTTATC CCTGTCTGAA 300 

S£gSmAAT ATCTCGTTGC ACATGTGTCG AGAGACCATA CTCTGATTTA GAGCTACATG 360 

30 iSrSSr^^A VA^iarArfTT ACTAACCGAA CAACAGTGGT CAACCTAATC CAGGACGAGA 420 

^SSSI TGCTCTGCTT G^ScS£ TAGAGGAGCA GGCACAGGTG TTGCGCTGGG 480 

rAACACCAAC TTCATTGACG ACGTTGGCTC TGCCTCCTAT ACCTAGAGAG 540 

^S£?£c S^SS^A aSaEaTG GAAAACGNCN TTCCOJGNGG CGAAAOJTTN 600 

rr rNAGNGTT TTNNAAAAAA GAAATAACCN CTTCCCTCCC TTACCCCCGG AAANTTTTNT 660 

NCCNTGNCNN TNGGGGGGTT GAACNNANTT CCCCACANTT NGGGGNGNNN 720 

35 GCcScCC ™SaNG GTTACCCCTT GGGTANCCCC NNNTNAAAAA 780 

SSScCCC CCCTTNGGTC GGACCNAAAG GGGGGGNCCC CAAANGAAAA AAAAAAAAAA 840 



AA 



40 



45 



50 



55 



214 



EP0 866 129 A2 



1277RP 

GATCCGTCAC GGACAGACTG AATGGTCAAA ATCAGGTCAA TACACAGGCT TGACAGACCT 60 

TCCGCTGACC GAATATGGTG TCGGCCAGAT GCGGCGCACT GGTGCTGCGA TATTTAGCGC 120 

5 AAAATACATT GATCCTGCGC ACATAACATA CGTATTTACT TCTCCACGCC AACGCGCGCG 180 

GAAGACTGTG GACCTGGTTT TGGAAAGCCT CAGTGAAGAT GAACGTGCAC GCATCCAGGT 240 

GGTGGTCGAC GAGGACCTAC GGQAGTGGGA GTACGGTGAC TACGAAGGTC TGCTGACAAG 300 

CCAGATTATC GAATTGCGTC GTAGCCGTGG CTTGGACTGC AAGCGCCCAT GGAATATATG 360 

GCGCGACGGC TGCGAGAACG GCGAGAGCAC CCAGCAGGTG GGCCTGAGGC TATCACGAGT 420 

GATTGCCCGG ATCCAGGCAT TACACCGGCA GCACCAAGCT GAGGGACGGC CGAGCGATAT 480 

W TCTGGTGTTT GCGCATGGCC ATGCTCTCCG TTATTTTTCT GCGCTCTGGA TGAAGATGGG 540 

CGTCGAAGCG CCGACGCCAG ACTGCGCCAT GCCCTCGAGT AACCGGAATG ACGATCCGTG 600 

CCCTTGGTGC GGCTGGAGCA ATCCGTACCT GCAGGACACC CCACTTCTTG CTAGACGCAG 660 

GTGGCATCGG TGTGTTGTCC TACCCCCNCN ATTTGAGACC ANTCTACTCN CCTGGCCNTT 720 

CNTTGCCCCC CCGAGATCCC CCCACGGTNA GTCCCACCGA AAATTTTTAT ATCTACAAGN 780 
GNGTCCCCCC ATGAATATAC CNTATCTTCT TAATCGTCCN CN 

15 



1277UP 

GCCGTCCTTC TGCGGCCAGC GCGAGTCCAG GTGCCGCAGC ACGCCCCACG AGCGCGACCT 60 

GCGCAGGCGA TAGTACGCGT ATGCGACCAG GCCCGCCGCC AGCACGTTGC TTGCGCCGAA 120 

GAACCAGAGG AACCGCGAGC GGCTAACCAG CTGCACCAGC TGTCCGTAAT CGTGCCGCAG 180 

CGCGTCCCCG GACGCCAGCC CCATGCGTGT GCCCACAGTC CCCAGCATCA CGCCGCCCCC 240 

GCAGATCAGC ACCGTCCCGA CGCACGTAAG CATACAAAAC GGCTCTGCGA GCAGCCAACA 300 

CGAAAACCAG CTGTTGAACA GCAGTCCGCA CGCCTGCAGC GGGGCCAGCA TCACCAGTGG 3 60 

TAGCGTGGCA ATCTGCATCG TGCTTCCGAA CACGTTCGCT AGAATGAATA GCGTCAGACC 420 

CATC TGCCAT AGGCGGCTAC GGTACACCAC CTGCACAGTT CCCCGTGCCA CTTGCAGCGC 480 

25 AGCCTTGCGC TGAAAGTACC AGGCCCAAAA GACTGCATAC GCTTGAAACT ACCGCCACCA 540 

CGACCCATAA TAACCAGTTG ATCGACCATT CGCTTGGATA CCCTGCACCC TTCGCTGCAG 600 

AGTACTCTAC TGTGGGCGCC TTTTGGCTCT AGGTCTCTAC GCTATGCCAA ACATACTGGC 660 

TCCGGTGCGT CATGTTCGAT GCTGTATGTC ACGTGACCGA TGACAGGGTA CCTGTCGGTT 720 

CTCTTCCGGT TCCAGGGNAT GATACCGAAA NCCGAAATTA NCCGGATGAA TTTCCCGACC 780 
CTGCGANTAC GACNCCAACN GGAGACGCNG TTTTNTGT 

30 



1278RP 

GATCTTCAAC CTGCTTCCGC CTATGAACAT TCTGTTGTGA TTGAGAGGCG ATACCGCCTC 60 

35 CACCTTTCTT CGAGCCTGCC CGGTTTTGGT AATCCATACG TTCTTCCCCA TTCTTTTGGT 120 

ATTGGTATAA GCGATGCAAA TGAAAACAGC CTCTTGAATA CAAATCGACT TGCCTACGTA 180 

TAAAATTATA TTTTTATCAG AAACTTGGCG AGCATCAAGC TCGGCTTCAT TGATTCATAT 240 

ACTAAACAGA ATACACTACA TGCTACCGTC CGAAAACGAA TAATCTATTT CCAATATATA 300 

TATATATATA TATATATATA TTATAGTTGT ACTTTATAAA TCTGAACTAG GTCATACAAC 360 

TCTCAAATCA AACGATATTT ATTCTACATA TAGCACGGGC GACGCACCAA TTGAAGACTC 420 

40 TAGGGCGCCT GAACTTGGCG CTGCCCTGTA TCTTTAGCCT GTTCCTTTAC AGGGTCATAA 480 

ACATAGTACA TACCGCGCTC TAGTTCGTCA TACTGGATGT TCCTCTGTTT CAGCTGCGGC 540 

CAATTTTCGT GAGGGATATC CCACCCACAT TTCTGAGCTA TGAAAGCTGC AACGTCGTCG 600 

CACAGCCCCA GTAACTTAGG TCAATTCGCG TGCTTAACGG GTCTCC TATG ATAGTACTTG 660 

TGGTACGTGA GCTGGACCNT GTTTACATCN CGGAAACTGC GCNCCTTCAN CTNTTCNATC 720 

ANCNCAATCG CATNCANNTT CTGGCNANTT TTTTTGANTC CATGACCCCC CCNAAANTNT 780 
TTCCGGTNNG ACCCACACCC CCTTGAAATN NCTGATNTGN AGANGCNC 

45 



1278UP 

GATCTTGGAT GTACTGGGGG CTCATACTTC GGCTTCTGTT TCTTGTCCTT TTTGCCCTTC 60 

50 TGGCCCTTGC CATACGTCGA TGCTCCTTGG CCCATCTTAG AGATATCTGC TGTGCCGCTA 120 

TGGAGTAACG CTTCTGCTTG CGAACTCTAA GTAGTGTTAT CAACTTGTGT GTATCATTTT 180 

TGCCACCTGG AATCCATCAA TTTCACCTAG CCCAACCCAA GCTGCGACCT ATCAAAAAAC 240 

AGGAGCAGGA AGCTGCCTGA AGAAGCGCTC CAGGGGTCTA CCGACGGGAA AAACTACGAG 300 

GACTGGTGCT ATGACATCCT TCCCGGGATC CATCCCGAGT TCAGTGCTTT CGAGCTGTAC 360 

AATTGCGTCC GAGCGGTCGG AGCGCAAGCG TCGTGACAAC ATCAACGACC GTATCCAGGA 420 

55 



215 



EP 0 866 129 A2 



GCTGCTCAAC 
GGAGTCCGAG 
CGGCAAGCCC 
ACCAGTGGAT 
GGCAGACGGG 
GAAATCGCGT 
NGGCAGCACA 
CNCCTGGNCT 



GTGATTCCAG 
AGCGGGACGC 
AACAAAGGCA 
CTGCGCACCG 
CAGCATCGTG 
TGGGCKCTGC 
CCGCCCCAGA 
GTTTT 



AGGAGTTCTT 
CGGGCGCTCT 
GATTCTCACG 
CGAAGAGGTG 
AACGACGTGA 
AGCGTGCTCC 
CCACACACTC 



CCAGGACTAC 
GCCCAAAAAC 
CAGGCCGTCG 
GAGCTGATCC 
ACTAGAAACA 
GGAATTNTGC 
ATTTGGGTCC 



TACCAGAAGA 
AAGGGAACTG 
AATATGTGAC 
TGAAGGTCAG 
CCATTGCCGA 
GGCCNCAGGG 
CATTCGGACG 



AGAAGGACCA 
GGACGCGCGA 
CTATCTGCAA 
GAGCTGTGTC 
CTCGCGCTGG 
CAGCAC ACCC 
CNTAGATTTT 



480 
540 
600 
660 
720 
780 
840 



10 



IS 



20 



25 



30 



35 



45 



SO 



55 



216 
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10 



15 



1279RP 

GATCCTTCTG 
GCTTAAGCAT 
TACGTTACTG 
TCTATTGTGC 
CCTTCTTATT 
GGCAATTGCA 
GAGTAAAAAC 
AATATCGCTT 
AACTTTGACA 
TCTATTGAGT 
ACTTGCAAAA 
GTAACAAAGG 
AAACTTNTGC 
GTTACGATTA 



GATGCTGGTA 
CTACTTTCAA 
TTCTCCATAT 
ACCTATGCAT 
AGACCGCAAG 
TTGTTAGAGA 
ATTATTACGT 
TTTGATCCAA 
GATCCCAAAT 
AACAACATAT 
TATTTTGGTA 
TCCAATTATA 
CCNGGGTACA 
ACTCGTTTCC 



GCTCCGATGA 
AGCGTGATAT 
TAAAAGATAT 
TTGGAAATCA 
GCGATGGGCT 
TAGCGGTGAT 
ATATCAACGA 
GCGTATGCCA 
ATCAGGGTTT 
CTTTCACTTA 
ATGAAAGGGA 
TTGAGACCAC 
CTTATTGCTO 
TTGATTGAGC 



GGAAGTCGTA 
ACAGAGAGCG 
CCAATCCGGG 
TATTGTCCCA 
ACAAAGGATA 
AAAAGCCCCA 
GTTGGCGTTA 
ACTTCATGAG 
CTATATACAG 
AAGAATGATG 
CATCCGATTA 
TATATTNTAA 
TTCNACACCG 
AACTTTTGNT 



CTTTTGGTAA 
TTTGCTAAAA 
CTTACAGGAA 
ACACACAGCG 
GTTTTCGAAC 
AAGGAGGATC 
CTTCATAGTA 
AGATTGTTAA 
GCTATTCTGG 
ATCCACCACC 
GTCCTAGCAG 
AATTGTCCCC 
TCCT GNAAAA 
TTTTATCATA 



TGTCACTGCT 
GTGGTGGATA 
AAGTCACGAA 
AAAGCACGTC 
TTCATTATTT 
AACAAGAGTT 
CTCAC TCTCG 
CTTTGTTATT 
ACATTGAACT 
TTTTCGAACT 
ATTACA GTTA 
NTGTTATTGA 
ANTGTGNTTT 
G 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



20 



25 



30 



1279OT 

GATCAAGAGT 
TAAGAAATTG 
TATTACATTA 
TGTGAAGATA 
TTTTGGCGAG 
AGCAGCTCTT 
TTCAAGCACA 
TTTCCAATAC 
AGCAGTGATA 
ATGAACGTTA 
AATGCACTGG 
NNGNCCTNGC 
TNTTGGCAGC 
CTCCCCTNAA 
G 



ACAGTTGATG 
ATAATATAAA 
AATTGATATA 
TCGCCCTCTG 
CCATTATTTA 
CCTGAGCGCA 
TATAAACAGA 
ATGTGCCGAT 
TCTTGCGTTA 
TTTGAGAATA 
NNTNNCTNGA 
TATTCCCAAA 
CTTTTAGAGN 
AANNTCNTGA 



AAAAGGAGTT 
AGGCTACGAG 
GGTATATTTT 
TGTTACCTGC 
AACTCGCCAG 
ATTTCTTCAA 
CCGTCCCGTC 
ACCTGGACAT 
GAGACATGCT 
TCAACCACCC 
AATATTCNCC 
AACNTACCCG 
TTTAAANATN 
ATGANCAGGN 



CCATGATGAA 
CTTCAATATT 
TCTTCGAAGA 
GGATATTTCG 
CTTGACTCTG 
GCAATTGAGG 
AATAAACCCT 
TTCCTGAGAT 
TGCAAATTTC 
ATTAAATGAA 
AACCCNCCCT 
NTTCNTTGTG 
TTCCAANCCC 
GAATTCGTTT 



ATATGTAAGA 
ATAATACGCA 
ATT AAT TCTA 
ACTCTTAGTA 
GACCCAAGAG 
CACCATGTGC 
AGCACAATTA 
GCAAAGTTAA 
GAACCGTTGA 
CTGTACCTGT 
TAAAAGNGTC 
NCNCCAAGGN 
CAAATCCANT 
GCCNTTTAAC 



TGGACTTGCT 
TTGCATAATT 
ATCATTTCCA 
TATCTACATA 
CCGTAATGGC 
CGTTCTTTAA 
TATCCTTTTC 
CAAAGCTTAT 
GGTCATAAAC 
TTGAAACCGC 
CCCCTTTATT 
NTTTTNNCNT 
TTTTAAAGGN 
TTCCCAGTNA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 



35 



40 



45 



1280RP 

GATCATCAGA 
TGTGAGCCTT 
ATCGCGAGAT 
CGGAGGAAAG 
ACGGTCTTTC 
CAAGCACGGC 
TCGGCTGCAC 
GGGTGCGGTC 
GGCTCTTCGA 
ACCGTCGTCT 
CTGACTNTTC 
GCCCCTTGTG 
NNNNNAAAAT 
AACCNCCCAT 



CCTGTCGGAG 
GAGCCGCTCT 
GTACTGGGGC 
TCTTTCAAAT 
CAAGGCCGCC 
CGCCTTCGCA 
CACCAGCGGA 
ACGGCTCGGC 
CATCGAAACC 
GCTCCCGCTC 
CCCCCCCTTT 
TCGCCCCCNN 
NTAGGGGNGG 
GTNTCCAGGG 



GGTTCCGTAG 
GGAGACGGCG 
GACCTTAATG 
ATTGACGCAG 
GGCAGCTTTT 
AGAACGGGAC 
TCTTTGTTCG 
GGAATCACGG 
TTCGTCTCGT 
CTGCGTGCGC 
AGGGGAACAC 
NNNNCCCCCN 
GAAAAATGNG 
NCTTNATGAN 



TGGAACCTCT 
GCC TCGA GTG 
CAATTTTCTT 
AGCGGCCCTT 
CTCCCGTGCT 
TCTGCTTCAG 
GCAGCGGCAC 
CTGCCGTCCG 
TGATGCGACT 
TCCGGCTCCN 
GGGAAGAAAA 
CCCTNNNNNN 
GTTAGNGTCC 
CANCTTCNCN 



TCGTAGGGGG 
AAACGGAGCT 
CTCGAAGGAC 
TGAGATTTGG 
TGCAGCGCTT 
TAGGCTTGTC 
AAACATGTTG 
AAACGTGAAC 
TCTCCGAGTC 
GNCCNCCNGT 
NAANTNCCCT 
NNNNCNNNNN 
CCCACCNGAA 
NTGGGA 



GAGCCGCTGT 
CGTATCGGGG 
TTTGTGGGGA 
CTCTGGAAAG 
GCCGCAGGTG 
TTGGTCATCA 
GACCGCCGGA 
GTGTTCTCGG 
CACCTCCTGT 
TCCTGCCTCC 
TTCTNNCCCG 
NNCCNNCNNN 
CCCCAAAAAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



so 



56 



1280UP 

GATCATAATG 
GACCGTTCCA 
CGCGATGTCA 
GAAACACTAA 
GGGCGGCAGA 
GACGGGAACA 



CGACTATCGC 
TTCTCCGCGA 
TCCCGTATCA 
CACTTCC TGT 
TTACCAATTT 
ACTATACCCA 



CCATAAGCAG 
CCGTGACGTG 
CGAACTATCA 
GTATGAACCG 
AACTCAGGGT 
CTGGCAGCCG 



GGCAATACGC 
CCTGTGTACA 
AACTCGAACT 
GAGTTAAACA 
GTACCAGGCG 
TTCGACAAGT 



CTATCCACAT 
AAGGCTCAGC 
ATTTCACTGT 
TCCAAGGCAA 
ATGTCCCQAT 
CTGAGAGGGC 



CAAAGTCCCT 
GCTCCAGGCG 
QAATCCTGGT 
CATTGTCGAG 
TTCTATTCTA 
ACTCTTGTTG 



60 
120 
180 
240 
300 
360 



217 
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ATTGATTTGG 
TCGTCCCGCG 
ATTGACAAAA 
TGCCACGCCG 
AGGGAACTCG 
TTCANCTCCN 
CACCATTNAN 
CGATCTGCTA 



GTTCCGAAGA 
AAGAACTTCT 
CTGACGGCCA 
TCTCTTCCTC 
CGGCCATTGA 
NCNNTTCACN 
CNTCGACCTA 
ATTGNGCGNC 



GGAGTACGAG 
CCATCTCTAT 
TGATGGACGG 
GCAGCATCTG 
TGAAAACGTG 
TTTCCCNAGG 
CTCAAAAGTN 
CAACCATCAC 



ATCACAACGG 
TCTCCCCAAC 
CCGGAATACG 
CTCGGCGGGC 
GANNTGTTTT 
CGCCAATNCN 
TTCTATCCCC 
TTNNTGCATC 



GTTAAAATTT 
TCAAAGCACA 
GACTTGTCTC 
TGGCGAATGT 
TAAAAAATTT 
GANCTCCTNA 
CAATNTCNTT 
ATTTTGCCAC 



TGTGGGGCGC 
TCACAGAGAT 
CTGCTCAAAG 
CACCGATTCC 
CNGTTGGACT 
GGCCCTGNAA 
TCCAACACAA 
AACAATGNGA 



420 
480 
540 
600 
660 
720 
780 
840 



10 



15 



20 



25 



30 



35 



40 



45 



50 



55 



218 
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70 



15 



1281RP 

GATCCGACGT 
TTTAATGCCT 
AAAACTGCAA 
GTCTAT ATAT 
TTTTTAAATG 
CTTCGAACGC 
TCTCGTCGCT 
CTTCATATGA 
CTGTTCATTC 
GCTAATGGTC 
CTTTCACGAA 
TCTT TAATTG 
TANCTTTTGT 
CTGGTCNCCN 



TCAGTGGACT 
TGTACCATAC 
TGGCAGAATT 
GTCCATCTCA 
TGGCAGGTGG 
TAGCCCAGTC 
GGAAAAGAAG 
TCAGTAGTGA 
GGGGTCAACT 
GCGACTTTGG 
GGGTTATGCC 
AACTATGGCC 
TCCATTAGAA 
ATTAGTTGGA 



CTTCCCATTT 
CGATGAAAAT 
AGCTTTATTG 
GGAGAAAATT 
AAAGGTTATT 
GCATTTAATC 
AAAAAACATT 
CTTGCCTGGC 
TGAAACGGCC 
AGAGTTGGCT 
CTTACAGATC 
AATCGCTTCC 
ATGTTTCAAT 
ACCATTCTAG 



AAGGTTTTCA 
GTATTTATTG 
AG TCACT GGA 
GATTTTCTGG 
AATAAACTCA 
TTAGCGACTC 
CAGACATTAG 
GCAAGGTATG 
TTGCGTATAG 
CCGAGCTAAA 
CNCTTACATC 
TGACGNACAA 
TCTGTCNCTG 
GNNAAAAGAC 



ACAAATTCCA 
GAGCTTGTAA 
GAGATGGTAA 
TGAAGGATTG 
CATTGGAATT 
CAGAGCAGTT 
AGCTGTTGAT 
AAAATATAAT 
TCGGTTTATC 
AAGCTACATT 
CGTTCCTAGA 
CTCTGTGATA 
CACGCCGCGC 
TCTTATCCTA 



AACTCATGTG 
GGGCTCGGGT 
GGGACGTGCC 
GCGAAACAGA 
AACTAACAAT 
TGACCTGCTT 
TCTAGATGAT 
ATCCAGAATG 
TACCTCCCTC 
TTTATTTCTC 
NGCATGAAAN 
CTGCCANTNT 
GGANGAAATC 
ACN 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



20 



25 



30 



1281UP 

GATCTGAACG 
GGCAGTTCCA 
AGTGTTTGAG 
GTACCCTCGA 
GCAGAAGTCC 
TCGGTTTGAG 
ATTTGCCAAG 
ATCCATTATT 
ATCCCTCGTG 
AGGCCNGCCC 
ATGG ATTTN G 
GTTTNTTTAG 
NNAGCATGAA 
CCCCCCANCN 
CTMMNNATTG 



TATGAGAGCG 
AATCCAATAA 
AAGTTTTCGT 
ATGCTGAATT 
TTCCTCCCAA 
ATCAGGAATG 
ATTACTCCTG 
TCAACTTGGC 
GAAACACCAG 
NNAATGGGNC 
ACNCCCTCGG 
GGAGGGTTNT 
NCCCCCCCCT 
GNNNCCNNAA 
GAT 



GGTTTTTACT 
TGCGATTCAC 
CAGTTATTAT 
TTGAGACAGT 
TGATTATAAC 
ATCCCTCAAT 
ATGGTATGGT 
AGACAATGGG 
ACGCCACAGG 
GGGCCANTTA 
NGGGAGTGTT 
NTCCNTNANA 
TTTGGGAAAA 
AAAAANCACT 



AATTATAGAA 
GTGCCTTGAT 
TACATCGGGG 
TCTTCAAAAA 
CAAGGGGTCA 
TGTCAGGAAT 
AGTGTTCTTC 
GATCTAGACG 
AAACCTCCTC 
ATTTCNGTGG 
TGAAAATGGA 
AAAKATCCAA 
TTCAGGGGTG 
CCCAATGTCC 



CCATATGAGA 
GCCTCCATTG 
ACCATTTCTC 
TCTTACTCCA 
GAC CAGGT AG 
TATGGTTCCA 
CCCTCATATT 
AGGTTTGGAA 
TACCTTTAAA 
CCGNGGGAAA 
TCCCTCCCTT 
ACCGGGAATA 
AGGAANATAT 
CAGGNCCTTN 



TAGAAAATGC 
CAATCAAACC 
CGCTTGACAT 
TGACGCTGGC 
CCATCTCTTC 
TATTGGTTGA 
TATATATGGA 
ATACAAGCTC 
AACTNACCNA 
ATTCTNAGGA 
NACCGANAAC 
CTTTTTCCTT 
GGTTAATGTN 
NGNACCACTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 



35 



AO 



1282RP 

GATCCGGAAT 
GTTCATATAT 
AGTCTGGGTT 
TACATACATT 
CACGTTTGAA 
TAGAATTAGC 
GGCATCTCCC 
CATAACCACC 
TTAATTTTTT 
CAACGATCGG 



TATAGAATCG 
AAACTCCCTA 
TATCTTTATA 
TAGGTCGCCC 
TAGAGTTTTC 
AGGGCAGTAT 
CTCACTGTCT 
AATACCAATG 
AGTCTGCCTG 
CTGCTTCAGG 



ATGAGCATTT 
GCTTCCTCTT 
TTATTTCTTG 
ATCAGTACCA 
AGGAAACGCA 
ACGGAAATGA 
AGTTCCTGTG 
GTCGGGTCCT 
TAATACCTCC 
GATTCTGTTC 



CATTTAGCAA 
GATAAATCCT 
TTATGCAACT 
CCCTCTTCCC 
GCCTAAAAAC 
CCACCACCTT 
CATTAGCATC 
CGCAATATGC 
TCCCGCCTTC 
CACNCCCACN 



CCTTCTTCCA 
TTCAAGAACA 
CGCATGGTCT 
CAGATTCTCT 
TTCACCCTCC 
ACAGGCCAAT 
ACTCCCATAG 
TACCAAGGCG 
AATACTTGTA 
CCNATACCCT 



ATTCGTAATG 
GCACCGTCGC 
ATGAGGTCCC 
ATGTTCCTCA 
TCAGTGTTCA 
TCGACTAGAA 
GGCAAGCCAT 
CCATCCTTTT 
ATGATTATCG 
TCTCCTGN 



60 
120 
180 
240 
300 
360 
420 
480 
540 



45 



SO 



1282UP 

GATCTGCGCA 
CATGCTTCTA 
GCAGATAGCT 
GAGCGGCCGG 
CTCGCTCGGC 
CCGCGAAGAA 
CTCCTCGTCG 
GTGGTCGCTC 
TCCCCGACTG 
CCCCCGCCGG 



AACACCCCCA 
TCCTTCAGCA 
TCGATGACCG 
TTGCTCATCG 
GGGTTCGACC 
CTAGCCTCCG 
CGCACCGCTT 
TGGTCCGGCT 
CTGCCGCAAG 
GCGGC G TT GK 



CTCTGTGTAC 
GGAACGCGCC 
CGGGGTCGTA 
GTAGCACCAT 
GGCCGCCGCC 
ACGACCGATT 
CCTCGTCGCG 
CCCCGGTCCT 
GCCACTCTTT 
CCGCCCGCGC 



CTCCTCGATG 
TAGGTACGGG 
CACGGTCACC 
CAGCTCCTCG 
GCCCGCCGAA 
CGCCTGCTCT 
CCCCTCCTCC 
GCTTCAGTAT 
TTGGGGGGGG 
CCGTTTGTGC 



CTGTCAATCG 
ATGTTCCGCC 
GACTTGTAGT 
TACTTGCGCG 
GACGCCGAAC 
TCCCGTGGCT 
GCGCGCGGCG 
GCAACTGCCC 
GGGGGGNNNG 
TOTTCACOCC 



AGTCCTTGTC 
GCAGCAGCCC 
ACCCGGGGAA 
GCACCTCGCC 
CGCCGCTGCC 
GCCGCTCCGC 
GCACCTTTTT 
GCCGCGTGTA 
NNNNCCCCNC 
GGCGCNTTGG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



55 



CCATCCCCCC CTNNTTTTTC CT 
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10 



1S 



1283RP 

GATCAQGAAA 

GACTTAAACT 

CTGCATCGAG 

CTCTGCAGCA 

AAAAAGAAGC 

AAGATGGCCA 

ATGGTGGACC 

CCGGGGACGG 

TCGGCGAGAT 

TTGAGACGCC 

TGCTGCTGCT 

CACNCCACGG 

CNGCTCNAAA 

TTTTTTATGN 



TCGACGGGAC 
AGATTTACAC 
CTATTAGATG 
TGGACCAGTC 
TGCACTCCCA 
AGCAGATGCA 
GGACGCCGGA 
GTAAGACAAC 
TAACGGTCCG 
CGCGGACGAT 
GATGGACGGT 
ATNCCCTTTT 
ACTTTTNACC 
NGNNCCNT 



TGGCTGATTG 
GTGACATGCA 
CTCATCGACA 
GAATAAGGAG 
GGGCCACAAT 
GCGCAGCAGC 
CGACGACCCG 
NCTGATCAAT 
ATCACGGTCG 
CTGAACTCCG 
ACTTTGGTTC 
NCTGGATTAC 
TCGTTCTGAC 



TCTTTATAGT 

ATTGTGTCGT 

CTAGTGTACA 

CATCGTCCTA 

GCGAAGGCAT 

GATAAGCGGG 

CCGCCACTCA 

CGCTGGTGCG 

TCTCCGGCAA 

ATGTGGACAT 

GAGATGAGAC 

AANCNCNCAT 

NATTTTNCCN 



CAAGCATATT 
TTCTTTTTTA 
AACCAGTCAA 
AAAAGGAGAA 
TCGCGGTGGC 
AGCGCGCGCT 
TTGTTGCCGT 
GCGGTTGACC 
GCGCCGCCGT 
TGCGAAGGTT 
ATGAGTTCCC 
TTTTCATTNC 
GGGGNNCNNT 



AAACACACGT 

TTTGAAAAAC 

GGCTTAAAAG 

GGCGACAGCT 

CGCTCCGGGA 

GCACGTTCCG 

TGTAGGTCCC 

AAGACGACCC 

CTGACGTTCA 

GCAGATTTGG 

TGACCTGGCN 

NAGGCCNCTC 

CCCCTTCGTN 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



20 



25 



30 



1283UP 

GATCCGCTGG 

CTCAACCAAG 

CATATCGAAG 

GGGTTTGATG 

CGAGCAGTCT 

ATTCGGTTAT 

GTAAGCACGC 

TGCCTATCTG 

GAACACGTTA 

CACAGCAGAT 

CATCCAGAAG 

TNTAAAANAA 

GANNATCGGN 

CCCNCTCCGA 



CCCATCGCCG 

ATTGTGGAAG 

AAGCTCTTGA 

GTCACGGCTG 

GCGCTGCCAG 

TTAATAAGCA 

AGCAGGAGGT 

GTTTAGGCAT 

CCTTTTCGGT 

TAGAGGTACC 

CTTTGAACTT 

TACTTCGTCC 

AAGACANCCT 

GNCNNGAACN 



AGAGCTATGT 
ACACCGTGCA 
TGCGCCTCGA 
CAGCTCTAAA 
CCGCTGCTGC 
ATAAAT ACTC 
GGCAGCTTTT 
GAGCAACCTT 
GAAAAGAAAA 
TTGTACTGGA 
ANGGTGTTTC 
TAGTCTTTGG 
TTGCCCTGCT 
GGCCCCNTTN 



GCATCGCCTC 

CTCCCACGAG 

GCTAGCCCTC 

CGCTGCCTCA 

TCAGTGATAA 

CAACACTAAT 

CTGGTACCAC 

AGTCAGTTTC 

AGCCTAAAGG 

TATTCTGTAG 

NGGATGGCAG 

AACAAACNTG 

AANAAGACNG 

CNNTTCNNCN 



ATAGTGGCCT 

TATTTCAGCA 

ATACTCGTCC 

AACGCACGTG 

TCGCCACTTC 

AGTATACACC 

CTCAAGCCCC 

GAACCC GTGA 

CGAAATGTTT 

GATCACGGGC 

TTNGGGACTT 

CATTTGTTGT 

TTGGGAACNG 

GGGGNNNNC 



TGATACGTGT 
AGGTCTGCGG 
TCCGCGGCGA 
CTCGGCTTCG 
TAGGCCCACA 
GTTTGCGAGA 
TTGCCATTGC 
TATATGTTTC 
TCCATGTTAA 
TACGAGCATT 
ATNCCGTGGN 
TCTTNGTTTG 
NNGCCNNTGN 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



35 



40 



45 



1284RP 

GATCGATCTG 

TACCATCCAT 

CCATTGAGCC 

GCGCTGCGGC 

ACATGCTTAG 

CTGCCTTTGC 

ATGGCGATAG 

CCTTCAACTC 

ATTCAACCAC 

TATCCATTGT 

ATCAATTAGA 

ATATCAGCAC 

TCTCANTTCT 

TTNNNGTCAA 



GTCAGGTCTA 
TTCAGTTAAC 
ACCTCTAGCC 
TCTAGCTTTA 
CAACTCTGGA 
CAACAACGTC 
ACCAAACTTA 
CCGCTTTATG 
GGTTTCACGT 
AACTCCTAAG 
CTCATCTTCT 
CCACATACCA 
TGNTGTGGAT 
TTTACCAACT 



TTTGTGGCAC 
AATTGGTTAA 
TTTGCAATGG 
TCAAAAATAT 
CCCTTCACAG 
TTACCAGTAC 
ATGTATTGGT 
TCATCCAACC 
AGCGCGGATG 
GAATCCAAGC 
CTCTAATCTG 
TGGTTTCAGC 
GTTTAAATTC 
TTTAGNCGGN 



CGATGACAAA 

CGACTCTATC 

AATCTAGTTC 

CACGAATGTT 

AAATGAAATT 

CTGGAGGACC 

CAGGATGCAA 

CACCAACATC 

GATTGGAGTT 

ACTTCAGCGT 

TTGCATTGCA 

AGCTAGCACT 

CCACCCTCCA 

TNNATGG 



AACATTTTTC 
AGAGGCGCCA 
ATCCAAAAAG 
GGACTCAGAC 
AGCAGATACT 
GTAAAACAAC 
GACGGGATAC 
GTCCCAAGTA 
CCCAAGTGCG 
CGATTTCATC 
GCCTCTGAAC 
TCCAATCACG 
GTGCTCTGGA 



TTTGCATTCA 

CCAGCATCAC 

ACAACGGTTG 

TCACCATACC 

TCAGTTGCGA 

ACACCTTTCG 

TCAACGGTTT 

ACGTTAACCG 

AATCTAAAGT 

CCTCGTCCCA 

ACAAAGAGGC 

TCATCAGCCA 

NACCANTTTA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



50 



55 



1284UP 

GATCAAGCTG 
CGCTCCCAAC 
GAGCCTCGCG 
GGCCTTCGCC 
CACCCGGCGG 
TGTGAGCTGC 
GGCGCTGGAG 



ATATGTATTC 
CACGACCGTA 
CCAGGAAGCA 
TTCATCCTAT 
AACACTGAGA 
GCGCTCATGA 
ACAGGCGCGC 



TCGGGCTACT 
CTGGCTTCCG 
CGGGCCGTTT 
CACCAGAACT 
AGGCATCGAG 
TCGGCGTCAT 
CAGGCGCTGC 



GGTCGTATCC 
CTACTGGAAG 
CTTGGACGTG 
TATAGGCATT 
ACGTTTCATA 
CTTATCAAGA 
CTCTTCTCCG 



GTGGTAATCT 
AACCCGGGGC 
TGGCGCGCCG 
GCATGCGTCG 
TACCGTATTA 
ACTGATCCGA 
TTCGTGCAGG 



TCTTCGGCGG 
CCTTTGCGAT 
TGATCAAGTC 
AG GCGCAGGA 
TCTTTTTCTA 
AACTCATAGA 
GGATTGCCAA 



60 
120 
180 
240 
300 
360 
420 
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CGCAGGGATT CCCGTGCTCG ACCACGTCAT CAACGTCGCG ATCTTGTCTT CTGCGTGGTC 480 

GGCAGGCAAC TCCTTCATGT ATGCATCCAC GCGCATGGTG CTAGCGCTTG CGCX3CGAGGG 540 

AAATGCGCCA AAGTTCCTCA CCAAGATCAA CAGATATGTG TGCCCTACAA CGCGGTCATC 600 

GTCTGCACGC TCGTCGCCTG TCTTGCCTAC CTGAACGTCA AGACGACTCC GCAATGTGTT 660 

S CCAGTGGCTG TCGAACATAT GCACCATCTC CGCTTCATCC GCTTGTTCGC CATGGCTCCC 720 

TTATATCCGT TCCCNGGCGT TCTTTTCACA CTCCNAN CCN TNCCCTNCCA GTTCCCTGCA 780 
CCNTTTCNCC ACTATTCCNT TNTAATGTNT CTTTTTNGAC AATGTTCCCT C 



10 
15 
20 
25 
30 
35 
40 
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1285RP 



10 



15 



SI = ssss EiE Si 

:*oi«i^m iiwv-TrnTr CAAATCATGC CGCTGGTCCA ACAGTTTAAT AATGTCTCTG 

MS SSSS35 SSS5S SSSS 

^ss ssssa SSE5S5S ssas 

ggSSggi S£ SsSSSSSn obcnncmgg ccctcctoct. c 



30 



45 



50 



55 



1286UP 



60 
120 
180 
240 
300 
360 



SSSSSS SSSESSS SSSSS 

rr^ACCTCTG CAGGGCCGCA CCGTCCTGGT TGATAACGCT GGCCGCTTCC ACATCCGTCC 
ES^SSS^vi ^I^CTAT TCCGGACGCG GAGCGCGGAC TCACTTCCGA GCTGGGACGC 

g^SKcl tSSgto? ecaraoSS tcggctgtac gatggcgacg taggctcgct 

^isissss hi 

^CAATAGGG TCAAACCGCG g^GGNAA JT^TT^ jjq^qqqq^qq GTTTOWGTGN 

SScScmSx XSSSccc SStg ggtnccnggc cggngggttt rrrrrrrccc 

CCCCCNNGGG ACCNTTNGGG NACNATT 



720 
780 



1286RP 

CCcStcANG GTTACCATCG CCCATGTCCC TTCCCCANCC TGAGNTCNAC CCCATTOTCC 780 



60 
120 



r^rirroTRT AGTCCACCGG CGTCAGTCCC TCGCAGAACG CCCCGCCGTG 

^m^tapagc ACCACCGGGT CGTCTGGGTG CCGCTTGTCG GGCCGCGACA CATACACCGC 
^CGTACAGC ACCACCGGGT ™TCTW-to«. CGGCCCCCCG AGCTCGAACA GGTCGCTATC 180 

tScGTCTCCT CCAGCACCTC GCCGCCGCGC TCGAACGACC GCCGCGCGTG 240 
CTG^CAACG TACGTCTCCT ^^^^ CCGC AGCGCG GCCGCCGCCG CCGGGTCCGC 300 
^CACGGC ACGCACGTCC CGACCGACGC ^^^^ CGCCGCCCCO CGCGCCGCAC 
CACCGAGTAT aISSSSS cS^Sc^C CGGCACGCCC AACCCATAGA ACTTCAGCAG 



360 
420 
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AAACGCGAGT ACGCTCCACG TTTTGTTTGG AGATCCCATG ATGCCGGCCC GAGGGACGTC 480 

GACGCCCGCC ACCTGACGGG GCGGCTACTT ATACACCACA AGATTCTATA GAAAAGGAAT 540 

GCGACCAACG ACGAACGGTG TATCGTTTGG GAAAAAAAGG AGTCCCCCAA CTAAAGCTTG 600 

CTTGCTGGCT ACGAGTTTGT GTTTCAGGTT TCTTCATAGC ATCCCAGTTG TTTTGTTTGT 660 

TTGGCAAATC GCATATGAAC CATAAAANAT CAAANNTTGT ACAATTGCTG CCGACCGTTG 720 

CCCCATCCNC CGGCGAAANA TCCAGAAATC GAGANAATTT CAGACGCCGG GTTTGCCAAA 7 80 
NTCCCGAAAC CCCAAANTCC CAACATTCCT GNCACATTTG ATTCTGNNNC NNNCA 



10 
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20 
25 
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1287RP 

GATCCCACTG GTATTAGGTG 
TAATAATCTT TCATCAGTGT 
TACTTCGTCG TTGAATAACG 
AGCTACTGGA TCCTTGTATG 
TCGACTACCC AATAATTCCA 
GATATTCTTG AACTTGCCCA 
ATCCGCAGAG TGCACTGCTA 
ATCATTGCGT TTTAAGACAA 
GCAGCGCGAT TAATA TCTTC 
CGANCCCCTT TAAGGTTTTC 
TCCNAANNCA AATAATTNAT 
GTNNAAAGAG TGGCCCCAAA 
CCCNCCCNAC CNC GNNTT TA 
AGNGTGNNCC CNATTTTNA 



TCTGAACACG GCCAAATAAA 
TGACAATAAC CCTTGACTCA 
TGTCATCTAA TAAGTTCTTC 
CTAACAACGC ATCTAGGGCC 
TCAACCTTTG GCGGACATCT 
ATAATTTCAA AATTAGATTC 
ACTCACCCAG ATGGTCTTCA 
AAGGTACAAT GAATCTGCTA 
AATGCTTGTT TCTAATCATA 
CAACCAAGGA TTTTTCGAAA 
CCTAAAAAAT TTNTGCCCNA 
TTCNAAATNA GNGNTTTTTN 
ANAATTTTTG GGAANCCCAT 



ATACGCAAAA TGAAGGGCAT 
TTCTGAGCAA ATAACTTTGT 
AGATTGTCCC TATATTTCAC 
AGTTTCTGCA CTTCCAGCGT 
TCGGATTTGT AAATAGCTTT 
CTATCCGTCT CAGACCATGT 
TCTTGGTTGG CATCGAATTG 
TTTTGCTCCC GCGAGCTGTN 
CCGGATATCC GAGTGAACCG 
NCAACATNCN TTTNGAACNT 
NTCCAAAAAN TCCCCNAGGG 
GGGNTTTNCC NAAAAAAAAT 
TCCCCCCCCA AGGGGAAAAA 



1287UP 

GATCAGGTGG TGTTGGCCGA TACCGTGACG 
GATTTCCTCG ACACAACGTC CTCCTCGAAG 
AGGCACGTAC AGGGCGCGAA CACGGTCACA 
AGAAGATACG CCCCTGACGA CGACCTGGAG 
GAACTCAGTG ACATGCAGAA CTCCAAATCT 
ATCAGTGCCA ATGTGCTTGC AGAGTCGCAA 
GAGCGTGAAG AGGATCTTGA TTGGAATCTG 
TCAAGCGATT TTGAACACGA TAACAGCATA 
GGACCTTCAG GAAACTGTGG ATTTGGGATT 
GGCTACAGCC GGCGAGCAGA TGCTGGCAGT 
GTCTTCCTGG AACACTGTNC ACANCCAAAA 
TTCACCCCCA CCGGATTACT GAAAGGTGNT 
ACCCATCCCN NCCCCATTCN NCCCNAAAAC 
TTTTGCNTGA CATCCTGCTC NTTTCCAACG 



GAAATGGATG TCCTGGCCAT GCCCGAGATA 
GGCCTGATGC GGCGAGAGCG CTCAATGGAG 
GACCCATGGG ACATGTCTTT GGAAGTGGGG 
CAACAGACGT CGCTACTGGA CCTCAACTTT 
TGGGGTGAAG GGACGCACAA TTCCGAAGAG 
CGCCAGGAGC TGCCCGGGAA CGAGGGCATT 
GGATTCACGG AACCAGCAAT TGTAGTCCCT 
GAAGTGGGCC GGAGAGCAGT CCCCGAATGC 
CGACTTGGAT ATTGCCAGGG TTGACATTGA 
TTGCATCTGA GCTTTCCGGA AGTATAGTAC 
CAAGAAAGGC ACCTGGTTAT CAATTCTACA 
CNAAAACCCC CCCNACANTG CTCCNTGANT 
GGNTNTCGAC CCTTTNAAAT GATCCTNCAA 
AGNCCCA 



1289RP 

GATCGGGATT GACCGTAATA TTTCAGCTTT 
TTGAATCTCG CTGACTCTGT TGTGAGTAAT 
AAGCCCTGGG AATAGGACTT CAACTTCAGA 
GCCTACCAAC ATTGACTTAA CATGAAAATT 
GACTAAGTCC TTCACGTGGT CGCCAATGCA 
AAGATGTCAA CCTTCCAAAA ATATTCCTCA 
GTGTGAGACA GAATCTTGAG AGGTGCTGCG 
TAGGGCTTAT ATACTGATTT AAGTGGTGGT 
ATATCACAGT CGGTATACTC TTACACACTA 
TACACCAGGA CACCTCGCTA TGAAAATAGC 
ATCGCCAACA TTAGAACACA CTACTGACAC 
ACTACTGCAN TACTGTCATG CTTATCTGAC 
TTGATCNGCA AAATCATNTC GNTGACCNCA 
ACCTTTG 



TTGATGTGAA TTGCCAAGAG GACCAGCGAT 
TAGTACAAGA ACCTGTGGCC TGTCACAATT 
AGCCCACGAT CGTCAAGCGA TGATACAAGT 
GATAGCATTT TTATAACAAT GGAAGCAAAG 
GCCTGTTAGC AGGTTTCGGC ATATTCCTGG 
GAGCATTAAT TATCATTACA CAAGCCCTTG 
ATAAAACTCA AAATCGCAGT GCTTGGATTA 
GGTTATCTAT TCAGGGTTGT ATAAATTAAA 
ATTATAATCA CGTGATATTT GACTATTTAT 
AACAGGCTGA TGGTATTAAC ATCTGAAGAT 
AACGGCCAGC CATTCGAGAC TATGGCTCGT 
NCCTGACCNC TGATTGTTGC GGAAATCCNT 
ANTTCTACTN TATTAACCCC CCCACCGCCA 



1289UP 

GATCCCAGGC TGCCCCAGGA TGACGGAAAG 
CTTTCCGTAC TGAAGATTAA ATCGATGATC 
CATATATCCA TTCAAGTCAT ATTAACTCAA 
CCCAAGAAGA AGAACCTTTA CGTGTCTAGC 
CACCAGGGGA AACTTGCAAC AGAACAACTC 
CTCCAATACC CCTGCAGTTG GGGGGCGCAC 
AGCGCCGCAA GGCGCGGGCT CCGGTCTAAG 



TTGCATGTTC TTTTCGGCGC TACAGGCTCG 
AAAAAACTCG AAGAGATTTA TGGTTGGGAC 
GCCGCTGCGC AATTCTTTGC TAATAAAAAC 
GAAACAAACT CATTCTCAAA CTCCGTGGCT 
AGACGCATCC TACACTGCGG TAAATAGCGT 
ACCAACGCCA GCAGATCTTC TCCAGGGCGC 
CCAGGGCGCA GCTGCGGCGA AGATTGAGCT 



224 
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CCCTCCACAC 
AGATCCGTAC 
CGCGAATACA 
NNTGNAACCA 
TACCCCCCNA 
GGTNCCCCGG 
NCCCNGGG 



ATACAAGTCT 
TGCATATTGA 
CTTCCAAATT 
NTTTTCCAAT 
AAAAKAANAA 
GAAAACGAAC 



GGACGGATCA 
ATTACGCAGG 
GCCCTGGGCC 
TCTNCNCCCA 
KAAAAACCCC 
TGGGGGGAGA 



AGACGAGTGG 
TGGGCGATAT 
TTGTTAAAAC 
NCCGNGTTTN 
GTTNTCNGTG 
GAGAGGNANN 



GACGTGTGGA 
CCTTGTCGTC 
CCGCGAACAT 
GNGNTNTTNA 
TTTCACCNCC 
AAATTNCNAN 



AGCAAAGAAC 
GCGCCACTTA 
GTTCNTCGGG 
ACCCCCCCCC 
CANA AAANAG 
AATCCTTTTA 



480 
540 
600 
660 
720 
780 



10 



1291UP 



15 



20 



GATCGTGCAC 
ACCCCAGGCC 
GGCGGAGCTG 
CAAGTACACC 
GCTAATGGTG 
CCAGCTGCGG 
CATGGCAGCG 
ATTGGGGGTT 
CTGGCTGTGG 
TTGGCNCCAN 
CTTTACCGAA 
CTTTGANAAA 
TNTCCNTTCC 
NAACCACCCC 



GGCAAGACGT 
GTGGCAGTGA 
GAGGTGACGG 
GTGGAGGGTG 
CGCAACATGC 
GCAGGCGCGG 
CAGATGGCTA 
CTGCCGGGCG 
TAGCCGAGAT 
AANANGCGCT 
CCCACTGTTC 
AAC NANAC TG 
AATNTTTGAA 
CCCCCAGACC 



CGGAGCTGCG 
CACGGTACCA 
CGCGCACGGA 
TGCAGTTCCA 
TAGCGCTGGA 

TGCCGGGAAC 
TGGTGGACTT 
AAAAGTGCGT 
TNCNTNTTGC 
TAAAGGGACC 
CCCAAANACC 
GCCCGNTTNC 
NTTTTTTTTW 



TCACGACGGG 
CTCGCTGGCT 
GACAGGCGTG 
CCCGGAGTCG 
AGGCGGTACG 
GAGCGAGATA 
TGGTATGGCG 
CCATGAGCGG 
CTCCGTCGCG 
CGAAGGCGGA 
CGCNAGANCN 
GCCGC G TTTC 
GGCCHACAAT 
CCC 



CGCGGGCTCT 
GGACTGGCGT 
GTTATGGGCG 
ATTCTGACGG 
TGGGCTGAGA 
TACGCTCAAC 
GACCTGGAGG 
CTGGCGCGGG 
TGGCAATATT 
ATTTTCCGCC 
NAATTATTNC 
CTNCTTTANG 
TTCCCTTATT 



TCCAGGGGGT 
CAACGTTGCC 
TX5CGGCACCG 
ACCACGGGCA 
ACGACAAGCT 
GACA GGAGG A 
CGAGCTTTCG 
ACGCCCGCGG 
AGCGAGGCGC 
ATCTCCGGTG 
CCGACCCNCC 
ANATCTTTAT 
TTNAAATTTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



25 



1292RP 



30 



35 



GATCCGTGTA 
TTATAAAAAA 
ATCAACTAAT 
TTATCTATTA 
ATATTTAATT 
TTATTCCCTA 
TAACATATGT 
CATTATTCAT 
ATTTTAAATA 
GGTTTAATTA 
TAAATTAATT 



TTTTTTATTT 
TAATTAGTGC 
TGTTATATAT 
GTCTGGGCTG 
TTAGATTAAT 
AATAATATTA 
TTCGTAGAAA 
CAGATAATAT 
TAATAAATAT 
ATATTAACTA 
TTAAAACCAN 



ACATTATTTA 
ATTGTTACAT 
TTATTAAATA 
TTTCCCTTTT 
AATATATTCT 
ATAACTATAC 
ACCAGCTATT 
TGC TACA TTA 
ATATTTTAAT 
AATTTAATTT 
TTTTATTTTN 



ATTAAAAATA 
GTTCATTAAA 
TTAATTTCAC 
GATTATTAAC 
GAGATTTAAT 
CATATATATC 
TGCAAATCAG 
ACCTGTTCAA 
CATTTGATAA 
ATTTTAATTA 
AAATTTTGNC 



ATGATTTAAA 
GAATGATTAT 
TTAATTAAGA 
CTTATCGCTA 
ATTTTTAATA 
TAATATTTAA 
ATTTGACTTT 
TCGTTTTTAT 
T AGTA AGATC 
ATTTTACATN 
AAATTAATAC 



TAAATATTTT 
TATCAAAACC 
ATTAGGAACT 
ATAATCTGAA 
AAATAAATAA 
ATAATCATAC 
CTCTA CTTAC 
ATTTTATTAT 
ATCTGCTTTC 
GTTAAANATT 
TGGGGGNCCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



40 



CTTTCCAAGG OGCCTNNNTN KATTTTTTOA AAAAAATAAA AAAGGGCNNN ANAAACCTTT 
TAAAANTTCC CCNGGGCCCC NKAANANTNA AANATTTNAC CCNAAAGGTC CCN 



720 



45 



50 



55 
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1292UP 

ilils SSSSKE sssss sssss 

GTNTTTTTTT TTNTTCNN 



75 



30 



35 



40 



45 



SO 



55 



1293RP 



1293UP 



1294RP 



60 
120 



^„ o^pmrpmmr f^PPTCGGCAT AAGCGCGCTT GGTCTCTGCC CACTGTTCTC 

- SSSS^ jjj 

™i sisl iHH ssss ssszs 

-■iuhumi i 

^^liSiSS ^)^i?fiAr TNMAAACCCA CTTCACTGTT CTAGTCNTCA CCCNTCMAAN 
C C SS SSS^ TG^TGT CATCCCN^r CCGCNAAAGA 

ATTAACACCC GTGGCCCCAA CNCCCTGAAN GATTTTGCCC NG 



600 
660 
720 



60 
120 



ACACAGTCCA TCAGCATCAG CACCACCCCC AAAAATGAAG JCTA^ACA JCCTATCCCT ^ 

GCTAGTTTAA ATGTTTTCTA TGCGTATTAT A ^~*ii^± ^TTACCCGGT NGAAANAATG 660 
GCTGCrGTOT TAAGGCCNAA CTTTATTCCT AANANGGTGG ^ACCCGGT 

£aSS££ GGTTTAATAC ESSES S^CGGCA ATGNAC TGGA TTAATTTCAA 
AAACCTCCAA NTACCCCCAA NTGGN 



720 
780 



60 
120 



SSSSS? £SS£S? ?£SS££ is^s ss|3§ HE 

Ss sssss «™ 

ibss ssss? sssssg III 
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GTCCATATGT GTCACCTGGC CGTTCCGTGC CGTCGCTGTC ACGTCTCTTA GCTGGCAGTC 540 

ATGTTGTCCT CGCTGCCCAC CAACTTGCCC CGATAGTTTC GCOGGTCGTT ACTCCAGCAN 600 

ACCGTGTNGC TTNGGCTTCC TTCACACTTA CAGGAATCCG GAANTGCCAG ATCNTACTTT 660 

TTGGTTTGGC CGTTTCCNTT CCTGACANAA ANTGGTTTAT ATTTTGCCGG AAAAGNTTTA 720 
ATTTTACATT TTCNAAACAA CATANGTTGC KTTTTTACNN AACC 
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1294UP 



10 



is 



GATCTGGAAC TCCAAGTTCC TGATCTCCTG CTTACGCTTC TCTCGCTGCT CATGAATCGA 
SSSSStC CACCGAATGA ACGACCGCTT GTCCACATTA GGATGTACCT CGATOTCCGA 

g?Stccgag atttctatct tgtcccactt tgagtaatcg attgccattg ^ctaccttg 
rjwactac tgttgtcctt agatcttctg gatccaccaa taactgatat 

TTTCGTTCTG ^TTCACTAC TGTTGrcCT'l CACATAAGGA AGGACCAAGG 

CA ^S rrlcS^G SStctct ^TCACTCT CAACGATAGA AGTCTGGTCT 
CAACGCCTGC CCAGTTCTAG CAACTTCTUU TCGTTGACGG TCAAGGTGAC 

^S^SS ^?2SS SSSSSro GTGCTGCTGC tggctcatct GCTGTGTGCC 

SSS^S^ TGACCGAGCA TCAGTTCTCG GGCGCGGGCC TGGCCGTTGT TGGAGTTATG 540 
GTGCTGCTGC TGACCGAGCA TCAGT^i^ CGTAGGCGTT CGGCCGCNAT GTCGCTAACG 600 
^CGCGAATG AGGAGCGGAT ^CGGAATACT ^ cngtqcacNC CGAACCGTCC 660 

AAC ZSTSS^T ^^rATTA CAQITCGGGA AAAAGGGGGG GGTTCCTCCT AAGTCNAAAA 
SSSS A^£2^ CTTCTTTOCT NGGGTTTGCC 

CCNGCGGCCC CCNGGGGNGA 



40 



45 



SO 



1295RP 



1296RP 



60 
120 
180 
240 
300 
360 
420 
480 



720 
780 



mPMATTfi(3G ACGAGGTGCT TAAGTCATCC TGATCCTGCA CAATCACGTC 60 
GATCTTTCCT ^AAATTGGG ACGAGGT^r j^^^ CTGCCOGGCC AGGTGACTAG 120 

r^S^ tcSSS^ SSSS tS^SSS CAiXcCAGAG GAAAGTCCCG 180 

TCGTGCAACC OTTTGAACTG CTTGTATGTC TCCGTGTCGG ACTTCACCGC 
CG £C£<^TCX: ^GTCC^e CCACCACCCA TGCCGAGGGG ATCTGCACTG CACGCTGTAG 
^S^^a ^SaSSS? 5SSStcga GTTGTOCAGA ATTTGCTGGA GGTGGTCTCC 
SIT^^S raSSScG ACACGTCCCA GCACGATGGC AGTGACGCCC CAGTCACCTC 
A^GCACTCC GCGCTGTCTG AGCAGAAAAG CAGGCCAGCA ACGCCAGCGC 
25 SSSSSS^ GATATCGGTT GCCCCAAAGG CCAAGCTGCA AACATCATTC TGGTGGTCAG 

SSSSiS tc?S§£5 ^GTGGGGA CCATGCGCCA GATGGCGCCC waa^taag 
CGACTGCTT-1 J;^^^ TTCTGCCAAC TCCCGAACAT TCTAAATGGC CAGCTGCTGC 

Sggggm cS^^g S£2S£a£ aIS^ata ccataatccc cntcctaaat 
JKS^t accacgcccc aaagcgctcc ccgnagcncn cccgagcccc cactttcncc 
nnaagnancc gntgng 



240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



1295UP 

60 
120 

35 AACTGTGGCG XZZTZlrltt a~a^£a~GGC CTGCGAGGAT 180 

240 
300 
360 



r ATCAACTTC AGTTCTGCGC GTTTGTCGCA TGGAGGCCCG CCAACGGCAG ATA^CTTCTC 
^V^^Kr^ GTACCCTGCA CGGGCTCCAC GACCGCTGTG CAGTGGAAAC GCTCGTAATT 

A^CtScAA AGACCACACG AATGCGAGGC CTGCGAGGAT 
G ITSTI*?A? iSrGTrrrGT ACCTACCGAT TGCCATGGTT GAAGCAAGGA TTCCACTGCC 
^A^TC AATTATTGAG TGCTAGCAAG CTGATGTTGA TTGTGTGATA TCAACGGTAA 
tcmtcgSS Sacc?tt TCAAGAAACG CAAAAGAAAT GCGTGCGTAG gtcgagcaS5 420 
ZZfZTZrcrt ATATTACTCA TAACAGTTAT CTATCTAAGA AGCGGCACTA TCGATATACT 420 
TGACAASS^ TATACACATA TATATCGGAG GTTTATAATC GCAAGTTAGC TATAATTGCC 480 
S?aStcga AGATTGTCTA CGAAACTACT CTGTCACCAA CACATCAGCG 540 
^TCGAGGTGT j£™=*£^ TTATGACAGG CAATTGCATA AAAGTATTCA AAGAGGGTTA 600 
a^Sct^I SSSS^ OTTCA^GAN TATTCCCTGA CACCCCATAC CGAATCGCCC 660 
^.^rrAATT GTTCACATGT TCANAGATTC TCCGGGACTT CATATGNACC ATGTTGCCGC 
Ic^^Sl CATTATGTNA ATGCTTGTNT TCCTGACTCC CCCGCTTGTC CCAAATGCCA 
TCCCAGGGTG ANAGGTGCTC GTGATCTC 



720 
780 



riTr , riTTrT GCGTTTGGAG GTCACGCCAC GGACGTGGAC ATGTACGTGA TGAGCTTCGA 60 

pSS ?tcattcgtc CGGCACGCAA GAAGCTTGAG TTCCCGACGT CTCCGCGGGA 120 

CGG ££^£o ^rirnrCT ATTACAGCGG ATACAAATTC GAGCGCATGG CGCTCCTGGA 180 

^GTTGGGCG ^CTTGCGT ^JCAGCGG ^^AAATTC ^^^ClAAC aogtcqtccG 240 

CCGTCCGGTG gOgg^ AACCGOCGTC GGGOAGCACA AGCTGGTGCT 300 
CAACGGTCCG CAATACAGGA CCGCGAGCCT ACGGGCGACA ACCTGAAGCA 
CGGAGCTGAG ATCGACGGCA ^TTViACyi ^^.£±£ ~* aAGAA * r » m m tjjijrrc 



300 
360 



55 



gSSSSE C^5a^ O^ZZkk c£S£X5ii6 S^GAGWUC WTTCTCTTC 420 



228 
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TTGGCTGCAA TGCTTTCTGG TGGGCATAAA CAGGGTTATT ATTGGATTCC GGGATGAGAA 480 

ATTCCTCCTG AAGAGCGTCG AGGAGTTCAG TACGTCAGAG ATCCCACACC TGTTTAAAGG 540 

GCACGGAATA TTCCATGTAT GTTGTGGACG CCATAGATTG TATGGTQCTC CTTACAAATT 600 

GCTATNTGAC TCCCCCGGGC CCTGAAAANA NTTCAACTGT TACAGTCTCC TGCNNCATGG 660 

TGCTTACTTT TGCCCCACTG CCCAACAAAA ACCCCCAATG GGANAAATTN TCCCTNGTTG 720 
GTCCCCAATT GGNGNGNCCC CCANATANAA AATTCCGNAT TATTCCCTTG TTTCCTTAN 



1296UP 



GATCGTACGG TTOGCTGCTG CGGTTTACCG ATATGGATCG GTTGTTTGCA GTTGGCGAGA 60 

GCACGGTGOT CGGTGTCTCT GGCGACGTCT CGGACATGCA ATACCTACAG CGCCTGCTCC 120 

AGGACATGGA GATCGAGAAC AACTACGACA ACAGCCACGC AGACGGCGCG GAAGCGCTCA 180 

AGCCGAGCTA TATTTTTGAG TACCTTGCCT CGCTCATGTA CCAGCGCCGC TCAAAGCTGA 240 

ACCCGCTCTG GAACGCCATC ATCGTCGCCG GCGTCGAGGA CGGCCAGGCC TTCCTGCGTT 300 

ATGTGGACCT CAAGGGCGTC AAGTACTCCG CCCCAAGCTT GGCTACTGGC TTTGGCGCCC 360 

ATATGGCCAT TCCTCTCATG CGTAAAGTCG CAGATGCCGA AAAAGACTCG CCGGCGTCGA 420 

CCTCTCAATT GCGCGAGCGA CTATCCTGGA GTCCATGAAG GTGTTATTCT ACCGCGATGC 480 

GCGTAGTTCC CGTCGCTTCT CGCTTGCCAT CATCGACAAT GATGCCGGTG TTCAGCATGG 540 

AGCAACTGGA AGTGGAAAAC ATGACCTGGG GTTTCGCCCA AGGATATTCC GGGCTATGGC 600 

NCCCAAATNT TTTGAATTAC CNGGGCCGCA ACGCCGCACC CTGTTTACTA TCTTGTTCGC 660 

GGNTGTCNCC CAACCGCTNG GNTATCCCAT ACNTTCAAAA NGCNTAATCA TCTGCCCTGA 720 

ACCCCNCTGT TTTNGTNGAN ACCTTCNCCC CTTTTCCNGA TTTCCCGGAT TGNCAAAAAC 780 
CCTTTGAAAA AACATTNCCC NTTGGNAAAT CGATG 



1297RP 

25 

GATCTCCTCG ACGCTGGTGA CCTTGCCGGC CTTCACAAGA CGGCCCAACT TGGTCACTGG 60 

CACCCAGCCC TTCTCCTCGA CCTCTCTTCT GCCCTTGCGG CCCTCACGGC CCTTGTTTCT 120 

GGCGCCGAAG CCGCCTCTTC TTTGTTCTGG AGCTGACATC TTGCTATCGT CGGAATGGAA 180 

CACGGAAAGC TGGGGGAGTA ACTTTCGATC GACGCTGCTG ATGTAGTTAC GATACAGCTC 240 

CGGCCGCGCG CTTGCGTGCT GAAAACCTGC CCACGGTCTG CGTCACCAGA AAGGAGGTCT 300 

30 GGGTGCTACC GCTGTTTCCG GCCTCACGAC GTGTCTGGGT TTCACACTGA AACCCACACA 360 

TCAGACAAAC GCAGTCCCGG ACGGCTCGAA AGCAAAACCC GCGTGAAGGA GCAACGCGGA 420 

AGCTGCGGCG TCCGTGCCGA ATCTCGTCAA AAACAGGGGT CACAAAGGGA TTGGCGCTGG 480 

CGCCAGG ACT GCTACGGGGG CATTGGCCCC GGCGGCAGCC CCGAGCAATG GAGCAACCCC 540 

CTTCGCGAGG TACGGCTCAC ACTGCGGTAT AAAGGCGGGC AGAGCGGTGG AAGCAGACAG 600 

TGACACACAG GAGAGGACAG ATGTCGGACN NCAAAATGAC AATCCTATCA ANAGGNGCGT 660 

35 CGGGGCCAAA CTATCAANAG NTTCGAAGTT CCAAACTNGC CAGATCAAAA GGCCCCAAAG 720 
GGAAAAAACT TCCCCCCCAC GACCCTTTGN CATTTTTAAC CGCCNG 



12 97 UP 



GATCCAAAAA CAATGAACTG TTTACAATGT GGAAGCCGTG ACACAAGTGA ATGGCGCTCA 60 

GGACCGCTAG GAAGGAAGTC TATGTGCAAT GCATGCGGTA TCTGGTACAT GAAATTAAAG 120 

CAGCGGTTTG GGGAGGAGGA TGCTGCGGTG ATTATGGAAT ACCGGAGATT AACTAATAGG 180 

CACGATGATC GCAGGGTGCC CAAGAAATTT GAGGTCCCAT TGCCTGAGGT CGAAAAAGTG 240 

AAGAGAGCCA TAAGAGCTCG TGTTGTGGAG TATTTGAATG ATGTTGAAAT CCCGGTTAAA 300 

ACGAGGAGGC GGGCGTTATT ACATAAAGGC AAGCCGGGCA GTGCGTTAAA AACAGAGATG 360 

45 AAAACCCCTG CCGCATGAAG CACTGGAAGG ATGAAACCAG TTTGTCAGCC GGAAGGACAA 420 

TACCGGCGGG TAGGAAGGTA GAGACTATGC TGTGGCATGT AAGGAACGTA CTTTTATTTA 480 

TCTAACATAA CTAGGGTTCT TTTGACCTGN TACCTTTGTA TTATCCTTTG AANAACTGAA 540 

CCCCCNCCTT TTAAAAANTT TTCNNNTTGN AAATAAATCC CCTTTAAAGA ACXTCCCCCCN 600 

NAANCAAACC CTTNTNCCCT TNGCCCAAAC CCACCCAGAA ATTTTCCCNC CNTTNCCGAN 660 

ACANCNGTTN CGAGATTCCC CCNTTTNCGC CNAAAAAANC TCCCCCCGAN TNTNTNCCAN 720 

SO AGNGCCCTTT TNCNCTCCCC NCCKANAATC CCCAAATTAG AAGGGGTNTT CNCCCNNGCT 780 
CCCCGAGATC CAAAA 



55 



BNSDOCID: <EP 08661 29A2_I_> 
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1299RP 



10 



1S 



20 



2S 



30 



40 



46 



1299UP 



60 
120 
180 
240 
300 



- .mprirtro' T^/sr&fSCCCA CATATTGCGC TTGAACGCCA TTAAACGGCG 
GATCTCCCAC ATTGAGACGG TAGCA^CCCA CAACTCAACG TCATACTGGA 

CCATTGCTCC CATA^CTT TCAGATTT^ CGTTCTTTTT GTCCTCGTAT 

GTTTAAATCG AGTCGGTGCT GTTGATAT^ ^^.^^ TATATCCATA TTGGCCACCC 
CGCTTGAATA GCCGCCCAGG ^CGTGUe^ GAGCCGAAAC CATGCAGCTC 300 

AGCTTGTCAC ACATAGAGGC ^AGTGCCA GTAATGCCTC GCGAGTGCGG 360 

CCCGCGGAGG AGGCGCCCCG CAGCGTCGCG TTCCATAGAC GGTGCGCACA 420 

CGCACGCTCA GCACGCAGTT CCTCCCTGTC ACGGTATGTC ^ actattt 480 

CCCAGATACT AACACAGCAC AGACGCTCTA TCAGCTOATT gc^^ tcqccATAGC 540 
CACGTTTCTG GCGAATGTGC TAGT^CAU^. ^ii^, GCCCGCGCTG CCATTTGTGC 600 

AGTGGCGTTC T^TOTCGA StSSSS tSISSSSt SgCTGCCGC AACTACCACC 660 
SSSScSr SIaSaISa? SS TGCTCGTGAC GGGAGAGGGG GAGTCCTGTT 720 
ScCGATG GGCTCCCGGC GGTGGGCGGT TCC 



TTTTCGGCGT GATGGTGGGT GGTGGTATAG ACGATGTGAT CTCCGGCTGC 
ACGCTTTTGG TTTTCGGCGT g*^™^ CGCACGGA GA AGTCGTCTAA ATTTAACATT 
AATTGTAAGC CTTCTCCTCC ^^AX*^ AAGACACAGA CGATCATGCC ATTCTTACGC 
ACGTTCATGT AATCACAGGG »^TTTT^ AGGATGCTGA CGATGCAGCT 

TTTGCCCACA TGGACGCCCA AATGAATTTU cqc^c^? TTCACCTGTG 

GAAG S^S ^T^icCCTC TGTAGACATA ATCTTGTTAA GGACAAAGCT CCTGCTGTCG 
AATACTTGTT CTTGGCCCTC TTAAATGCCA ATTTGGAGAT ACCGAAGATT 

GTGTGTATCA ^T^TAA JWAAGCGCC TTAAATGCCA jggg^ ACAGGTAAAT 

MKGC ^^ rTGCTGTGTA CTTACCTGAT ATAAAAGTAT GCAGTATGCG GGGCGCTTCG 

ESS™ S HISS SSSSS ISSS eeo 

SSSgC^ gSSSSJ AGCTGCTTCT TTAGTTCTTG CTCATTACTG ACTTTCTTCG 720 
cStctac GCCATCCGCG TTGGTGCTGA C 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



GTATGGTGCC TGACGCTGCG CCGGCGGCGT CTTACGCTGA CCCGACTGCC 420 



1300UP 



60 
120 



°%2gs°£ SSSSS JiSSSS SSSSSS £££££ 

™I ssii ife sssss sss^ js^s as 

GTCGCTGGAG GAGAAGATGC ACGTCTCGTC grrwgi^. caggagATCC CCGACAAGCT 300 
so CGCGCGCGTC GAGCTCGCGT ACGAGGTCGC GCTCAAOAAC tGAAGAAGAT 

GCGCCTGGGC AACGACAACC ACCCTGCCAT GCACCTOCAC ^^sy^TC^. gccgcgaggC 
CGAG rcCAAG CAGCAGAGCA JGTCGCAGCA cgcctqcTCT CAAAGGCCCC 

GATGGCGGCC AAGAAAATGC ATOTGGACCC cCGCCAAGCG CCCGCGCAAA CTTTCCCCCC 

cgIcISS? SaScS SSc?S^ SSStaS IScccgccc ccnaaacaac 



360 
420 
480 
540 
600 



230 
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AATTTCGGGA AGGCCTCTTA CTGCTACTGC AACCATTCNC CCTACGGGAA AATGTCGGTT 660 
GCGAANGGGA AAAATGCCNC TCNATGGTCC CTCCCCTGGA TCACTCNAAA CCTTACCGAN 720 
GGGAAATOTT CTGCAANAAT GCAAAAAAAC CCTACATACA ©TCCGGTTAC TANNTCCCCC 780 
CCCNCCTNCN TGCCTTNCAA TGGGTTCCNC NT 

5 



10 



15 



20 



25 



30 



35 



40 



45 



SO 



231 
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1301RP 

GATCCGCGAG ATTCATCGTG GACCCGCCAC AGGCAATTAC TATAACAACA TCCTGCGGTG 60 

™TlIrt?Iec TAACTCACGC TCAAGTATTT CAGGATGATA TCCTAGATGA AGAGCTGCGC 120 

cIXJSSgG ?5JgOTTaH ATA^GCTCT CTTCCGCAAA ATrrAAACAT GTCTOTACTA 180 

?agtgIgCTO GTCAAGCACA ACAGATTTTG TCCTGTATTT TTGGGCGTAA CTCAGAGTAA 240 

^^^CAC GAAAGATGTG CATAAAGAAG TAGCAACGCT TTTAGGATTC ATCGAAACGT 300 

TC^JlSiS Sg^SaGA? SctGCAaXa CCTCGCACCC CTCTGTTTCC ACTGCTACAA 360 

rAGGGATAGA GTCTGCCAAA CCATGTTTCT CCAGCCCATA TACAATCCCA TTATATAACC 420 

££Sgccacc TACGCTGCAG ACGATACCTT TCACGCTCTC CAATTGCACG CCTTOGAGAT 480 

GCAGTGCTTC TACTACTTCA TCTACCATTG TTGCATGCCC TTCCCAGATG AGTGGTTGTC 540 

10 ^S^m?T GCATATATCG GAGCGACTTT TTCTAATTCA CATTCCCCAT CAACTCCGGA 600 

^SSSI ?S3£gCTCT CTTTCAATAC ACTTCCCATT GANATCACAT CNGCCCCCGT 660 

CCGTAA^XIA *^ir^_Xm rmrrcirCA* TTNTTTCNGN CCTACNCGGG CAGGTNTCCT 720 

SSSSSSS gSSSSS SS SSSSS ScCCKAAAC m^GKTGC 780 
GNGAAG 



*15 



30 



45 



SO 



1301UP 



60 
120 
180 
240 



GATCATCTGC GTGCGATACT GGCAAAAAAT GAGAGACAGC ATGATGAAAA TATACTTAAT 

S^aStcc atgatataag cacaggcggg tttcgtcgaa gaggaaaggg tgcacttgat 
20 ^toSaaatga gtgaaaatga agaccaagag ttacaacagt ttagacagaa aagacgagaa 
^Spt^AC aaaagatatt ggaaaatggt gatactagca agctcgtatc taaccccaag 

S^T^^T TTTTT^GAC GATGCTGGAC GATGTTACTG AAGCATCATT TGGAAATACA 300 

^aSSS SES aaaaacagat CCATCTGCTG CAGGTCGGAA AATTGTCATA 360 

SSSS TTGTAAAGGA AACCCTGTCA TTCTTGTCGA GCAAGACTGG CGACTCAGAA 420 

Itccctgcag AAACTAAATC TATTTCATCC AGCACAGTTG AACGTGAAGA AATTCAAGAC 480 

25 TOCATACATT GAAGCAAAAT AGTAACATTA ACATTTGAAA GGAGTCTAGA CTTCCTGCTC 540 

IX^^r^i £nr M5CAGTG AGATAGAGGT GATTACNGCT TTCTTTANAT ANATTCCNCN 600 

rcrS^ SSKSSS ACTACTTCAC AANANTTTTA AAGTTGGCCC CAGGGGGGOJ 660 
?^SS^GG I^aaanatn GCGTCCAAGC ccaatacttt TNTNGGAAAN ngtoctjggtc 

CCC^SSSi ^aSicTT NTCCNCCANN ACCCCCCCCC TTNTTTTCNG 



720 
780 



1302RP 

S53SSS5 S5SS SSSSS aS&SSS JS 

£S££a35 TTGTATAACG AAGTAAACTC AGACAAGTTT ACGGTACCAA 180 

AGCGCGTCGC GCCAAACAGG CTAATTAGCG CGTCCACCGA ACTCATGCAG AACTGCGAAT 240 

^tcItcATT CTGTAGCAGA TGCTGTAGCT CCTCTGCTGT GAGACGCTCC ATCTTCCGGA 300 

SSSaataat TTCTTTGCTG TTATAGCATC GGGGTCTTCA TTAGGAACGG 360 

SSgS SgCTtcStA TCG"rrCGGGT GAGGCTGCTG AGCTGGCTGC GGCCTTGCAG 420 

^AA?TATA GCTCTGTGCG CTCGGTGGTA TTGGCTTCCC GTGGCCCGGC AGGCCAGGCG 480 

40 £S£5£i£a* SS^Tggxg GATTTCCCTG AAGCTGCCCA ACGCCATGCG CAGGCAACTA 540 

™S££Sa£ aSSS?^ gStcTGC AAAACCTTTG GTCTGTACAG AACCCANCCC 600 

RTGGCCCATG GNTTTTTGCC CCAAATTAAN CCCTGGANAA NTGGGNAATT 660 
SS^CCATN TTTTCCNATT AAAAANGGNG GGGTNKAAGT GCNAGGGNGC CCATNTNGGG 

SaaSS? Scctttt tnttttncat aanggnccnc nttgannncc gccccnnnnc 

CCCAC 



720 
780 



55 



1302UP 

SgaS aSSa?^ SSSS ^SSSi SSSSKg JS 

^^t^ttc^? g^^ccSt??a catcccgctt gtttgaaatc agctgtgttt tggacgtaat 

sssi i*™* S5S3E SSSi^ ISSSSS IK 

SJSSS SgSS?S SSStctt gTtcgtgccg ctaocgotqt tcatgtcctg 



420 



232 
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GTCGAAGCCC TATGAAGTAT TGGCCAAAAA GCGGCCAACG CCAATTTGGT TTCTCCGAAG 480 

ATATTGATTC CTTTGCTCGT GCACATCGTG ATTTGTTCGT GTTTCAGCTT GTCCCGTGGC 540 

TCGCAGTCCA GCATATGAAG TGGTACCGGC AGCCAGTCGT CGCGACGACG AACATGTTGC 600 

TTCCCANGAN KACNCAACCC TTTCTTOGTC TCCACTTCCA TAAACCCTGG TCCCAATCNT 660 

5 GCTTCCGGTN GTCCNCCCCN NCCNCNAACC NAANTTCGAA AATTTTGGTT TATGGCANTT 720 

CCCCCTTCCC TGNCCCTCCC GGTGGANNAT TTCCCCCCCC CGAAACAACT TGGCNNCTTT 780 
CNCTCCCGAA GTTNCTCCAT NTC 



1303RP 



GATCAGGTCG CCTTTATGGC CATACTTGTT GGACTCATAG TATATCTCGG CGACTGCACT 60 

ATTACTGGAC TGCTTGTCAA GATCTTGCGC ACCCATCACG CCGACTATAC TACATGTCTC 120 

GTTGGGCTTT GCGTCGCTAA CCGGCAGAAA AGATACCTTT ATACTTTATA ATACCAGTGA 180 

GGCGGCCATA CCACGTAATC CATCTTTGTT GCCAAATAAT TACAATATTC CTTTTAGCTA 240 

15 CTGGAATTGG GCTTATCCTT ACAGTGTCAC ATCAATTTTC TATCGTAATT CGCTATCTCC 300 

GCTCGCAATC ACTGCACTGC AAACCATTAT CGTCCTGATA GATAAAGATT ATAGGGTAGC 360 

GATCAATAGT ACCGGTAAAG GCGTGACCAA TATTCTGCTG GGCGTCTTTA GATGGCCGAG 420 

ACGCTAGAAT GTCGGAGCAT GCTGGTTTAG CGATATGGGA AGCCTTCACT AGAACCCTGC 480 

CACTAGTAGA GCACAGAACG TTGAGACTTA CAGCTGTTCG AAGTATAAGT TGTAAATTTC 540 

CAAGGGTGGC AAGTAATATC AATTGATTCN AAATGACTTA CCCCTACGTT GAACTGCTTA 600 

20 CTTTAANTTG GGTCGGGCCC ATCAAGCCCT GACACTCTTG ACTTTCCCCC ATGAAAAAAC 660 

TCCCGGGTGG GTTCNANCCC CATTNCCCAA ATACANTCCA TANGTCCTGG CCCTTAACCA 720 
CTTGNTCCGG AGGATTTTTT TNCCAANAAG ANNNNACTTT TNAATTTNGC CAC 



1303UP 



GATCTAAGTC CTCTCCCCCA AGCGGTGACG CAAGTGGACT GTCTGTCGCT CGGTTAATAA 60 

AGTTATCGAG ATGGTCCACA AGCTCATCCA CCTCGGATAT ATGTCGCCTG TGAGTAGGCG 120 

CAGAGTCACG TGCGGTGTCG AACGTGACAT CAGACTTTCG GGACGGGCTT CCTAGCTCAG 180 

GGTCCAAATC AATGGACACC TTTTCCAGCT CTGCCAGCGA GCGCAAGAAC TTTTTGTCTA 240 

ATATATAGTC GTTAGTTTGG ACCACGCAAG AAACCGGTCG TTOGTGGCCT CCTGAOGCTC 300 

TCCCGTGTAC CTCGGCTGCG CTGATGACTT TGCCAGTGGA TGGGTCAGCG CTCTTGGAGA 360 

TGACTTGATC GGGCGACTGC CACTTTGCCA ATCGAGGATC GTCTACAGTT GTAAACGGGC 420 

GCACTTTCTT TTCTGTAGGT GCTCGCGCTG CTGGTACTGG ACTCCTCCTG GACTGTCTGG 480 

GCCTTACTGG ACCTGCTGCT GCTGCTGTTA CTGGAACCGA AAAAGAAAAA TGACTTCCCC 540 

TCTTTTCATA TGACATTCCC NGTTGTGANA CNTACTATTG GCCCCNAGAA AATAANTTAG 600 

GGNGAAATAC ACTCNCTATG TTTGCCTATA TTTCCCNTAC CATATACAGC CTGCTGATTC 660 

CCAGTTTTAN AANTTTAAGT GCGTTACCTT ATATGTTGAA NCCCGTTATA TGAAGAATAA 720 

CCCCCCAANT TTGCAANGAA CCCCGNAGGC ATTGNCTCCT TCANCANNAT TAAGNACATT 780 
TTGTCCTTTC AAGNACTTTA TAAGNCC 



40 1304RP 



GATCAATGAG CGTGGCTACT ACTGATGCTT ACTGCAGTGC TGTGTCAATA TTACATATCG 60 

GTGGATAGCT AGATAAAAAT GCTATACATA TATCTGTCGC CATTGTGCCA ATCTATATCT 120 

ATTTGTGCCG ACGTTGCGGA CCAGTAGGAG GTTGTGTTCC GCGCGGTGCG CAAATTCCGC 180 

TGAGATCAAG CCATTGCCTG TGCTCTTGCC CTCCCCTAGA TGGTAGGTGC CACTTGTAAT 240 

45 AAAACCGACG AGATCTTGTA CGCGCGGCAG AGGCTGATCG GCGTCATGGG TCCGTTTGCC 300 

CGCAGCATTG TATTTCCTGG AAGCGACTGC CTGCCAATGG GCGAGATGCT TGACAGGCAC 360 

TGCATACAAG CGGGCATTGT CCCTGAAATG GCCGCGTTCG AGGGCTGTAC AGACAACGGC 420 

GATCACGGGA AGTTGGGTGG TCACAACAGC CAGTTGGACG GGCAAGCCTG TGTCCATAGG 480 

AGGTTTTGGA AAAAGAGACA ACTGGCTTAT TGTNAAGGTC CCGGGGANCT NCNAAAANAA 540 

TCTTGGTGGC AATACCAACN CCTAAGGATT TCANCGNGTT CCCCAACTTN ATTNTNTTTN 600 

so TNGCNCCCGT TTCAAATTCA TATNGGTGGG TTGCNGGCGN GAATNTTCTT TTCNATTTCA 660 

AACCAACGNG GGGGNGCCNT TTGAGATTTG GANACNCCCC TCNAAANAKA NTTGTCCCCT 720 
TTCNCCNNAA AACAAAATTN NGGAGGAAGA GGTTTTANCC CNNTATATNC CCCCNCCN 



SS 



233 
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10 



1305RP 

ri»nriiTaTA TCCATTATAC CCAOCTTTCG CAGCGACATA ATATATTGAC TTGATTTTAA 60 

^J^SSa CTTTACGGGG CTAGGGCCGC TAGGTATCCA AGGTTTAGCA TCAGGATGCA 120 

P^^Sa GCACTTCTGC AAGGCTGGAA TCGGCTCGAG TACTTCGAGC TCACCCGCGA 180 

AG?^?^CG AGGTGCTTTC ATCGGGTCTT CAATCGATAT AGACGCAACT GAGAAAGACA 240 

cgS?S5? S??tttagcg TTTACTTGTT GTAGTGTCGT GTCGACCATC AAAA^TGG 300 

nrSSacrOT ATGCTCTACT CCCTCACATC TGTCGGGAGA AATATAGTAC ATTCTAATAC 360 

SSS3S£ ACCGTTTTGA TTGATTGTTG TCAACTGGAA AGAACTTTCG TCTTTAATTA 420 

ATOTCCTGM TTGCACTCCT GCTTGTTGTT CCTCCTGCGA CGCTTGCGCG AAAGCCGAAG 480 

^TT^^Sr ?AAAAAACAT GTAACTAATG AAAAAATCGA CTTCATTGTT GCTATTGAGT 540 

CATATGTNAT GAAAGCGTTT ATANATCNTT GTTNTGGCTT 600 

^SSSS cSS^GGTT ACATTATCTT CCAACCAAAT TG^CTTT 660 

S^^SSa ATCCCCAAAA TTTTTOAAAT TAATTNGTCN NCGCANCGGT TTTTTCCCCG 720 

^SSSi Sa^AG^GGN NACCCGCCAA ANCCGAATAA AGGATTTCCA TOAAAACCCA 780 
ATTNTCCNAA AC 



75 



1305UP 

GATCCCCAAG AAGAACATCA AGATCCACGG GTTCTAGGCG CTATGTACTT TGTGTAACTC 60 

SSSSSc ^CCTCCTCC TCCACCACCA CCACCTCCTC CTCCACGTCC CTCTGCGCCT 120 

20 CCGCATAGTA CCTCACACAG TACGGGAACA GCTCCTCGCT GAACAGCCTG GCCAGCTCGT 180 

PGCCGTTGGC AAACTCCTCG CCCGGCCGCT CGCCTGTCCA CCGGAACCAC GCAAAGAACG 240 

tcctoSgS Scgcttcggc cactccatct CCACCGCCGC GCTCCGCACT TCCCCGTCCT 300 

^C^ScSt GAACTGCTTC CTCACGCTCT GCGCCCGCAG CCTGCCCTCC ACCTCCCCGA 360 

A^ScCGT GATCGCAAAG TCCCACGCCC CGGCCCCCGC CCACTCCACC TCCACCCGCC 420 

r^CGCCTC CACGTACCGC CAGTCCGCCG CCCGCACGTA GTTCGCGAAA ATCCCCGTGC 480 

25 ™££^CA CGAATCCCCC AGAACCCCGC GATCCCCTCG ATCGCCTTGC TGCGCCGCGC 540 

Sat£SS£ CcKSSS CTGCCGCTCC ACCTCCAGCG CCCGGTCCTC CCGCTCCCGC 600 

NCCGCTNGGA NTCCGGAAGN GCTCCACGNG CGGGCCTGCN CCCGTTAGTC CCCTGCCCGC 660 

^SSSI^n rJ^NWfiTGCC TTNNTTGTTT NNNGAAGGNA GNGTCCCGNT TCCNGGGCCG 720 

SS SSg ^Sgancncc CANTCNCGGA NTCCTGGNGC 780 
GAANGGNNGT TNCCNCCNNN TTGAGCCCCC CT 



35 



40 



45 



1306RP 

GATCTGATAT 
ATTTGCAATA 
AAACCGTGCA 
CGCTCAGTGG 
GGCATAGCAG 
ACAAAGCTCC 
TCAGGGAGTT 
ATGAGGTGGC 
ATGGTTGATA 
AAACAGTAGC 
CCATTTTCCA 
GCCAAC AAAA 
GGAACCTTTT 



TGGGTAATTG 
TAGTTCATCA 
GCAGAAGTGT 
CTTATTGCAC 
TACCACTTCA 
ACAATCGTGA 
CTGCGTGATA 
GGTTTATGCT 
TGGTCACTAT 
ACTCCCTATC 
AGAACATTCN 
GCCCAA CTGA 
CGGCAANTTT 



CAACCTTTGC 
TTGTAGTGGA 
TCCTCGTCAT 
ACATAACACA 
GACGTAT€CG 
CAAACCAGAC 
ACCCCCTTGC 
CCGCAGACGT 
ACGTCCAGCA 
TTACCCTTGC 
ACCNCTTCCG 
AATTNAANAA 
CNCCCTAAAT 



ACCGCTTTGA 
AGCACGAGGA 
ATAGCTTACC 
ATAGCTTGTT 
GGAGCTCATA 
AGTTTTCATG 
ATTGTTTACA 
TCGCATTACT 
ATAGCTGTGC 
NGATCGTATT 
TTTTTGCCCA 
ACCCTTTTTT 
TGTNTGGGGG 



AAAGTACTTT 
TACCTTACAC 
AAATGTATTG 
CCGCGTGAAA 
AGGGAAGAAC 
GTAGTAATCA 
GATTTTGGCC 
TGCTCCGACG 
TTCTGTATAT 
GGTACCGCCA 
AAGAGAGGTN 
CCCCCTTTTN 
NTGANANCCN 



AGGAAGTGGT 
TTGGTACCGC 
TAATACACGC 
TAATCCTGCT 
TTCGGGCGAC 
CCAAGCGCCT 
GTTTTTTGAG 
CACTGTGTCT 
TAGTCATGAA 
AATNGTTAAC 
TGCTATATTT 
TTTCTCCCGA 
AGAAAANC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



so 



55 



1306UP 

GATCATTTCA 
TATTCCACTG 
CAATTGTAAG 
CCTTCCTGTA 
ACTACATACA 
GGATATCGCA 
ATCGTAC AAC 
TCGAGCCGTT 



GTGGATGGCG 
ATTTTCAGGT 
ATGTCTCAGG 
GGGGACGATA 
GTTTTCACTG 
ATTATTCGGG 
TTGAAATTGT 
GAACTTTATT 



ACATTCATAT 
TACAAGAATT 
AATTCAAGAC 
CCCTACAGAT 
ATTTTATTTC 
AAATTAAAAT 
CGGAGACGCT 
GTTCTGATAG 



GGATATCAGT 
GGGAAGGGGT 
TCAGGTTGAA 
GATTATCCAA 
CATATCTAAG 
TGGATATCAA 
GCTAACATCA 
TGACATCAAG 



TCGACTTTTG 
CTCCATTTTG 
ACGAAAACTA 
CCCATCTCTT 
GTACAAAGCT 
ACAGCCAATT 
AAGCTACGGG 
TTGCTTTTTG 



TTTCCAGTCT 
TAGGGACGAA 
TTATCTTATC 
ACGAACTGTC 
CGGAAACTAG 
TTCAAGTGAA 
GGAGTTGTTC 
ACGAATGTCC 



60 
120 
180 
240 
300 
360 
420 
480 
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CCCCCCCCGA AATGAATACC CGCNATNTNC ATTCCTNAAC CGAATTCCCA AAACCCNTTN 540 

TNAANTAATC CCTTTAAAAA TTNATTTTTC CCKAAGNTTT ACNCCCGCNA ATTTTTTTCC 600 

CAAATGGGCC CCTTANATGA AAAAANACTN CACCCCCCCN KCGAAAANAA ATTTCNCTTT 660 

GGAAANTNNN AAACGAATTA TTCNCNCCCT TTNTCCCCCC CCCGAAANAC ANTOTTTCCT 720 

CCCCCCCTTT AGGAAAANTG TTTTCCCCNA TTTNANANTN TCCNCCCNCC CCCNNAACNA 780 
AAATNTTAAA NCACCCCNTN TTNTNG 



10 

IS 

20 

25 

30 

35 

40 

45 

SO 

55 



235 



EP 0 866 129 A2 



10 



15 



1307RP 

GMCOTI-m TCTCATATTA TMTOOJljO JXOCCCOTGO "GCCTACC* J" 

"J 

"OTTCTCM. CITTOCOCTC f«J«g£* SSSSS i&ScGAAG 300 

sssss sssas sssssss f 

^ SB gill lssss§£ ssss ssssss as 

TCATTCGTOG CGAAATCCGT TGTATCAAAC GTAGCTCCAG CACCGACTGT 600 

SSSccaaa cgccgcagag agaatggtaa aga 



40 



45 



50 



1307UP 



^m^rm* ^^TATTTT ACTATATGGG CCTCCGGGGA CAGGTAAGAC ACTTTGTGCC 60 

GATCCACCAA A^TATTTT ACT^ai^ tttaTCAGAG TCATTGGCTC CGAATTAGTA 120 

CGTGCCGTGG CCAA^GGAg CGATGCTACA qgccagaacA 180 

20 CAGAAGTACG TCGGTGAAGG TCCTAGAATG ^^^CAA TTGGCGGTGC TCGTTTTGAC 240 

1™ IS Es ssssss sssss is 

™EI sHH! iSSBS iSSESS S 5 

- sssss HiH sSk sssss sis 

TNGTTTGGCC CGAGGCTGGC ^^J^^ CCACGGCTAT AAAAATTCAC NCCCCTTCCC 660 

ANGACTTCCT TAAACQJGTG GATAGGTCCT ^CAC^CTAT GGNTTATTTA 720 

S SSSES SSLat nttmtccccc 

CCGTGAAANC CTNCCCCGTT NGCACCCCTA T 



30 

1308RP 

60 
120 

180 

35 AACAAAAAAA TGGGCTGGAA TGA^ff^^ ^XX^XT^ ^T^i^ CAAAGTCGTC 240 

300 
360 



GAT 2^ SSSSg SSSSt SSS3S SS^a 

GCACTTC?^ A^TAAAGCC JJ^CAGC G£££tGCAAG tcgaagaagA AGCATAGAGC 
^CAAAAAAA TGGGCTGGAA T^^TA^ ATAACCAATT TCAACTTGTT CAAAGTCGTC 
AG 9^IL^ *r A^^ACA CATGGAGACG GCGGAATTTA CTTGTTATAA TGCCCTCTCC 
CGCGTCTTAC AGATTTCACA ^ATC^^^ ATTCCGTATT TCTTCCTTTT CGAGAAAGAA 

lltaaeq i 

CGCACATGTC ATATCCGGAG CTCTTTGATT GATATAACAA CCCCCNCCCT 660 
TTGG ^^ KiySS£rr CTGATGGTAC CCCTAANGGT TCTTGCAAAA GCGGAACCCT 

S^cSSS i££££c cSSS aaSnattat ggcccggtnt ttnacgtccc 

TNNCCTGTCN N 



1308UP 



720 
780 



55 



GATCACGTGG GCCGTAAGTC ggAOAGAAAC JTGCAACTGA ACTGCCACTG GCGCTCATGC JO 

ACCACCAAGA CGGTTAAGCG CGACCATATC jgggCMX GCCCGCAAGA CTTGAAGAAA 180 

AAACCCTTCA GCTGCTCCAC ATGCAGCCGT CGCGTGCGGC GCCGGGCTCG 240 

C ^SSS^ ££aSSS COTTmSSE GGCTCTGCGC TACAAGAGAA GGCGCGCACG 300 

CGTGGTGTTC GCAAQACAGG ^It^^f. agccAGGAGA TGCAAAATTA CTACCCCTAC 360 

TTACCCAACC TGACTGTGGA J^GCTTTGTC gj^g^ TTATTCTCCC GCCCCCCAGC 420 

SS^SSa? cgccaagcta CACACOOAAA GCAGTGTCTT 480 
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CTTCACGACG CTGTCGCAGG ACATGTCTCG TCGCTTGCCT TCTCTTGCTC CTTGCAACAG 540 

CCCCCGGCCT GCGGTTAAGA TGGTAATGCT TQCCCCGCCC CAGAACAGCA ATATGCACGC 600 

CGTGCCCTAG ATATCCCAGC GATGCCCGGA CTCCCTCCCT TTGGTGACTC TCCNGGANOG 660 

AATCCCANCC TTTGCCCGAG ANACACTTCC GACCCNCTCC ATATCCCTGC TCTANCTGCC 720 

CNCCTCACCG CTTTCTCATA AAATCOCATT GTTGCCGCAN CCTATCCTCA TCAAGCCCCC 780 
TGATANACCC TGNAAAAGAC TGANTCCCCC CCAAACC 
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10 



15 



1309RP 

GATCAATTAT 
CCTGGAGAAA 
GTGCTCGAAC 
G AACAGAA CA 
CTTTTTTGAA 
GTCTCCAGCG 
CCGCGGCGGC 
CTTGGGAGCC 
AACGTGGCGC 
AATGTCCCAA 
ATACCGAGTT 
ATATTNGTTN 
GAACATTTTG 
CCANTTTTTG 



TAGAGGCAAT 
GAATGCCGCA 
AGCCGATAAG 
TCATACTTCG 
GAAGTTGCGC 
CGCCAGCAGC 
AGCCATGGGC 
ATGAGAGAAT 
GCGCGAGATT 
ACCACGATTC 
CNCTTTCACA 
TTTTTGCCGC 
ACGGATNCCC 
GCCNC 



ATCAAAGAAG 
GACGTACAGA 
AGTATTGACA 
GGCGCGAGAT 
CAGGATCCCA 
AGGGAGCTTG 
GGCAATTGTA 
TGTACAGGAC 
CGATGGCATA 
CCGCGCGTTC 
ATTGCCACAA 
ACTGCCGCAA 
AANCGTGCAA 



TCCCATATTA 
TACACGCTGG 
GTGGTAGCGT 
GTTGAAGCTC 
CGGCGGCCTT 
TCACCACGCT 
TGCCCCACGG 
TGCCCAGAAA 
CAGAATGCGG 
CGCACGAAGT 
TTTCTTTGAN 
NGTNCCACTT 
ACTCTCCCNC 



CTGAGGAGAA 
AAAATCAGCT 
GCAAGAGTCA 
GACTTGGTCC 
GCGCGACGCA 
CACAGAGCTC 
AATGAGGACG 
ATGTTCAGCT 
TTTAGCGGCG 
CACTGTTGCC 
GCCGTCTCCC 
GCCC CCCTG G 
CCCGTGTTNN 



CAGGGAACAG 
TGCCCAGTGA 
ACGACAAAAT 
GCCCGTGGAC 
GCAGGGACTG 
ATCGCCATAC 
CCCATGCTGA 
TGACGCGGTT 
GCGCCCGAGG 
GGACAGCGAA 
GA TAAGG CAC 
TACTTTCCCT 
CCCATACCAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



20 



25 



30 



1309UP 

GATCAGGACC 
CCCTGGTGTA 
GGTGGAGGCA 
CATCCTAGTA 
ATCATACATA 
AACCCTGGCA 
CTATAGACTA 
GTTGTCACTC 
CCTCCCGCTT 
TCAGCACATC 
ATTTGGTAAT 
CGTGACAATC 
GGATCAANCC 
CTCCCCCCTC 



GCGGTCNCTG 
TCTAATCTGA 
GATATTGCTG 
GCTGAGCTGA 
TACGAGGTTG 
GAAGTCAGAG 
GCAATAATTA 
TTTGGACCTG 
CTCGTTAGCT 
ATCCATCTAT 
CATTGTCCCN 
CNCCNGTTTT 
CTNNGGNTCN 
ATNAANC 



ATTCGATTGG 
TTAACATCGT 
GATTTAAGGA 
GGGGGCCCAG 
AGCGCAATGG 
CGATAATGGG 
TAAAGATACA 
CCGGATATCA 
ATTGTGCCAC 
TTTGAGCCCA 
TTATTTTTTA 
TCNACCCTCC 
TCCCCTNCGC 



CCATGAGTTT 
AGCTGGCATC 
CCACGCAACT 
AGAGGAGTTT 
GGCTGAGCGA 
TTATTAGTTA 
TCAAGAAGAC 
GCACATGCAA 
CTTGTATTCT 
TTCTGCTAGG 
GGNTACCACC 
CTCCATOAAA 
CTCCATCCNG 



AAGTATGACC 
CAGAAGAAGA 
TTTAAAAACT 
GCCCGCTATA 
GCAGGTGCCA 
TATTCAGATT 
CAAGAGCAGA 
CCAATATCTG 
CCATCCGTTA 
CTGATGCAAT 
ATCTNTTTTC 
TNTCTTTCAT 
GNATTTACAC 



CAGAGGGCCG 
CTATCGCGGC 
ATGTTACAGA 
TGAATGATAA 
TAGCTGCTAA 
CCAACTTTGT 
TGCGTAACTG 
CTTCAGCAGT 
TACAGCCAGC 
AGACTTCCAT 
CNATGAAAAN 
CGTGGGTTTC 
CCNTTNTTTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



35 



40 



45 



1310UP 

GATCCAAAAA 
GAATCGGGAC 
CCGTCGGCGT 
TGCCGGCAAA 
ACCCAATTCG 
CCGGCTGGGT 
AAGATGCAGC 
TAGTGCTCGA 
TGGCGTCGCC 
TTGCAGGGGA 
TTTGGNTNNC 
AACCAT GTGG 
CCCCCCTTTT 
CCACAAATNN 



AATTTTAATA 
CAAAGCTGTA 
TCATCATAAT 
TCCCACACGG 
TATGCCCGGC 
AACTGGCATT 
AGCCCACGCG 
GCAACCGCGC 
TCCTAGGTAT 
ACGAATTGCG 
GGGNAAAGGG 
ANTAAACCTT 
AAANGTNNNA 
TNTGTTGNGC 



CTGAAAAAGA 
AGGCAACAGC 
CACCGTGAGC 
GGTCACGACG 
TGTTACCGCC 
CTCGACGTTA 
GAACTTGGAG 
CCTGATATGG 
TGGGGTTCCC 
CCCGAACCGG 
NNANNTTCCN 
TAANATGANN 
NCCCCGCCNT 
GCNGNGCGTN 



AATGCCACAA 
TCTTCCAATG 
TTCTTCGGAT 
TCGGACGAGT 
TTTACGACCG 
GCGCCGACAA 
TTATGGGCTG 
CTCTCCCTGT 
CTAAGTACTG 
GTGAATCCCG 
NNCTTNGCNC 
CCTATGGCCN 
TNTACCTCTA 
NCTAATATGG 



CTAAGCTCAG 
TTCGCTGCAG 
CAACGAACTC 
CCCCACTCAA 
CTGTGCGTTC 
TATACTCGCC 
TACGAGAGCT 
GTGCTTGGCA 
GCTGCGAACC 
GGAACATNCA 
C GGC NGGAAN 
GTTTAACTTT 
NNCCNGCGGG 
AGCCTNGGGN 



CTACCTTAAA 
AACCTTGGAC 
GCGCAGGACC 
TGCGATGCAG 
CGCGCAAATA 
TGACGCTGTC 
CCTTCGCGGC 
TTGGCT TCCG 
CTTATGTTTT 
ANTACCCNCT 
AAANAATGTT 
ATCCCCCCNC 
GGNGCNNANC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



1311RP 



GATCTTATCG TTCAGCGTAC CGTCTGCAAG AATCTGAGAC ATAAACTTGC GCTGCGACGA 60 

GTTCTTGGTA AATTCTTCGT AGTACTGTGC GTTGTCCGCT TCCAACGCTT CCTTCCCCCG 120 

CTTGTACAGC AGCTCCACCT TTTCGGTGGA GAGCGGCTCT TGCTCGCGAG AAGCCTCCGC 180 

GTCTAGCGGC ACCTCGTGCC AGGGCATGTC CGCAGGCACC AGAAGGTTGC CGCTGCGAAC 240 

CGAGCGCAGG TCATCGACCA TGCCGCGCGC AGGTTCCTCC CCOGCGOACT CGGCATCGAA 300 

CCCCGCATCG GACTCGCCCG CCTCTCCGGC GGACTCGGCG GCATCGCTGT CC TCCTC GGC 360 

TTGCTCTTCG GCTTGCTCCT CGGCTTGCTC CTCGGCTTGC TCCTCTGCTT GCTCCTCGGC 420 



238 
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TTGCTCCTCC AGCGAATCCT CCGGCTCGCT GCTCTCTGCT GCTGCCOCTG CCGCTGCTGC 480 

CGCCGOCAGC CCATGTTCGC AGCAGCCCGC TGACGTCGTT CTGCAGCCCG GCATCGCCGT 540 

CTCCTTCGTC GCCGCTGAAT GCCTGTTCOC TGAGCTCGTC TGCGTTCGCT CAGCCCTTCC 600 

ACAGCGCCAA GTTGTTCTTT CTNAACCCCC CANNGCCAAT NGTTCNCGGG CNTCATCCCC 660 

5 CNTTNTTTCC CTGGTTTCCC CTTTGGTNGN CCCCNGGNAN ACTTTTTCCC TGGCTTNCNN 720 

CAATTCCTTT TTCATTTGGT TTTCCCCCCA AAATTTTNAN ANNGGGTTAN CTNNTCANNN 780 
NGGCNGNNNA GAGAAACCT 
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13 HOP 



75 



20 



25 



30 



AS 



SO 



SS 



1312RP 



1312UP 



1313RP 



60 



QATCTPCTGA TGCATATTTC CGCTCTCACC TTCGCCGTTA AGTTTTTCCA TGTAGATAGC 

TCAAAGTCAT CATCCCCGTC ATCTTTTTCA GTGTATAGAT TCTGTGATAC TTCTCCTTCT 120 

5 TCCTCTTCCT CTTCTTCCTC TTCTTCCTCG TCTATATGAT CTTCGCCTGT CAGTTCATTG 180 

TCTATTCCAT AATTGGGTTC AACTTTCGGC TTCGGCTCCT TTTGCTGGCT ATGATCTTCC 240 

^S?a5ct? TCTGTCCATC TGCCAATCCC GTTTTCTCAT CAGTAGCTTG CGAACCGGGC 300 

ACACTATGGA TTTGTTTTGA GCTAATTGCA TTACTACCGT CACGATCTTC AAGAGGTCCT 360 

TTGCCAGCAT GACTTTCCGA AGATTTCGAG CGTTTACCTG CAGGCGCACT CTTACCCCGT 420 

SSSS GAATGTAGTC CTCATCGTCT TCATCTTCCT GTATCGTCTG TATGCCTCTC 480 

10 CTCACGATGC CGCCCTTACG CTGTCCCTAC ACTCTTCATC ATCCTCCTCC TCATATCTAC 540 

CTCTTTTCCA GTCTTCTCCA CTCATACTAT CTCTACCACA TATCAGGATA ACGTATAATG 600 

GTGTOACTTT TTTGGATAGC ATCNCTGGCC CTAGGAANGC TNGGGTTCGG AATATAATTT 660 

aacatcttcc CAATCACAAA TTNCTCAGTA ACNGTGGTAA ATTNAAACGN AANTTTTTAA 720 

J?S?S?AC GGTTTANGNC CCATGGCTCT TCAAANCGGA AAAATCCGGG GCCCCCCTTN 780 
GAACTTGTTT 



GATCATTCTC ACCAGTACAA ATGTATATTT ATATGTAATT GTCTCTCTCT GCTTTTGCCA 60 

TATTTTTTTA TTTTTTGTGG TGACAGCGTG CACTGACGCT GACGCGCAAG CCXSCAGGCGC 120 

GATTCTOCGC AACTTTTCGT CAACGCGCGA CAGACAGTCA GAAAGTAATA GGAAACAATT 180 

AAATACGTTC TTATCTTATA TGAAGTTATA CATAAGTGGC TGCCATCAGG TTATATATTG 240 

CTTTAAATAA CCCATTCGTC TGGAAACCTC CTCTGTGAAT GCCTCGCTCA AACCGGGATG 300 

GTTCTGTTCG ATCTCGGGCA AATATTACTG ATAATTGATC TACAGCGTCT TTTGTCTCTT 360 

GAGTCCGTGC TCTATCACGG ACGCGTCGTA ACTGTAGCGG ATAACATGTT TAAAGAAGTT 420 

TAGTTCCTTC TGTGAAGGAG CAGCAGCTTT GAGTGCCTTT TCATCATAAT ATTGTTCAAG 480 

GTAGGAGAGG AGGTAATGTT TCTCTCTGGG TTCTTTGAAG GGCTGGATAA TAATGACTTC 540 

ATTGTGACTC CTGGTGATGG TACATTTAAC ATGCCAATCC CAGTTCCCAA GTTAGATTCT 600 

TACCGGTTTT GTTATACCTT GTTTNATAAG GGTTACTTTG CNCCCCNACT TGCCAAGAAA 660 

?c1tCT?aTC CCTTTCANAG GTCACCTGTC CCTTAATTGT AAACCTACNC CCTTTACAAT 720 

Sa^G^AT ACCCNGCCAT TGTCCCTGAA GGATTTTNTT ATTAACCCTG CNCACATCCC 780 
TTGGCTGG 



GATCAGGCAA AGGATTTCTA CTCGTATGTT GGCAAGAACC TGTCACAGAA ATCCGACAGC 60 

AAGTTGCTTC CTCGGAGGAT TCAATTTGAA CTTCAGAGGT TTGACTATTT TCACTCTCTA 120 

35 CTCCAGTATG TTGTAGGATG TAACGCTCGT GATTTTGCTG TGTCACTTGC GAGGTTTCAA 180 

SStCGATCG ACCCTAATAA TAAAAATACA AACATGCACC TCGTGAAGAA GTATCGTTCC 240 

SStctSc CATtSaACAA GATAAAGAGC CAACAGCGCA TAAGGCTTTC TAAAGTGTCC 300 

AACTATTCTG ACTOGAATGA CTTCTACCAA CTTGCATCAG CTACCTCAGA ACCAAATAAG 360 

rcCCTCAAAG AAGGACTCTT ATGGTCCTAC AGGAATAATG GATGGCATAA ACAGTGGGTG 420 

SScraouS GATCACAGCT CTCAGAATAT TCCGATTGGA AGACGAAAGC TAAGGTGCTC 480 

40 AGCCGACCGG CCATTAATTT GACGTTTGTG TGTGTTAAAC GTTCGGAGAA AAAGCCTAAC 540 

GGATTTGATA TCATAACTAC CGACGGCGAG GCTCGTTCTT TCCAAGCAGA GTCAGAGGAT 600 

SSa™ A^GGCTGTA iG^GCTTCAC TCTGCTGTCG GGATAATAGC CATTGAGGAG 660 

ACAGATGAGA ACAAAGATCC ATTGTCTATT GTCCGTAATG CGGATCCGTC AAATAGTGCA 720 
TGCTGTGACT GTCGGAGCGA TAAGCAAGTG AATGGATATC TCTGAATAT 



GATCGTGTCT TGCTGACTTG CATGTCTAGC TCAGTTCTTT ATTACCCGCC TCATGTTGAA 60 

ATTTTCCAGG AACCATCGCA CCAAATGTAC CGATGATATA GATTACATCT ACCCTTCCGC 120 

AAGCCTGGAA GGAAGCTAGA CCTCTAATCT AGTAGCTTGC CATGTACATC CCGCCATCCG 180 

ACCCGCGAAG ACCAGCCAAG GTGACGGCCG GCCAGCTCTG CGAGCTGTGC CACGCOCGCA 240 

ArvirGCTGCT AAAGCOCCCC AAGAACTTGC AGAAAGTCTG TAAACTGTGC TTCTTCCATG 300 

TATTCGAAAC CGAAATCCAC AAT AC CATT A TGGAGAACAA GCTATTCCAG CGCGGGGAGC 360 

GGGTGGCAGT TGGCGCGTCC GGTGGGAAAG ACTCCACGCT GCTTGCGTAC ATATTGAAGC 420 

TGCTCAACGA AAGACACGAC TATGGTCTCG AGATTGTGCT TCCTGAGCAT CGACGAAGGG 480 



240 



EP0 866 129 A2 



CATTGTGGCT ACCGAGACGA TTCCGCTAOC TACTGTGAAG CGCAACCCAG AGCAATACGG 540 

TTTGCCCCTG AGATTGTGTT CCTACAGGAC CTCTACGAAC TGGACGAATG ACGAATAGTG 600 

CCTGCGCCCN GGAATGCNCA ACACTGCNCC TTACTGCGGG TTTTTTCGAC CCAGCGCCTG 660 

ATTCCGGGGG GGNAATGCTT GAATCCACCN NTTTGTTAAN GGCCATACCC GAAAAAATGC 720 

CNAAAGNGCC CANAAATCCT GGCCGGGAAA TTTGGCNAAT CNAAATAACN CTTTTCCCCA 780 
AANAGGTCCC GNTAANNTT 
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1313UP 

GATCAAAAAA 
CGCGTCAAAC 
CCGGAAGAAA 
GGAGACTTTA 
CTTTGTTCGA 
CGGGAAGGAA 
TTGAAAAATG 
TTTGCAAGAC 
CCTGGTAGGG 
GGAAATCNNC 
ACTTGGGNAT 
NTNATTCCCC 
TOGAAGCANG 
GNTGGAAACT 



GATACGGATG 
ATAACGCATG 
TAGCCTCCTG 
AAGAATTAAG 
GAGATCCTTC 
TACTTTGTCC 
TGACAGTCTT 
CAGTGGGTTT 
AACATCCGAG 
CCGGCCATTA 
ANAGANCCCC 
CCCGGGGCCN 
TTATNGCCCC 
TTGCCNAAAG 



TTATGCTTGT 
AGGACTATAT 
TATGGGGCTA 
TCCGAAGGCT 
TGACATAGCC 
GTGCAATGAA 
GTTCTTGATA 
TTCGGAAAAG 
ACTTCCCAAA 
TNGATCTCTT 
NTCNNACCCC 
NNTTTTAATT 
CCCTTGACCC 
GCANGCTTTT 



TAAAATATTA 
TTTTAATTCA 
AGTCCATAGG 
AGGCTCCCAT 
TTTCTTAGTG 
CCCTCGGATA 
TCTAGCTTGT 
CTTCGCGTCT 
AACCNTTTCN 
CCCAAATTAC 
TCCAAANAAA 
CNGGGGAATT 
ATNTTTNACT 
TGAACCAGT 



TATGCTATAG 
CTAACTTCGG 
CGTCGGTTCG 
ACCCCAAAGG 
ACAGTGGCGG 
AAGGCCTACT 
ACCTCGTTGG 
TCCCGGAATG 
CTNTCCATTT 
NNCNCCNCCC 
AAA AATTC TC 
AAATTTTGTA 
TNTTAATTTT 



TACAACGTAT 
CGAAGCATCT 
GCTCATCTCT 
CGAGTGGGCA 
AACATGGGCG 
TAGCCCGTTT 
AGTGGGTTCC 
AATTCTGAGT 
TCNAAAAAAT 
TCACTTTGNG 
NTNGTGCCCC 
TCCNNGCNGG 
TCCCCNNNCG 



1314RP 

GATCCATAAA 
GTAATGATTG 
GATGCATGAT 
CGTGTGATGA 
GGGTCGTCAA 
GACAAGTGCA 
ATCGTGCAAC 
TAAAAGCACT 
TTAGCAACAA 
TCGATTGAAT 
GAATTCNTTA 
ACNCTTTTCN 
CATGACCCCG 
CATTNTAAAT 



CTATCTTCTC 
GCTCGAGCTC 
GCACATGAAT 
GAGCTGTTAG 
CATCATTTAT 
CCTCATCCTT 
TGCGTCAGAA 
TTCGATGCCC 
TC TTCCAT AT 
ACTCCGGCCN 
TTTGTTGAAG 
CNCCGAACTA 
CACANGATTN 
C 



ACTCGCCGGA 
ACGCAGATAT 
AAAAGGAAGA 
TTCGGCTTCA 
TAGACACTCC 
TGAGATGCCG 
AACTCTTGAT 
CAGTGAAACC 
CCGGA AAGTG 
AATTCTTTTA 
AACTGGACAC 
ATNTNAACCC 
TTTTTTCCCN 



TGCAAAGTAT 
TGGCGCACTT 
AGCTTCGAAA 
ACATCAGCAA 
AGCAGTTTGT 
CGGATAACGT 
TGATAGCGTA 
TAATCCTCGT 
TTTTACAAGC 
CCATATACAC 
TTTGAAACTT 
CAAT CCTG AC 
AGAATTTNTT 



CAAGGAATAG 
CTGATATCCG 
GAGGTACACG 
GTTTCTCTAT 
CTGAAAAAAA 
CCCTCAGCGA 
ATGCAGTCAG 
CCGATATAAA 
TTCTTACGAT 
CCNNTOCNGG 
TGCACATTGC 
CCAATACACT 
NAACTNTTTG 



GCGACAATCG 
TGGGTTGTTC 
GCCCGGGTAG 
AGGGGACGCA 
GGTGTGCATG 
CGCCAGTCTC 
AAGAAGTCGT 
ATCGAACGTG 
TTTCCACTCC 
GCTTTTGCAC 
NGANTCCGAA 
CCCCCCCAAA 
CCCCCTNANA 



1314UP 

GATCTTGCTG 
CCAGCTGTAC 
AGGCCTACAC 
AATCCCATCC 
CGTCGAGGCA 
GTGCCAAAAG 
AACATTCGCG 
GATTGGCGCG 
GTGCTTAAGT 
CTCGAGCCCG 
CCCTGANGGG 
GGAATGATCC 
TNTTGCCCGG 
AAGGCCCCCN 



CAGACAGATG 
CGCAGTAAAC 
GCGTGACTGC 
AACCAGTTCT 
ATCTTTCCAA 
ACCACAGGTT 
TGGCCTTAAC 
GAACAGACAT 
CCTCGCTTGC 
CAAATGATCG 
AGGCTTGCAA 
NCTCTCCAGG 
ANACTCCNAA 
NGCCTTTTTC 



CCGCGGAGCT 
TCCCCTTGCT 
ATTGGCTTCT 
GCTAACGTAG 
GCCACATAAA 
CCGCAGTACC 
CATATGCCAC 
TCCTGGTGTT 
AGCTGAGGCC 
TCAGCGTGCA 
CAGCGCCNCC 
GGAACNCCCT 
NCNNGGTTTA 
CANCCCGCAN 



ACCCTTTCGA 
TCAGGAGCTC 
GTGCGCACAC 
CTACTTCTGG 
CGAAACCTAC 
AGAGCAAAAA 
ATGAAGCAAT 
GTACTTGGAA 
ATGTGCCCCT 
TCCGACTTGG 
CTTGTTTCNC 
CCCCAACGCC 
AANNTTTTTT 
TTNCTNAATT 



ATCCTTATAT 
CAGGCTGCCA 
GGAAGTCTTA 
CCAATCGCTC 
ACAGTTACTG 
GCTTACCTGT 
AGACCCCTAA 
CTCACATAGG 
CATTAGTGAC 
CATTGCAAGG 
ATCCATAGGC 
CCATAGGGCC 
TTAAANGNCC 
TTTGNCNGCG 



AAACCCTTTT 
CGCACACTCG 
AACGAACCTC 
AGCCCCATAC 
CGCAAGGCAA 
CAACACTTCG 
AATAGAAAGC 
GGCTGCACAC 
CCACGTTGAT 
GATGTTGATC 
TGTCGAGGCC 
CNCCCTGGGN 
CAGTGGTNTC 
GNA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
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45 



SO 



1315RP 

GCGGCCGCTC 
TTTTCTCTCC 
ACACGTTGCA 
AAGTGATCAG 
CCTTCAGCGC 
GCGCCACCTG 
GCATCGCCTC 



NNCCAACTAG 
CGTCAGCATC 
CTTGTCTATT 
CCCAACAAGC 
CTGGAGGTTC 
CACCGGCCGA 
CTGAGACATG 



TGGATCTTCA 
TCAACTAGCT 
GCTGTGCATG 
GCGTTGGGGG 
TCCTCCTCCG 
TTTGTGATGT 
TTCGCATAGT 



TTTGTGGCCC 
GCTGTAGCTG 
AAAGATCGTG 
GCAGCAACGA 
CGGTTACGTC 
ACTCAACCGT 
GCTGCGOAAG 



GGCCGACAGG 
GTACTCCCTG 
CAGCTGAACT 
CAGAGAGGTG 
CACGACGTAG 
CGTGGAGTTC 
ATGGTTCOGC 



TTACCACCGC 
TCGCCGCGGA 
ACATTACCGT 
ATGATCGAAT 
A AGAA GATCG 
AGTTCCGCGG 
GTCCCCGCAC 



60 
120 
180 
240 
300 
360 
420 



55 



242 



EP0 866 129 A2 



AGAGGGCACG CCCACACGTT CGACCGCACG TCGATCTCGC AGTACGGGTT CAGCACCCGC 480 

CTTACAGTGT TGGCCCCACC CACACACCAC CCGGTTTGTT ACGAAAACCA CCGCCCAGCT 540 

CCCTCCAATC TCCTTCCACC GCGTTGTTAC AGCATCCCCN CCGGCNCCAC GTTCCTTGTT 600 

CNCGTTCCCG TCCGGGAAGC CCGGGAAAAC ATTCCCACGA HAACCGCACC CCNTTTAGTT 660 

CTTCCTTCCT NTTTCGAANC CACCCTTGAA CCGNGANCCA CTTTTANNCC CCTTTACCCC 720 

CTTTGATCCC CNCCGAACCC CCMAAATGGA ACCAANNAGC CCNTAACNNN TGCNAAAACC 780 

GANTTGCCCN TTTCAAGGTC CCATCCTTTG CCCCCCGNGA ANAAAANTNC NCCGCCCNA 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 

243 



EP0 866 129 A2 



70 



15 



20 



25 



30 



35 



1315UP 

GATCTTGCGG 

CGCCAGCGTG 

GTAGAACCGC 

ATACGAGCCC 

CAGCAGATGC 

GGTCCACACT 

CAGCCCGCTG 

CTTTCCAACC 

CATCGCTGTT 

AGCCTTGGGA 

ATACACAATT 

GANGGGANNA 

TGGAAANAAA 

NTTNACNTTN 



AATATCGGCT 

TTCATCGGCA 

CGCGTGGTCT 

GGTACGTACA 

TTGTAAAACT 

AGCCCGTCCC 

TCCTCCCCAG 

TCTCCT CTCA 

TGCGCCCTTT 

ACTGCCATAG 

TGACTTACGN 

TAACNGNTNA 

CCCTNGGGNN 

TCGGAAAACA 



CCCAATCCGT 

CAAGCTGCTC 

CCAGCTGCTC 

CATCCACATC 

TGTTCCGCTG 

GTGTCACAGG 

CGTCTCGGCC 

CCGGCTCCCC 

GCTGCGATCT 

TCCTTTGACC 

NCTCCCNCNG 

NAATTTNCCC 

GGTMGGTTGN 

AAANTNCGGC 



ACCCATCCAC 

TCCTAGGCTC 

CCGCTCGTTG 

CACGCAGCTG 

GAACTTCGTA 

CGATCCGGCG 

AACAGGTAAA 

GTTGTCGTCT 

AAAGGAAGCT 

TTGACGCCGT 

TGCTAACTGA 

GGTNGCACNC 

NAAAAATTGA 

CCCCCCGN 



TTCGACACTA 
AGCACCGGCG 
CGGAACGACA 
TCCTCCAAGA 
TTCCTTTCCG 
GCTACCACCA 
CATGGCAACG 
AATCTCAACA 
TCGCTTGTCA 
GTTAAATAGT 
GGGANATTAC 
NTGCCNTATG 
AAACCCNGGN 



CCGACTGCAC 
GCACCACAAA 
CGTAGTAGCA 
AACCTGCGCT 
GCGGGCAGTT 
ACCGCACCCG 
TGAGCACACC 
GCACGGTTTT 
TGCAGCTGCT 
GCATTTCAGT 
CCNAAACCCG 
NTTCCNTTTT 
TNAATACTNC 



40 



45 



1316RP 

GATCCAATAT 
CCAAGGCGTC 
AGCGAAGATT 
TGTTGAAAAA 
GGAGAGAGAA 
CAGATTCTTG 
GTAGTGTCTG 
CAGCTGCGCC 
GGCAGCATCC 
GCGTCACCGT 
CATGAATTTC 
ACCTTCTTCC 
AAAACCCAAT 
GTNGCCGGTT 



ATGCGATGGT 
TGCGACATCA 
GTTCCTCGCC 
GCGCCAAAAG 
GTCGTGCAGC 
ATTCTCCTTC 
GACAGATGGC 
AACTCATCTG 
ATGTACTTTG 
CTCGTCAATG 
CACCCACTTC 
TCCCCCGGNT 
TCNCACCTTT 
TAATTNCC 



CTGAAGGGTT 
AGAAGAGTCT 
TTTGTCATTT 
TACTTCAAAA 
AACGT AAATT 
GTTAATTTTG 
GATTCAGCCA 
CATTCGCTAA 
TTGTACTCGA 
AGTTAGAGCC 
CCCCCCGGTC 
NTTCCNCAAN 
TCNGGGAANT 



GTCCACGTGA 
CAAGATAATA 
CTGGCCGGTC 
TGACCGATTT 
CACTGAGAGA 
GGTACAATTT 
ATAAATAATG 
GGAACGCATT 
TCAGGTCCTT 
ATCCATAGAT 
CATACCGCAA 
AGGGAAGTTA 
TTTCCGGGTT 



GTAGCT TAGC 
ATAGTCCTTT 
CCTGGACCCA 
TTCGACCTGG 
CAGCAGTGTT 
AGATGAGCTT 
GCTGATGGAT 
GATTTCAGAC 
CACTGAGAGA 
TTCCCCGAGG 
TTTGAACATT 
NATTCCTGNC 
GAGNAAAANT 



GAATACTTTG 
TTGGGCAGTA 
TTTGGTGCGC 
AAACCTGCCT 
TCGATAATTG 
AATAAAAATT 
TAAATGATGC 
TATAGTTATT 
CCGTCAGAAA 
CAGTTCCCGC 
CCCGGTCAAT 
CTTTTTTTTN 
CCNACNCCCG 



1316UP 

GATCAACACT 
CATACATCGG 
GGGCTCCCCG 
GGGCGGAGGA 
GAAAATTTGT 
AGGTTTGAAC 
GATTGTCAAA 
AATGGTACGA 
AACAGTCCAC 
NGCNTTGGCC 
TACAGGTCCC 
CATTTTAATT 
NGNAAAAANN 
ACNTTTTNNC 



CGTACAAACG 
CACCCATGCA 
GTCTACGCTG 
ACAGCGAGCG 
AGAATATAGC 
ATACTATACA 
GGGCAAGAAG 
CATTAAGGCC 
CGTTTGAAGA 
AACCANCNGG 
NGGGCAAAAC 
CAAAGGNCCA 
TNTNTAATTN 
CNTCCCCTCN 



AATATAGTCA 
CCCACATGAT 
GGCGGTGTAG 
CGCCAGCAGC 
ACTGTTATAC 
AGCTCCCAAT 
GGTTTGAAGA 
CATCCACCTT 
ACGCAGCTNA 
TTCNTAGGAT 
CCTTTNGACA 
AAATTTGGCN 
TTTNNCCTTG 
NTTNAACNCC 



CATGACCAGA 
GGTTTTCTTG 
GCGGCCGGCT 
GGTGCGCAGC 
TGAACAGTAT 
CATCGACGAT 
AGAAGGTCGT 
CGAGAACAGA 
CTTCTTGGAA 
TNNCNCTTCC 
CCTTCCCCGG 
ACCTTAATTA 
CNTNCCCAAA 
NAAGGTTTTN 



TAATCGTCGT 
GCGGGTGGGC 
GGGCGGCCAG 
TGGAGCGTCC 
ATAGAAAGAG 
GGCTGTTGGT 
TGACCCATTC 
AACGT CGGTA 
GGGCNNTTTC 
NAAAGGTTCA 
TTTGGGATTC 
NGGNATNTCC 
AAAATTTNCC 



GACTGGCACC 
CGTGCTGGGC 
GCGGAGCAAT 
GGCATGTGTG 
CACTTCCTGT 
AAGAACAAGA 
ACCAGAAAGG 
AGACCTTGTC 
TTCAAGGTNT 
ATTANAAATT 
CCCCCCCCNA 
TNTTNAAACC 
CATTTNAAAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



50 



1317RP 

GATCTTTATC 
TGGAAGCTAA 
CTAACCGGGC 
GTTCAATCAG 
TTTTATGTGG 
GCTCTAGAGA 
GTGCATTCTT 



TTTCGATGAT 
GTCTCTCCAA 
GGCACCAATA 
CGTAATATTC 
AGCTCCGACT 
TATGGTTAAG 
CGGTGTCATA 



ATCTTTCCTG 
TCGGATGCAA 
TCCTCCAGAA 
GTCAA TACAA 
TCGGGCTCTA 
TAATCTATAG 
GATATCGTCC 



AAGAATCGAC 
AATAGTTGAC 
CTGTATTTAT 
AGAACCCAAT 
AGTTTGGATT 
CATCGCTGAA 
AAACATTTTT 



AAACACCTGG 
ATACCGCGCA 
TTCGCTACGC 
TCfCT GCATC 
TAGAATCTTT 
GAAGCAAGAG 
TGATTCATTG 



TCCAGCAAAT 
TTTAACTTCA 
TGAACGATTT 
TGAGGTATCC 
TGGGCCTTGC 
AGCAATTGCT 
GGCAGCCATG 



60 
120 
180 
240 
300 
360 
420 



55 



244 



Duciwir 



EP0 866 129 A2 



ATTCGCGAGT CATCGATTGT ATAGTAGCAA GGCAACCAGA CTTGTATTCA CTAAACTTGC 480 

GTAGTCTGGA CATAACATCA ACTGTGGCCT CCAGTTACAC CATTATCAGT GGTAACTGAG 540 

CCCAGAGAAG CGGTTTTTGA CCGATGTACT TGTNTCNATC TTTTTGAACA NGGACNCGGA 600 

AATTTCATTT CAKGTCNGGC TNCNCHCTCC CAAAACNGTT CCNTGGTTCT NGTAAAGGTT 660 

TNNCCCTAAA AATNGGGNTT CCCNNGTNAG NTTCCCCCCC AATTCNAACN NAANACCCNA 720 

TTTTTNTAAT TCCCCCNCCA AAATTCAATT ATACCCCCCN TTTTNGGTAT TNTAAATTTN 780 
GGGGGNCNCN NTTCCAAAAA GGNGCNG 



10 
15 
20 
25 
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10 



15 



1317UP 

GATCGTTCTT 
GTCAAACATA 
ATCTAAGATC 
GCCTCTTTCT 
CAAAAATGAT 
CTTTTCCAAC 
AATTACAGCT 
CTTATCCTTA 
CTTCAATGCC 
TGAACTTGGT 
CCTTTATATC 
AANATTTTCC 
TTGATTCCNG 
TTTTTGTCCC 



ATATTTGTTA 
TTGTCAGGGC 
ATAATTGCCT 
GCAACGCGGG 
AAACACACGA 
CATTCGAAAA 
CTTGAAGTAT 
GTAACAATAT 
AGCGCGACTG 
ATCTCGTCCT 
CTCCGAATTT 
NNNACTNGAA 
CCAGGGANTA 
CNCCCNCTGT 



AAGAAGAGTT 
TCCGCTGGTC 
TTTCTGGCTC 
ATTTAGTTAT 
CTTTGACTGC 
GTTGTTTCCG 
CCTTTTGTAG 
TATCATTCTG 
TCGTCTTTCC 
ACCTTATCGA 
CCATAATATC 
ATCCCCTTAC 
CNATTCCCNA 
GNANTACCCN 



TTCTTCAAGC 
GTTAACCGCG 
CGATAAAGCT 
TTCTCTAACG 
ACTGTTGTAC 
CTCGAACGGC 
AAACTCTAGC 
TATGTGGCCC 
ACAACCAACC 
GCTCCAGATG 
CAATCCCAAA 
CTTGT NTATA 
TTTTTNTTTG 
CCCTCCTCCC 



ACTTTGAGCT 
CGAAACCTCT 
TTAATAGATT 
GATTCCACAT 
GGAATATAAT 
ATATGATTGT 
GCGTCACGCA 
CAGGACTCTC 
GTGGCCACAG 
CATACTGGTC 
ATCCCCAAAT 
CCCCCTCaiAA 
TGANN AACAA 
CCCCTNTTTN 



GAATAATCTT 

TGAGGAACCC 

GATGGTTGTC 

CCTTGTAAGT 

TCTCCTTCAT 

TTCTGTCCAC 

TCAATTTGCT 

CAAAAATATT 

GGAATGAAAA 

CCCCCNAGCT 

CNTTCCTAGG 

AT TTOGGA TN 

NGCTTTTGAA 

TTACN 



60 
120 
160 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



20 



25 



1318RP 

GATCGCCTCG 
AACCAAATCT 
CCACACGTTG 
CCCAAGGCTT 
GCCCCGCCGC 
ACACGCACCC 
TCGAGCAGCC 
GCGCCGTTGG 
CCGCGCCCGC 
GGTCACGTGT 
TGCCCCTTGT 
AGTGGCTATC 
CTATTTACAG 



TCGTTCGCCC 
GGCATGTCCT 
TTCAGAATAC 
TTGTTGTGCT 
AATTGCTCAC 
TGCAAAGTAG 
GCCCGCCACG 
CCATCGCCGA 
CCGGCGCCCA 
GCGGTTACCC 
TGTGCTACCG 
ACGTGAAAAG 
GGCACTTAGG 



GGCTCGTCAG 
TCGCGTAGAT 
CCTCTGCCTC 
TGGCAGTTGA 
GTGCCTCCTC 
GTCATCACCA 
CGCCAACGGC 
AAATACCTCG 
GGCACCGGTG 
GGGCGTCGTT 
CCAACAGTGG 
AGGGCGGGTA 
NGTTGACC 



GCTCTGCGCA 
GAAACCCTGC 
CGTCATGACT 
AACGACGCTC 
GCGCCACATA 
AAGGGGCACC 
CACCAGCATG 
GTTTGGCCCA 
CCTGGTCAGG 
TAGATCGAAG 
GCGCGGCGTA 
ACGGTGGTTC 



AGGAACTGCC 
TGCTTGCTGT 
CCTGAGCCGT 
GCAGCGGCAA 
AGCACGCACA 
CCGCCTGACC 
CGCGTTCTCC 
CTGATGCCGT 
GCGCCCGGGC 
GTTCTAGGTC 
CGCGGCAGGC 
GCCGCTGAGA 



CGAACCGACC 
CCACCGCATC 
GAGTGCAGTT 
AACAACACCG 
CCCTGACCGC 
GTTGCCTGCG 
GTAGCCGCCG 
CTGCCGTCCG 
GGGCGGGGTC 
TGTGCCGTGC 
ACCACGTGGC 
CACATCGCAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



30 



35 



40 



1318UP 

GCAAAAAATG 
CCCGTCCGCG 
GTCGCGCACC 
CACACCGCCC 
AGCCAACTCG 
CTGCCGCTGT 
TATCCCCGCG 
CGCCTCTGTC 
GTGGTTCACG 
CCAGGGAGAG 
TAACGCGTAT 
TGGGGCGCGG 
GGGGGGTCGC 



AGGTCCGCCA 
CCCCACAGGC 
GCGCCCGCGC 
CCGCACGTGG 
CCTGTCATGA 
GTGTGTGCTA 
AAAATATCCA 
GATCGTATGG 
GTCGCCGCAA 
CGGGGCGCAG 
GAAATACGGG 
GAACGCGGTT 
GGGCNGGACA 



TGCGCGGCGG 
ACCAGCTCGC 
GCCGCAACGT 
CCGGCGCTGG 
ACAACGCTGT 
TACGCTGCCT 
TCCGATGCGA 
AGAAACAGCT 
TGCGGCGCAT 
ACGGCCAGAT 
GAAGCGGCGA 
ATGGTCTATA 
GCTGCCTCTG 



CTCGCGCCCG 
GCCTGCGCGG 
CCACATGTCG 
CGCCGCCCGC 
AGGAATGCCC 
TATATACCTG 
ACGGCGGAAC 
AAAATCGCTC 
GCCCAAGTCC 
TTTGTGCACG 
TTACCAGTGG 
TTACAGAATG 
TTTCTTCC 



TCCGCGACCA 
TAGCTCGCGC 
CGCACCACCT 
GGCACCTGGC 
ATCTTTGCCC 
CCAGGAGAAA 
TCGCCGGAAA 
AGCTACTCAT 
GTTTTTTCTC 
GCAGACCGCG 
GTTTCGCTGT 
TGTACAAAGG 



AGCTCCGCCG 
CCATCGCGCA 
TCTCGTCGAG 
GCTCGTGCGC 
TTTCCGCTCG 
TGTCTGCTAC 
CCTGGAGCCC 
CTCTGGCGCT 
TGTGGCGGGG 
TTGGCTGTGG 
CAGGGGTGCC 
AGTCACGTGG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



45 



50 



1319RP 

GATCTTCCTG 
GAATGTCTGT 
GCAGCATCGA 
AGAAATCGTA 
CGTCAATGAC 
TCAGCGAACC 
CAATTATCTT 
CGAAATGCGG 
TACCAACACT 



CCTTTTGACC 
TAGCAGTTCC 
GTTTTGCTGG 
CGGCACAACC 
T ACGAC CATC 
GTTTTCATCG 
GGCAATCTCT 
CGCGATCTTC 
TGCGCCGTTG 



TCTTCATTAA 
TCTTCCTGTT 
ATGGGCAAGA 
TTAATGAGAT 
GACTGGTCCA 
CGTGACAAAA 
AGCGCATAGG 
GCAAA GAATT 
GTTGGCTTTT 



TCTTCTCCTT 
TCGGTTTCTT 
AATTAGAATT 
TCTCGCACCA 
TCGGGAACAG 
TTCTATCGCC 
CTCGAGTAGC 
CCTTCAGGCC 
GGCCCCCATA 



TAACTTCTTT 
CCTGTTCCTC 
GATATCGCCG 
GTTCCAGACA 
ACGCTCGAGT 
AAAGAGCTTC 
CATGGTGTAT 
TGGCCGTAAT 
TAGAACGGCG 



TCCGTGTCAA 
CTGCCAAGAT 
ATCCCTACGA 
TC ACCTC TAT 
GATTTTTGCG 
CCATCCGGGT 
ATATGCAGCT 
TTCACGTTAG 
GCAGCACAGC 



60 
120 
180 
240 
300 
360 
420 
480 
540 



55 



246 



EP0 866 129 A2 



TCCTCCATCC GANAGANAAA AACTGCNCAT CCTTAGCGCC CCGTATTCGG GTTTGTTTNG 600 

GTTCCCTTTG ACCACTCCCC CATGGTGGGT TCACACCCGC NATNGATTCN CCGTCTGGTT 660 

CAATTTTACC CCCAGCATNG CTTGCGCNCN TCCNNNCAAC TTTGACTGCK CCNCTGACCA 720 

AAATCCAACT TGCNTTGGAC CCGATTTGTT TTTTTNTTTG AAACGNNANT TCCTNGTCNN 780 
5 CTTGGGNCCC CNCTTTCCCN A 



10 



15 



20 



25 



30 



35 



40 



45 



50 



55 



247 



EP 0 866 129 A2 



10 



15 



1319UP 

GATCATCGGC 

CCCGCAGATG 

GGCGCGCGAA 

TCGCCAGATG 

CTTTCCAOCC 

GGCTGCCATC 

CCGCGGCCTT 

GCGCTGCCAG 

ANATTCGCCC 

NAAGCGCNCG 

TAGGTGNNGA 

TTGTOTTCTC 

TTTTCATNNN 

NNCCNACNGN 



ATGCTGGAGA 
ATCGACTTCT 
ATGCTCCAGA 
TCTCGCCTGC 
CCCGGCTCCG 
CTAGGCTTGC 
GCAATGCCCC 
CCCTGCGCCC 
ANGCTNAATN 
AAGATGTTCT 
NTTNTCTGCT 
CNTNCTGNTT 
TTNCNANNAC 
TTGGGTTGCC 



ACCCAATTTT 

TGATAC AGCA 

GCCCCTTTTT 

AGATGGGCAT 

CCGCCACACC 

AGCCCGGCGC 

CTCTAGACCC 

GCCGAATAAC 

AATTNGGGCN 

NTCNNGGGCG 

NCNNGGGGCG 

TGCNACCCCA 

GNCGNTAATT 

CCTTTNANNT 



CCAGTCTCAG 

GCACCCGCAC 

CCGCCAGATG 

GGGCGGTGCG 

CGACGCCGCC 

TGCTAACCCG 

GGCTATGCTC 

AGGGCTNCCC 

TCTCCAACTT 

CCCTTNTATT 

NCGTCGCCGT 

CNCAATTTTT 

ATANTTGTNT 

GAGOJTGGTG 



ATGAACGAAA 

CTGCAGGCAA 

CTCACCAACC 

GGCGCCGAGC 

GCCCCTGCGC 

CTGGGCGCTG 

TCTTCCCTCT 

AAGNANGNGN 

GAANAAANAT 

CTTTNNTAAA 

TTTTNTTTAT 

TTTNGGTGGG 

ATCACGTCCT 

TAGGGAAAGA 



TGCTCAACAA 

TGGGCCCGGC 

CCGACATCAT 

AGGGCACCGA 

CGAACCCGTT 

CGCCCGCAGA 

TCGGCGCTGG 

TANCAAACAA 

TTCCGGGCTT 

GGNAAANTTN 

TCCCCNTTNT 

GGCTNCCNTN 

NTTTNTTTTT 

AAAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



1320RP 

GATCTTTTCA AGAAGTTTAA CAATGACTTT AAAGCTAGCA TTGATAAAGT ACTCAAGAAA 60 

20 CCTAACAGAG CGGAGATGTA TGATGCTCTT TTGTCAATTA ACGTCCATTC TAACAATATC 120 

ACCTCGGGAT TGAATAGAGC TATCTCCACT GGTAATTGGT CGTTAAAGAG ATTTAAGATG 180 

GAaStGCTG GTGTTACCCA TGTCTTGAGT AGGCTTTCTT ATO^TGC TCTGGCTATG 240 

ATGACAAGAA TTTCTTCGCA GTTCGAAAAA TCTAGAAAGG TTTCTGGTCC TAGAGCTTTG 300 

CAACCCTCGC AGTTCGGTAT GTTGTGTACA TCCGATACGC CGGAAGGTGA GGCCTGTGGT 360 

TGGTTAAGAA CTTAGCATTG ATGACACATA TTACCACGGA TGATGAAGAG GAGCCCAATA 420 

25 AGiATCTTTC CTACTTACTG GGCGTTGGAG AACATTACAT TGGCTAAANA ANGGCNCOCT 480 

TCCTTTTAAA TONNGGGGGT TTTATTTGGA AAGGGTACTA CCCCCGGTNC ACAAAATCCC 540 

CCCCGNGTTT TTGTTCCCCC TTTTAAACTN TANAAAAAAC GNGTAAATTT CCNNATTTCT 600 

TTTCCCNNTN TCCCAANNNC CTCAAAACTT NTTCTTTTGC AAGGAGGGGG GAAATTTOTN 660 

T^cTTTOT TTTNTNGGAA GAGAATTTTT GTCCCGGNGG CCCCCAAAAA TTTTTAAGGG 720 

GAANTCNTTA NATTCCCHAN NGGGGNTNNT AATTTTTGGN TTTTANAAAA AAANCCCCCC 7 80 
30 CCNCCGNNAA A 



35 



40 



45 



1320UP 

GATCATGAGG 
TATTCCAGAT 
ATTAATTAAC 
TGTAGCCCTG 
GTTCGAGCTG 
ATCCAGATAG 
TCAGCAAGAA 
GCCNAAANTG 
CGCCCCNTGA 
GCGCCCTTTA 
AATTNCGCGG 
NATAGGAGGA 
GNNTGGATGN 
TTTTGTGCCG 
AAAA 



GAATCCTTGG 
GCGCCTTCCT 
ATTCCGCTTT 
CTCAGTTATC 
AGAAACAATG 
CACTTTAGTC 
AGGTTCAAGC 
CGCCAGGGTO 
NNCCAAAATT 
AAATNCCCAA 
GGGGTNTTTT 
ANGGGNGGNG 
CCACCAATNC 
CNGGTGACAG 



AAGAGGATGA 
CTGAGGAGGA 
AGCTTTTTTA 
ACTAAAACGA 
TCTGATTCGG 
GAGGAAAGGT 
CCCCTT TCAG 
CNTGAATTTN 
TATTNGGGAC 
TNTCTTCNAA 
TTGCCGCCCC 
GCCANATTTC 
GGGTGNTNGA 
AAAAAAAGAN 



CAAGAAGTCC 

TTAGGCATAT 

CTCTTATCCT 

GTGCCAGGCC 

CTGGTTTGCA 

TGGCGGCTAC 

TGTTTAAGTT 

GGAGAAAAAA 

CCNCNACACC 

ANNATTTGAG 

GGNGNTCNTC 

CACCTTTCNN 

AAANANTNCN 

GGATTTTTTN 



GACGATGAAG 
AATGGGTCGT 
TACGGTAGCT 
CTAGTACTAT 
TGGGAGTACC 
GCCAAAAGTT 
TAAAGAGGGG 
NTGCGTTTTT 
NCGAGAAATT 
GNGGAAAGAC 
CCNCCTCCAC 
AGTTNGANNG 
NACTGCTTGT 
ACAACCNNAA 



GTGACCTGTC 
TTATATGTAC 
CACCCATATC 
ATAATCCCGA 
GCGATGCAAG 
ATCAACAAGG 
AGCCTATCCT 
TCCGGAAAAG 
TNNTTNAAGN 
ANTTTNTTTN 
NANTTTNAAA 
CCNGNAAANA 
ACACAAATTT 
AAANAAAAAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 



50 



SS 



132 1RP 

GATCACGTCG 
ACGGCTGGCG 
TGCGGAGCTG 
GGCGGTGGTG 
GTTCTTCTCG 
GCCGCTGTAC 



TTCCTGGACT 
ACGCTGCGCA 
CAGACGGCGG 
CTGGCGGTGT 
TGGTCGATCT 
GTGGTGAACC 



TTCTATCGTC 
TCAA GACGG G 
TGAATTTTGC 
GGCACTACTC 
ACCTTGTGCT 
AGTTCATGCT 



GACGGTGCTG 
CGGGGACGGC 
AAACATACCG 
GAACCTCAAC 
GCTGTCGATC 
GAACTACCGC 



TTCTTCAGCC 
GGGCGCGGCG 
ATGTGCATCG 
AGCTACTTCA 
CTGGCGGAGC 
AAGCGGTCGC 



GGGAGGCGAT 
GCGAGATGTC 
GGGCGCOGCT 
CGCAGCTGCC 
TCGCGAGCGA 
AGTTCGAGGG 



60 
120 
180 
240 
300 
360 



248 



EP 0 866 129 A2 



TGCGGCGGTA GCAGCGTCCT GCCTGGTGAA 
GTTGAATOGG CGCGOCAGAC GTGCACGACA 
TTTTNCCCCG GGGAAGGTTG CCCCCNCCAA 
CTTGCGNCTC TGGGCCCCCA AAAACTTTTT 
5 NATTTTTTAC GGGNTTNTTC CNCCCGNAAT 
TNTTTNTTTA NCCCNCCTTN NCAAGGGGGA 
AKNGGGGANT TTCCTTTTTT TTAAAANGGN 
NATTTTTT 



10 



15 



20 



25 



30 



35 



40 



45 



SO 



CTTCGCGGTG ATCTACTGGT ACGAGAACTG 420 

GCTACAGCCA GGAGGCATCG CGGTGCTTGC 480 

AACTTTNCCT GGCCCGNTCT ACTTGAANAA 540 

TCCCTTTNTT TNACAAGTTC CTTTTCCGGN 600 

TTNTTGCCCC TTCCNAAGOT TTTTTCCCCC €60 

AANNTTTTTN CTTCCCCCNC CCCGGGAGAA 720 

NCCCCCCCGN ANGNNTTTNN CCCCCNAGAA 780 



249 



EP 0 866 129 A2 



10 



1$ 



132 1UP 

GATCGAATTC 

AGACCGTGCC 

CGTGCCATTA 

GGAGGACGAT 

TAATTAGCTA 

AAAGAAGCCA 

GAACTGTTTC 

CTTGCAGAGA 

TTCAGGAGCT 

CTCCCTNGCA 

TCTGGTTTTT 

CCTGTTCCAC 

TTATAATTAG 

TTCTCCACTN 



GATTTCCTTT 
CAATTTTCGT 
GTGGTCCATA 
GAGCTATGGT 
CAAAAGCGGA 
CATGAAGCTT 
CCAAAATTCC 
GGTGCATTTG 
TTGTTAGTTC 
CTTGCCGCTT 
TTTTCCTATC 
GTTNGTTACA 
TCCTATTGAC 
AGNTTTGTAT 



CGGTGCAAGG 
CGGCCCTTTC 
TATTGCAAGA 
TCAAAAGGAG 
ACGGGTCACA 
TTATATCTTC 
TCGACGTTTT 
ATGGGGCGAA 
GAAGTTGGAG 
GCTGCTATGT 
CTGANACTCC 
CNTTTGCTTT 
CCCCCCCACC 
ACNGAATCTC 



AAACAGAGCC 
TACATACATC 
ATGTACAAAG 
TTTGGAGGAA 
CTAAAATTCC 
TGGGGCTCCT 
CGAGGTTTTA 
AAATGGTTTT 
CGCCATTCCA 
TTACTTACTA 
CTTGAATTAT 
GAA TATCTT T 
TGGTTTTTGT 
NACCC 



TTCGTTAAAG 
TCAAGCGAGG 
TTAGAGAGGA 
NAAGTANCGG 
ATGCGrCTAAC 
CTGGGACGCT 
AGAACCGATC 
TCAACCGCCG 
TTGATTGCCC 
NAAGCACCGA 
TGCCTCCTTT 
CCTTTCCGAA 
TTTCCTCCCA 



TGGGATACGA 
AACTTATCGG 
TGAAGGTTGG 
ATTCCAGTTG 
TTTTCCACTG 
TACACGTCCA 
GGTCTCCGTG 
AGGGTCGTTG 
CTTGCTCTTC 
NCCACACTTA 
TGACTTTCCC 
GCACCCATNT 
ACANGTTCTC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



20 



25 



30 



1322RP 

GATCCAGGAA 
AGCCTCTCCT 
GGCCGTCTTT 
AAAACCATCG 
CTCTAGTAGT 
AGAGTAGAAA 
TGATTCACGT 
CCTGAGGAGG 
CTGTATTGAT 
AGCTAGGTTG 
TNTGGACCAT 
NACTTNCCCN 
TTCTTTTTCC 



ATAGTAC AAC 
CTTCTAATTT 
GCTCCACTTC 
AGTAGTTTGT 
GTGACGGCAC 
GTGTCATTGG 
GATCACGCTA 
TCTCCGAAAA 
CTGTCCGTGA 
ACTCCGAGTT 
CNANTTCCCC 
CTGAAAAAAC 
ATNAACCGGT 



GCCCTTGGAT 
CTTATTAAAG 
TTTCTGGAAT 
TGTGTGATGC 
CGTTTTATCC 
ACCCGAATTT 
CTGGGGCTAA 
GCTTGATGTG 
GACCTCGAGC 
CTACAAAATT 
NCCTTCGGAA 
GTTCNATTTA 
ANCTOAAAGA 



AATGCCAGGG 
TAGTTAGCTG 
GCGTCCAGTA 
AGAAAACCTG 
AGTTTGCTAA 
CCTTCTGCGC 
CTACCAATTG 
AGGATACTCG 
TCTTCGTCCG 
TCNAAACNCC 
NNAAGCCCTC 
CCCTNTTNTA 
ATTTTCNNGC 



ATTCCTGACT 
CAAACTGTAA 
GGTCACGGTG 
CCTATAGCGG 
GCAGCTGCCC 
GCGGCGAACG 
AGACAGGCTA 
TGTTCAGTTA 
TCAATGCCCC 
TTGAAAATTC 
CANCCTTTTT 
CNCGGCAGGA 
CATGNGGTTT 



CCTAACGAAA 
CAAATCCCCC 
TTCCTGTGAT 
AACCAAAATG 
TAGGTTAGGG 
ACGTTAAATG 
GTTGTCGAAG 
TCTTGTATGC 
GCGCCTAGAG 
NCAACATTGT 
TNACGTTGCT 
AACCCCCCAN 
AKG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



35 



40 



45 



1322UP 

GATCTTCACA 
ATATTCGTAC 
TTTGGCCGTC 
CTCATGGATC 
CTGCTTCGCT 
GATCTTGGGT 
TGGATTCACG 
GCCATCCTGG 
CCGTTTAATA 
TNTGTTTTCC 
CCGTTTGGTN 
CCCCCTTCCC 
CAATTNGGTC 
AACCCNGCCC 



ATCGACGCCA 
GGAGAGAGCC 
TTGAACCGCA 
TCGTTGAACT 
AAGAAGCGCG 
TGTTCCTGCT 
CTGCCCGTGT 
ACATCCATTG 
GCTTTCAAAC 
NCCATACCCA 
GNGGAAATTT 
NTCTTTCAAT 
CTTCCGTCNC 
NCNTCCCCCC 



CGTCCATCGC 
GGTACGTGTT 
CCGAGTCGTT 
GGAACCACGA 
CCGCCTTGTC 
GCTGCTGCTG 
TGCCCGACGA 
GCTCGCTCAT 
GC GTCTT CGC 
AANTTTTAAA 
GAAACCCANC 
CGGTCCCCTT 
TTTCCCTTNT 
GANAAATGGT 



GATGTTCCGC 
GATCATGAAG 
GAAAAAGTCG 
GGCAAA CGAC 
CTCCAATTTT 
CTGTTGCAGA 
AAGCGTTCCA 
CGTTATAAAG 
TCTGC TACCC 
ACCCATTTTT 
CCTCGCCTGG 
NACCAAGNNT 
TAAATTGAAA 
TTTTTGT 



CGCACTGCCG 
TTGCGCACAT 
GGCAACGCGC 
GGCACGATCA 
TGCGCCTCCT 
TGTGGCAGCA 
TCGCCAGCGT 
AGTATGCCAC 
CGCTTAANTC 
CCACATCAGC 
CGGAAAANNC 
TTAGCCCCCC 
AAGGTTNCCC 



TCACTGTGAG 
CCTTGTACGC 
GACGCTCCAG 
CCGGGTGCGC 
GCTCGTAATC 
CAGGTACAGA 
TGTCAATATT 
GCTACTTTCC 
CACACTGGTT 
CCCATATCCT 
TNCTTATGGA 
GGNANANGAC 
TTTGAAAATT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



50 



55 



1323RP 

GATCAGTTTG 
TCCGTGCAGG 
GCACCGTTTT 
GATGAAGAGC 
GAAATTTTCC 
GTGTATTCCA 
AGGTGGTCGT 
TCCGATTAGG 



CAGGGACCAT 
GGCTCAACAC 
ACATCCATCC 
CCCTCCCGGC 
CTGTCGCGAA 
TCGGGTCCTT 
CCAAGGGAAG 
GGGGGGGGNT 



GAGCAGGGCG 
GCCCTCGCAG 
AGATTTGAGG 
GCCTGTTAAG 
CTCTCGGTCT 
AATTACCACC 
ATGAAAAAAT 
TNTTTTTTTA 



GGCGACGAAA 
GCGGACGACG 
ACATCACAGC 
CGGGTGTTCT 
ATCCACCAGC 
TATTGCCATG 
GCTACTGGTC 
ATTTTAACCC 



GCAGCTCTCC 
ACGAGGAAGA 
TCTACTTTGA 
ACATTAATCC 
TGAAGCGATG 
GTGATCCTCC 
NCNCCAATCA 
CCCTTTOGGG 



TTCGTACACC 
GGAAGATGCG 
GAAGATGATC 
GTATGGAGAG 
CGATATGCTT 
GGTACTTGCG 
ATNNCNAACC 
TGACCCGNNC 



60 
120 
180 
240 
300 
360 
420 
480 



250 



EP0 866 129 A2 



NAAAAAAAAG GGGGCTTTGN NNNTTTTTTT TNGNCCCCGC CNCCTNTTCG GNAGNTTTTT 540 

TTTTCTGGNG GGGGGGCCCC CCNNNCGGAA AATNTTNTNC AAAAGGAAGN ATTTNCCCCN 600 

NAKGGGGAKT TTTTTTNTTA NNAAATNNAA AAAAAATTON TTCCATTCCC NNAATTTNNN 660 

NTTTTTNHNN CTNTTNCGGN TTTGNAANTT NACCCCCCNC NANAANTTTN NTTTTTTCCC 720 
CCCCCCCCCC CCCGGGNNNN TNCNTTTTTT TTNNNGATN 



10 



IS 



20 



25 



30 



35 



40 



45 



SO 



55 



251 



EP 0 866 129 A2 



10 



is 



1323UP 

GATCCGTTTT 
TTAATCGACG 
GCAAAGTTGC 
GTAGAAGGAA 
CCGCTCATGG 
TGGGGACGTA 
GTTGTGTGCA 
ACGCATTCNA 
TGTGGCNAGA 
GACNAGCCGC 
NTTTACTNGC 
CNTGGGGGGG 
CCATTCNATT 
TNGTTAANCT 



TCCAATATTT 
AACGCAGCAC 
TCGAGCACTA 
GGGGACTATG 
GCATGGGCAT 
GACGTTTACT 
CGCTAGTGGA 
TCGCCGGTGG 
ACACATNCCC 
CCTCCCCCCN 
ACCGNCGGNG 
NCCCCCCCTT 
TTTNTTTANA 
NCCCCNTTAT 



CACCGTCCTG 
AACCAGCAAT 
GAACGGACTG 
GTACAGCGCG 
ATGCGGCAGT 
GCCGGACCTG 
GCTGTACCAC 
GTGTOTCTGA 
TTGTTGGTGG 
GNGCGTTTGG 
GCACCGCCGN 
TGAAAAANNG 
NANNACCAAC 
TCTNCCCCCC 



TAAATCAACA 
AGGCTTCGAA 
GGTCATTATA 
GGCGTGGAGG 
TGTACGAGTT 
CCGCGGCACG 
TCGATTCCGG 
NCNAAGTTGG 
ACCCACCCGA 
GTTNNNGCCA 
CGGGGCACTT 
TGGGGGGGAC 
CCGCCTCCCT 
CGNCNCNTAT 



GTTGAAAAAC 
GCCGTTCCAG 
TAGGTGGTAG 
CAGGGACGCC 
GGTTTACAAC 
GGACGCTTGA 
GCGACATCCC 
ACCCNGGAAC 
NAATTAAACC 
TTNGTCCGGA 
NTTTCAACNC 
CGGTTCGGGT 
TNNCCCCACN 
TCCNACCCGN 



AATGGCGTGC 
AGGTGATATC 
TAAGAAGTGG 
GCAGTGGGTG 
CGGGGGGCGG 
CCCGAGCAAT 
GCTGATTAAG 
CTGATTGTTT 
GCCCCNCCAA 
CNTCCAAGAA 
CNTTCCCCCC 
CCCNTTCCCC 
CAAANNTNGT 
CNGT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



20 



25 



30 



1324RP 

GATCCTACCG 
CATAAAATTG 
TATATCTGGG 
CACATAAATA 
AGACGCAACG 
CCAGATTAAA 
CTCTTCCTCT 
CGTTCAATAC 
TCCTGCTCGA 
ATNCTCTACC 
AAACTAAACT 
AAAAACTTNA 
CNNCCCNTNN 
CGAAC 



GGATGCACGA 
AAGGACCAGA 
ATAATTACAG 
TAATACAGCT 
AATGTCAAAA 
GCACCAAGTT 
GTTACGGCCG 
ATCCAATAGG 
TTTGCCACCC 
AAACAAACTN 
AAGGTCACAC 
ATTCCCAAAT 
CTGGNCCCGG 



CGCATACAAG 
TCACAATTGG 
CGCTTGGTAT 
ACTTGTAAGG 
TCAACCTCGG 
TTCTCGCGAT 
GGAGTAACCA 
AAATGGGCAT 
TTGGCACTTG 
TG AGGAN ATN 
CTNTTTGCNT 
TCANNCCCTN 
NNGAAACCCN 



TATATCAGGG 
TCGTTCCTTA 
GTATACCTCC 
CGAGAAAGGT 
GCGGACTTCA 
AGAAATTGCC 
AGTCATAATC 
TGCTCAACGA 
CCTTGCGCCC 
TGTTTGACAA 
CCCCAATTCG 
TTTGGTTTCC 
TGAAATAACC 



ACCTTGCCGA 
TCATAGCCAA 
TA CAT ACAAA 
TACTTCTGGA 
TTGATATCTT 
AATTTAGCGT 
CACATATCCT 
AGCATCCCTG 
ACTTTAGATC 
GTTTTCTGCN 
AACCCCCTNN 
CCCCCAATNA 
CCCCGAATAC 



GGAAATGGGA 
GATATATATA 
TACTTACATA 
GAGCCATTAG 
CAGGAACCAA 
TTGCATACTT 
GGAGCTAATC 
GAAAGACATA 
TGACATCTGA 
CCTCACTGCC 
GCCCCCCCAA 
NCNTNAATTT 
CTNCNTTGCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



35 



40 



45 



1324UP 

GATCTTAAAG 
AATCCCTCAG 
GCAAACGCCG 
GTCGTCCACT 
GCTCCTCACT 
CGTATTCCAC 
CTGCGACAGC 
ACGCCCCGTT 
ACACGCCGCC 
TNCCANTTTG 
GCGCCGAAAA 
TTTTNCGCAA 
ANAAACCTAC 
CACCNTGACA 
CCTTAGANCT 



AGGCTCAGTA 
CTCCCGCCGT 
CTGCGGCGGC 
GGTGCAGGCC 
GAGAGCAAGA 
CGCGACCGTC 
TCGGACGAAG 
TGGTGGGTCN 
CGCCCGCCCC 
CGNCCCTNCT 
NCACTTTGCT 
TTTTNTCCCC 
NCAOTTTNAA 
ANTGATNNCT 
NCNATTTTGT 



TGCAGAGGCA 
GGAAGAGTCC 
CGCGCTGCAT 
AAAAGCGCGA 
TAGACCAGTA 
CCCACGACGA 
GAAGGGAGAG 
AGCATCCCCC 
CCNCAGAACC 
TGGANAATGG 
TNACCGCATN 
CGCGANAAAG 
CATTCCCCCC 
TTTNTGAAGG 
TTTTNT 



GTTTCCAGAA 
GCAGATGAAG 
CCTCGGTGCC 
CTACGACTAC 
CTTGAAGAGC 
CAGCTACCGC 
CCCCGGCGCG 
GGANATOCNT 
TCCCNTTAGC 
TGGGCCNGCT 
CTCCCCNGAA 
GTTCCCGTTN 
CNTTTTTTNC 
GNGGNAGTAC 



GAAGACAGGC 
CAACACACAC 
CCTTATGAAC 
TCCGTGTTCA 
GAGGCCGCAA 
CCCGACTTGC 
CGCAGAGCGC 
CCCAGAAAAA 
GAACNTTNNA 
TNACNAAACG 
AGANAGANAG 
ANCCGANGGG 
AAAAAAGANA 
CCCCCGCTTG 



TGGGCTTCGA 
AACAGGGCCA 
CGAGCAGGGC 
ATGAGAGCAG 
CGCACAAACG 
AGCCGCTCTG 
GCCGTTGAGA 
ANTNTTTCGA 
AGAAGAATNT 
CTAGGTTGNC 
NTCCCCNCAC 
NGGCGCANNA 
ATGNNTTTTT 
CCTNTCCTCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 



so 



ss 



1325RP 

GATCAATGCG 
TGGGGGGTGG 
ATGCCAAGAG 
CGTTTCACAG 
CCAAGGGGAA 
GGAATGACGT 



GGA GTGG CAA 
TCATTTTGCC 
GCATGGAGAA 
ATACAC CACG 
AGCAAATTCC 
TCAGGACCTG 



AAAGCGACTC 
GCAGCCATCG 
TCGTTACAGG 
AGGCGGAAAC 
GCAGGCTCTA 
TTAAAGAAAT 



AAGGTGAACG 
TATCTCACCA 
AACAGGCCGT 
AAGGAGGTTC 
CGCTACGTAG 
GGAGGCCATA 



TGTTTCAGCA 
ACGCATAGAT 
GCACTTTCTT 
ACAATCGGTT 
ATACAATGAG 
CTTGGAACGC 



CTGTTCATGA 
ATCAGTGGCA 
GAGCACAAAA 
ATGGATAACG 
GCGGCATTAC 
TGCGAACACA 



60 
120 
180 
240 
300 
360 



252 



EP 0 866 129 A2 



TATTTATTAG GGCCAAAAAT GTTGCGGACA GGAGCGTATT CTTTACGGAA AATACCCCAT 420 

TGACCAAGGT TAGACCCGAG GATTCGGACA TTCCCATTCA CAACCCGTAG ACCTACCACA 480 

AATGAGCTAA GGCGAGCATG GTGCGAGATA ACATACTTGA AGAAGACATT GAAGCCCAGC 540 

CATCACATCG GAGCGGCATA CTCCTAAAGC GACAATGATC CACTGCCAAT AAGCGACGTT 600 

GTACGCAACT TAACCCCGNG GNAAACCTTA NCAGGAACGG CTTCTTTCTT TGGATTCNAG 660 

GCCCCNNNNT ATTCCCTNTT CNAAAANCNT NTTTCCCCAA CCTCTTTTTA AACCCCCGGA 720 
AAAANNTTTN AAACCCNCNC CCCCCCCCA 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 



253 



EP 0 866 129 A2 



1325UP 



CATCGTGCCA TGTCTGATGT GGTATTTCGA TGCGGGGCCG GGTGGGAGTG CCAGCTCGAC 

taSaaatca aggacgaacg tgaattttca gccgccctag atactgtcaa gggtccgcta 

r^CCCCGAAA AGAAGTCGCC CTGCCGCACG ACCGTGCAGC CTGGGCCTGG AGCAGGCGGG 

5 aIcaacacgc cgacacgcgt acctctgtcc aagctctttg taggtgcgaa aaacaccaag 

TTCAAGCCAG TGATGCGCTC TGCGGATGCC GCTATCGCGG CAGGCAGTGC CGCTTCGGGC 
CGCCACTGTG CGCTATTCGA TAAGACACAG ATAGATGACC CACTGGTCAT GAACAAAGCC 
aaGTCGAAGT TGTAGTCGAT CCTATTTTGT CAAAAAAGCT ACGCCAGCAT 
GTGTTGAATT CATGTATGAC TGCGTCCGGG GGCTCGCAAG GTCCGAGAAG 
SSSgISa SaACaItGAT GATCTTGGAA TATCATAGTG ATGTCAAGGG TTGTCTGTTG 
10 GCGGACGAGA TGGGATTAGG GAAAACATGC ATGACGATTG CTCTGATCTG GACGCTACTG 600 

rrCAGGCCAT CGTCTGTTCC dATGCTCCGC AATTGGGGGG TTTGGTTTGC 660 
RCCANAAATT CTCNTGGTAT GCCCGGGTGA CTCTGATTGG CGACTGGGAA 

SIStS ccSSSgS SS? aaattgganc ctngaanccn attgcnaawt 

ACCCCCCAAA ANAAAAAATG N 



1S 



30 



132 6RP 



1326UP 



60 
120 
180 
240 
300 
360 
420 
480 



720 
780 



.aw™ »rTT*(5RTTT GATTGCGATG GCTACTAACG AACGTGCATT GTCAGACGGA 60 

rrTl%£££ ta^Sg! AACTCGTGAG TCGCTAGTOC AGACAATCAT AAATGAAAGT 120 

20 tSSSSS g?aagggaac tgcgatccct taactttctc aaaacactca tgggtggtca 180 

T^Ii^I^r TATTCAGTAT ATAGTATATC AAAACATTAA ACCAAACTAG GCGCCCAGAA 24 0 

IrATTGCACT GGAGTATTAG TATGCAGAGA AGTAGCAATG GGCGGCTAGC 300 

™H^CAAA ^t^CACGG ATGACTTATA GAAGCCCATT AATCATCTTT TAGTGACAGT 360 

IS?££2Kc a^aIStaaI gtKtcgaatt TTAGGGGAGA AGTCATCACA CTTGCATTAG 420 

ZllwZr£r ArrACATCAG TTAATACTGG GCATGGTTTC TAAAAAGCGA 480 

IftrTnGGTTC aSSSg iSSSKSS StA^MGTC ^TCCTCATG CTCCTTCTCG 540 

25 A ££I? G £TT£ ni^r^TCAG TAGGCACCGT TCCCAGTATT TGGTAATTAG TTGCCAGACT 600 

CCTTTATAAA SScCG »S SSStAACA TTGCCNGGAA AANANATTTG 660 
SScCGTMJ ATATTTTCCT GCCAATTGAN ACCGTTCTNT GAACCCCTNC TTGGGGNCCN 
AACGAANTTC CCCGGTNGNT NTTTTATAGG TNCNAAGAAA AANA 



720 



r ATCAACAAG CGGTTCGCGC AGCTGCCGGA gaacctgcgc ctcaacgggg tgacgccgag 
rGGCAAGCCG cggctgtttg tgtgccacac gtgcacgcgc GCGTTTGCGC ggcaggagca 

oo^^rrGC CACAAGCGGT CGCACACGAA CGAGAAGCCG TATATCTGCG GGATCTGCGA 
35 Sto AGCCGGCGGG ACCTGCTGCT GCGGCACGCG cacaagctgc acggggggag 

PTGCGGGGAC GCGCTGCTGA agaagggctc GCCGCCGCGG cagcggctga gccgggcggt 
£S^rGC AAGAGCGCGG AGGGGCTGCG GGCGGCGGGC AAGCCACGGC GGCGGCTGTC 
mtctctSS cIg^cgggg AGAGCTACGC GTCGGTGCGG CCGCGCAGCG OGGGGGGGGG 
r?l£rAAGGT GCAGTTCTCG ACGCCGCAGC TGCTGCCGGT GGACCTGACG CAGGAGCCGT 
CGACGTTCAC GGCGCTGGAG GCGAACGGTC GTTGCAGGAC GTGAACAGCC TGTCCGCGCT 540 
40 GGACGGACGC CGGAGGAGGG GAGCTGCAGC CCGCGTCGGC GCTGTCGTGG CAGGCCACGC 600 

ACACGCCGTC GCTGTTTGCC CACCCTTCCC NGTTGGCCGT CCTTACGGGA ACCTGCTTGN 660 
CGCOTGCC CCGAATTGCA GGTTCGAAGG GCTTNCCCCG CGNGGGCNCN CCGCCCCCCC 
CGCI?CCCCC CCCGTNNCCC AAAATTTCAA GTTAACCCAA NAACATTCCC TTTCTGCCT 



60 
120 
180 
240 
300 
360 
420 
480 



720 



1327RP 

GATCCAAGCG TCTGGAGTAT GCTAAACGAG CGTCTCATGC CAGGAACAAC GTATTATCTC 60 

GTTGAACGCT GTCCTCGAGC CTCGAGCCAA ATCTGACCGT TTTTTTGCTA GAGCATACCC 120 

^^aaac atcttgatgc GCTAAACAAC ATGACAATGA TTAGCGCGAG GATGCCTTTC 180 

t^TTCTAAA TTCATGCCTC GAGGTCCCAG TCGGTGCCGC ATGTAGTCCT GCCGGCCGAT 240 

50 CGTAGCTGTG GTGAAACATC GGCGCTAATT GACGGATAAG CAGCTGTGTA 300 

TATATTGCGG CGTAGCTGTG £££££ AACGACTAAG GTTGATTCCA AGAGGTACTG 360 

SSgaSSg tSSSgSt AGTTATCGGA GTAACTGGGC AATGTCGTAC GGOTTCTCGG 420 

^TAGCGGAGG AATGGGCtGC TCAAGGCCGA CGACGCCGGA GCTGACGAAG GAGCTCAACA 480 

TCCcSaGGA CGTGGCGAGC GCCATGAGGA AGTCGCTQTC GTACGACTTC CTTAATGTGC 540 



55 



254 



EP0 866 129 A2 



CTGGCGGGGA CGAGCAGGCG AGCCCATCGG GACGCCGACG ACAGCGACAG CTGAGGACGG 600 

CGCCGACGGA ACTGGAAAAC CAAACCGGCG AANGGGCCCN AGGGCNGNGG ANCAANGNCG 660 

GAAAGGGGGA ANTTTGCCGA NTACCNCTGT TGGCCCNCCC CCGCGGTTCC GANTTTGGGT 720 
TGNCAAAATC CCCTCCTCAC TTNCAAACCT NCTGAGTNNA AGT 



1327UP 



GATCGGAGGC GTCGCTGGAG CGTGCTCTTG TTCTGTCTCT GCTTGGCTAC GCCCGACTTG 60 

10 GCAGCCGOGG CGCTCCTGAG CGTCTCATAC TTGCTGCCTG CTACTTGCAT GGTTTCTATC 120 

GTCACGGTGC AGCAACTGGG ACAACAGCAC CCAGCAACGG TTGCATTTAT ATAGTGTCTA 180 

CCTGTACGAT AGGGGACTGA TCGCTCTGCG ATGCGTATCT ATCTCATTGC GGAAGGTTCT 240 

CGAAACGAAA AGCGCCAGTC GCTGTCGAGC GACAATAGCG AACCACAATG ACACAATAGT 300 

GCGCGTCGGC GACCCGATCC CTGCATGAAG ACCGAATGCT CGAGCAGATT CTTGTGCGGG 3 60 

CGTCAGCGGG TAGCGCGGCT CGTCGTGTGG CGGAGCCCGG ATATGCGATG GCACCGGATG 420 

75 GCGATGTGCT CGGCGCTCGG GATTAATCTA GCTCTTCGGA GATATGCTTC TGTAGGAGGA 480 

AGAGGGCGTA GGGAGAAGGC CTGGACGCGG GCTTGGGGAG CTCTGCAACG TTGCGGGGGC 540 

GTGCCGCCGT AGGCGGCGGC ACACCGGGNA AATNCNCNGN GANCCTNGTO CCCTCCNTTC 600 

CNCCCCCCAA ACTTGCGGGC NTTNCCCNCC CGAATNNCAA GGNNGNCCCC NAAATCCTNA 660 

ACCCCCCGNA GGAAAGNNTT GGCCTNTTGA NCAAANNACN CGCGTTNAAA NTCCCGGGGG 720 

TTTGNGGCCC CCGAAAANGG GGATAAACCN GGCNACNACC TTTTGAAATC GCGTTTCNTT 780 
on TTNCCCCCAN ACNT 



1328RP 

GATCTCTTCT GCAAGTTTCT TTATCGGAAG CCCAGGCTCT GGATTTCCTT TCTCAACACC 60 

25 AATGGTATTG TCTTCGATAT CAGAGAAGGA GCGCTTCGAA TTTTGCGCAC CACCATATGG 120 

ACTCTCTTCA TTATTTTCGT TATTTTCTCC ATCACTTTCG CTTGCCAAAG AAGAATCCAT 180 

CGCACCCATT ACATCGAATT CTTCATTATC AGCTTCTCCA CCTGTTGTAG TATTTCGTTC 24 0 

ACCATTATTA TCCTGTTGCT TATTGATTGC ATCACGGCCC ACACGGCTCA TTTGTATCAT 300 

GCTAGATGTA TATGGGACAT AATCCACCTT TTCCAACAGA GGACCGAATC GCTCAACCAA 360 

GTATTGATTT AAAACCAGGA AGTTCTTTGT ACTGACCTCG GCATATTCCT GATCTTGCCC 420 

. 30 GAAACGTGCC GAAATTACCT TAAATAAGTC GAGCACGCAT GAGTTGGCCA TGTTATCAAA 480 

GTAAAGATTT TCTTGTAGCA GCTGACAAAT TGGATCAAAA AGATCTTAGA TATGAGATAG 54 0 

TTGTGATAAA ATTCATCATT TACAGCCACG ATACCCTTGA TACCCGAACT GCAGCCAGCC 600 

TTAACTGTAT AATATGGATG GTTCCATTAG TTTCCAATAG TCAATAGATG CCATTTTCCA 660 

ATATNAACCC CCCTTGACAG CATAATATCA GTTCCNTGTT NTNATAATCC CCCCATTTTA 720 
CCAAACCNGC NCNGTTGATT NCCCNNCCTC CACCCCT 



1328UP 

GATCGGAGGT ACATAAGTGC TCTACCGACC AACCCCGCTC TCCATGCATC AACCAATGG A 60 

An GTTGAAACAG TTGACTGGCG AGCAGGCCGC CX5CACTAGAT GCGGAACTCA TGGGCCCAGA 120 

CGTTGGCTAC TCGCTGCATC AATTGATGGA GCTAGCAGGT CTTGCCGTGG CGCAAGTCGT 180 

CGTGCGCCAT TGGGGCGCCG CACAGGCGAA GAAAAAGGTG CTTGTGCTAT GTGGGCCTGG 240 

CAATAACGGC GGCGATGGCT TGGTTGCTGC ACGGCACTTG CGGCTCTTCG GCTATGACCC 300 

TGTGGTCTAC TTGCCGCGGC TGTCGGCCAA ACAGCCCTTC TACGCACAGC TTGCCAAGCA 360 

GCTACACTTC GTCGGTGTCC CAGTGCTCTC CGAGGGCGAT GACTGGCGTG CGCATCTTGA 420 

GCCACGTGAC ACGCTCTGCG TTGTGGATGC GCTCTTTGGC TTTTCTTTTC GTCCXXTCGCT 480 

45 GCGCGAGCCC TTCGCTAGCA TTGTCGCAGA GCTCAAACGC CATGAGGATG ACATCCCAAT 540 

TGTCGCTGTC GACATTCCCA GTGGTTGGGA CGTTTGACGC AGGACGCTCA CCCCTTCAGA 600 

CTTATGCACG TGTGCTGATN TCTCNTGAAC GCCCCCCAAA AGCTGCTCCC NCNCACATTG 660 

AAACTGGTTT TTTACCNCCC ATTANTTTCG GNGNNGTTTC ATCCCNAANC CCCNGCCCGN 720 

CCTCCNTGTT TTTANTCCNT CCCCGTATCC TGNNCCCATC CANANTGCGT TTTTGANTTG 780 
CCATTGCNTN ATCT 

SO 



55 



255 



EP0 866 129 A2 



10 



1330RP 

GATCTTGGAT 
CCCTGTCAAA 
CGTAGACTCC 
CGCAAAGATC 
GACGTTGTCA 
CTTCACAAAA 
CTGGATATTA 
GCGCTGCTGG 
GGTGTCAGAG 
CTGCATACCA 
GTCGGACACG 
CCTGGGGGAA 
AAGANTCCNC 



TTGACATTGT 
GTCTTCACAA 
TTCTGGATAT 
AAGCGCTGCT 
ATGGTGTCAG 
ATCTGCATAC 
TAGTCGGACA 
TCTGGGGGAA 
GACTCGACTT 
CCTCTCAAAC 
TTGCGGCCAT 
TGCCCTCCNT 
TCAATTNTTG 



CAATGGTGTC 
AAATCTGCAT 
TATAGTCGGA 
GGTCTGGGGG 
AGGACTCGAC 
CTCCCCTCAA 
ACGTGCGGCC 
TGCCCTCCTT 
CGAGTGTGAT 
GCAACACCAA 
CCTCNNNTTG 
GTCCCTGATT 
ANTTTCTTCC 



AGAGGACTCG 
ACCTCCCCTC 
CAACGTGCGG 
AATGCCCTCC 
CTCAAGCGTA 
GCGCAACACC 
ATCCTCTAGT 
GTCCTGGATC 
TGTCTTTCCC 
GTGTAAAGTA 
CTTACCCTGC 
CTTCNANTTT 
CCGNCAGGTN 



ACCTCAAGCG 

AAGCGCAACA 

CCATCCTCTA 

TTGTCCTGGA 

ATAGTTTTCC 

AAGTGCAACG 

TGCTTACCTG 

TTGGACTTGA 

GTCAAGGTCT 

GACTCCTTCT 

AAAAATCAAA 

GACATTGTCN 

TTGAANN 



TAATAGTTTT 
CCAAGTGCAA 
GTTGCTTACC 
TCTTCGATTT 
CTGTCAAAGT 
TAGACTCCTT 
CAAAAATCAA 
CGTTGTCGAT 
TGACGAAAAT 
GGATATTATA 
CGCTGCTNGT 
ATGGGTNCCN 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



15 



20 



25 



1330UP 

GATCAGATGT 
ATTATACTAA 
CACCAGAATC 
GGGTAGACCC 
CACCCCAGCA 
GCATCCCCAA 
TTGAGCTGCG 
GCGACGCGGC 
CGTTGACGGA 
GCGGAATTGA 
GAAGGAAATG 
NTGCGAGGTC 
NNCTTTTTAA 
AATTNGCCNC 



TTTGTGCTAG 
CTAGTGTTGT 
CAAATGCGTT 
AATCTCCAAG 
GTACGCGCTC 
CCTTCTGTCA 
GAGTCAGCTG 
TATCCGCGTC 
GCCTGACGGA 
TTACCGCGAT 
AAAGCCAGGT 
AACCGGTTTT 
CCCAAAGGCA 
TNAC 



TACGTCGCGA 
TTTGCAGTAA 
TTTGAAAAGA 
ACAAGCTTGA 
GCAAACGCAG 
ACACTACAAA 
GATATGTGCA 
GCGGCACGCG 
GGCAGTCGGC 
GGCAGAAACG 
AGTGACGGCA 
TTGGTTACCC 
GGGCCNTNTT 



TAGTACTAAA 
GCGGTAAACC 
GGTTAATTGA 
CTAAGGATGC 
TTAACTCGGC 
ACGAATGGGA 
AAAAGGAGCT 
CGAAACAGGA 
GGGCAGGCTG 
CACAAGAATA 
TTTGCTCCTG 
GTTTNNTTGG 
GCTGAACAAA 



ATTACCATAT 
ACCCATTACG 
GCAGTATATC 
GCTAATTGTC 
TACGCTCAAC 
TGCCGTGATG 
ATCGTCAGCG 
GAATGATGAA 
CCGATGCCCC 
TGTGCAGCAA 
GAACAGCCGG 
TTCCG GAAAA 
AAGGGTTTTT 



GCCCATCAGC 
CCTGTTGTAT 
GATGAGCATG 
ATTGCCCAGA 
GCCAATTACA 
CTGGAGACAT 
CTGTACAAGT 
CTCAGACACA 
GCCCCTTCCA 
ACGAAAGAAA 
TCCAAACGGG 
ANAATTANCT 
GCTNCTNNAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



30 



35 



1331RP 

GGATCATTCT 
ATCGGAGGCG 
TAATCAATAG 
CGTAGAACAT 
ATAACATGTG 
GAAATTAGTG 
TCGGCTACTG 
GATGCATGTT 
CATAGTAATC 
CGATGGCTGG 
AAATATCATA 
CCTTTAATAN 
GCNNACCCAA 



CAGGTATTAG 
CCTCTAGAGT 
CCGCAGCGCA 
TGAGAGCGGT 
ATAAAGGTGG 
CATACCCAGC 
TTCTCAAATC 
TCTTGAGGAA 
AGCAGAAATG 
ATTTTCCCAT 
TGCCCTTGGC 
TTCCACATGT 
AAANATTCCT 



AGATTGCTGA 
TGAAACGAGT 
ACTCTGAAGA 
TGCCTCTATA 
AGAGTTGGCC 
AGCTGCAGCT 
CAGAAGAACG 
GCCTTCATCT 
ACAATCCATA 
GGTAGAAAGA 
TTTCTCCTGC 
TCCCAATTCC 
TCCTNTCCCT 



TGGGCACGCG 
TTATTATACT 
TGATCTAAAG 
ACTTCATGCT 
AATGTGTTCA 
TTATTCTTCA 
TTCGAATCAA 
GGGCTCTCCG 
TATGGTTCTT 
AGAATATCGT 
CAAAATTCCA 
TCCCATKANA 
TTTCCCCANA 



CTTTTTCTTC 
CAGCCATTGC 
AAGGAGCATC 
TATAAGTGGA 
AAGCTTCTAA 
AATGATCGAG 
GGATTTCCAA 
TAT ATCT GCT 
GGCTTTCGTT 
GCTCTTTCTT 
AAATTAGANA 
TNACTGTCTA 
TGCTCCTTTN 



AAGGAATTCG 
TACAAGCATA 
TGCCTTTTCT 
AGCACTCGAA 
TTCTGAAACG 
A GAA G GTGA T 
GTTTCTTTCA 
TCAACTCATC 
TGTAGTTAGT 
TTCAAACAAC 
TTTCTNATCC 
ACTGTTTGTT 
CCAGTC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



45 



50 



55 



256 



EP0 866 129 A2 



10 



15 



25 



30 



133 1UP 

GATCGTGCGC CTGCTCCACG AGCGGCTGCC CAAGGCCACG CGCTCGGACG TCGCCTGCAT 60 

CAAGAGCTAC GTCTACGGCG ACGGGCTGGA CGAAACCCCC TGGTGCGCCT CCCATGCACG 120 

CCCCCCGGAC TGCCCCGCGC AGTCGCAGGA ACGCCAGGGC ACGTGCGGGC CGGGCGACGA 180 

CGAGCTGCGC ATCTTCACGC TCTCGCAGCT GCTGGAGGAC CAGTCCGCGT CCGAAGATGT 240 

CATCCCCGAT AGCATGGATG CGGGCGACGC GGTCAGCCTG GGCTCCCCGC AGCCCCAGGC 300 

AGGCCTCTCG CAGCACAGCT TCTGCCCAGA TTCCACGCAC GCGTCGCCCC TTGGCGCCCG 360 

CCGGTTAACC CCCTTGACGC GCGCGCCCGC CTCCCCACTC CCCGTCCGCG TGTACACCGC 420 

GCCCGCCTCC CCGCTTGACT ACATTCCCGA CAGCAAGGGA TGAACCCCTA CGTCCTCCAG 480 

GGCCCCAGCC AGGCCCGCAG CCCGCCCTCC CTGNTTGAAG GTNNGAANGC CACCCTNCCA 540 

AAANTTTAGG GGTNGNGGCC CNGGGCCGCT CAACCGNTTG GCGTCCGHAA AANCCNNTGG 600 

CGGCGTNNCC CCNNCTTTAA GGCGGCNTCG AACNCNGCNT NTTTCGGGNA GGGTTTCCAN 660 

ACNCAAACNG TNNNNCCCCC CCTTTTTTCT TCNAANAAAG GCCTNTTTGT GTCNNTTCCG 720 

CCNGGNNGGN AATTTTNTTT TGTGGGGCTG NNCCCTNAGA AAACNCCCNC NGGGNCNNNG 780 
GGGAAAAAAA AANTTTTTTT CCNTNGGT 



1332RP 

GATCTTTTAT GTTCCTTTAG AGCAAGGTCA ATTTTCACAC CACTTCTATC ATCTTATATC 60 

CAGAATAATT TGAACAAGAA GGTACCGTCT AGTGAACGAC GTGATTTCAT GCCGGCGTCC 120 

20 AAGGTTCATG AGTCATTACT GAAAATGAAG CAGCACTATA TCGAAAATAG GTTGCTCGAA 180 

CTACAAAAAC TTCATCAGTT ATTCTGTAAA GATAACGTGA ATTTTTCCAA AAAAATGATA 240 

AATGTCGAAG AAAGAAGAAT CGTAAATCTT CTAAATGACC TAGATGATGA TGCTAACTTT 300 

ACTTTTGAGA CTGTCCATAC TAATTTTGTG AATAATGAAC TATTCATGGA ACTACATGAT 360 

CACAAGTCAG TGATATCGCG CGTTTGGACA TTAGATACTG CGGAGGATTG CAATCGCATG 420 

AAGAAAAGGT TACGACCATA TACACTCAGC TCCTCGACTA TTTCAGGCTC AAGTTGTCCA 480 

ATATTGATGT AGATCCAACC GCCACTATGA ATTTNAGTTC CGAAACTCCN TTGANCAGTG 540 

TTACCTCCTT ATTGTGTTTG TTACNCCAAT TGATCCCTCC ANTTTCCGAT TCTGGAAAAT 600 

GGNGGAAAAC CNNCGAAANT GCNGAAAAAC CTAAAANAAG GAANACCGTT AACNGGGTTN 660 

GGAATGTCTA TTGGGGGGGG GCCNNANCTT TTAAAGNNNC TTTCNNGGGG AANANNCCNN 720 
NCTCCCNTNA AANTTTTTTC CCCNGGGNAA AAANTTNTCT GG 



1332UP 



GATCTTTTTC AGACGCAGTG TACTATCGAT GAAGCATATG ATTATTATAC AAAACTTCTG 60 

TCCGATACTA TTGCATTAAA CCCGCTTAAT AGAAACGAAT TTTTGGAAAG TTGCGACACA 120 

TTAGAGATGT ATGGAGTCGC TTCTATTGAA AATGGCAAGC ATGGCAAAAA GGCCAAACAA 180 

35 TTGGTAAAAC TGATCAAGAG TACAGTTGAT GAAAAGGAGT TCCATGATGA AATATGTNAG 240 

ATGGACTTGC TTAAGAAATT GATAATATAA AAGGCTACGA GCTTCAATAT TATAATACGC 300 

ATTGCATAAT TTATTACATT AAATTGATAT AGGTATATTT TTCTTCGAAG AATTAATTCT 360 

AATCATTTCC ATGTGAAGAT ATCGCCCTCT GTGTTACCTG CGGATATTTC GACTCTTAGT 420 

ATATCTACAT ATTTTGGCGA GCCATTATTT AAACTCGCCA GCTTGACTCT GGACCCAAGA 480 

GCCGTAATGG CAGCAGCTCT TCCTGAGCGC AATTTCTTCC AGCAATTGAG GCACCATGTG 540 

CCGTCCTTTA ATTCCAGCAC ATATAACAGA CCGTCCCGTC CAATAACCCT AACACAATTA 600 

40 TTCCCTTTCT TTCCCATCAT GTTTCCGATA CTGGACATTC CCTGAAATGC AANTTTAACA 660 

AGCCTTATAC CAGTGAAATC NTGCGTTTTG AAANATGCCN TGCCAATTTC AACCCGTGAG 720 

GTGCGTAACC TGAACTTTTT TTGAAATTTC AACCCCCCCA ATNANTNTTC NTTTTTGNAA 780 
CCCCATGCCT TGTTCNCT 

45 



SO 



55 



257 



EP 0 866 129 A2 



10 



15 



20 



25 



30 



1334RP 

GATCATAATC 

AGAGCGCCGG 

GCCACCGCTC 

CGATACTGGA 

CCGCCGGCAC 

CCGACCCTCC 

CGTCTTTTGC 

TGTTACTGCG 

GCTACGGCTG 

AGTAGGGTAC 

TCNGGCCCCC 

CCCCGAACCT 

CACTTTCCCC 



CAGTCGCTGT 
AAAAGCTTGT 
GACTGCAGCC 
CGCTTCATGA 
CCGGCCACCC 
AGCATATACT 
AGCAGAACCA 
TCCCCGCCGC 
GAGATGCTGC 
GAACTCATGC 
NATNNCTGTT 
CCTTCCCTTA 
NAAANGTNGC 



CGAGATACTC 
CCGTTGGCTC 
GCGC ACGCT T 
TGCACTTTAA 
GTCGCCCCCG 
GGTTCACCTG 
TCTCCACCAG 
AACCGCTCCT 
GCAGCAAGAG 
NCCCTATGCC 
CCAACTNTTN 
ACCAATCCTG 
GAANAAAAAN 



GACAGGAATG 
CGGCGTTGCG 
CCGCATTATC 
GGCCACAACC 
CAGGACAGTC 
CACGCTTTCC 
CTTGTTATAC 
CCCCAACACC 
AGAGTGTCTC 
CTACACCATG 
TTANCTGGGC 
GCCCNCTTTC 
TTTTTTTNAT 



GACGTCAGCG 

GTGAGCGTCC 

TGGTTCATGG 

TCGGCCGTAT 

CCGAAACGGC 

CGGCCCCCTA 

TCCTCAAATA 

GTGTCCGTCA 

CCTTCATTGA 

NANCTGGTTT 

CACNTTTTTT 

NCAACAGGAA 

TOCCCT 



ATTTCGTCGA 
CGGGCGGCGT 
AGAATAGCGA 
CATGCTGGCC 
CTCGTCCTAA 
TCAGCCGTGT 
ACGCTGCGTA 
AACGAGAGCT 
ATTGCACGAT 
CTATTGTTNN 
TNTGGTTGCC 
ACCTTNTGAA 



1334UP 

GATCCTGCGC 
CGCCGGCGGG 
GCTTTTCGAC 
CGCGTCTGGT 
AGACGCCGTC 
CCTGTTCGTC 
CGACCGCGGC 
CGCGTGGCAG 
CGGCTCCGCG 
CTCGCGCCCC 
CCGCCGGGGG 
CCNTACNACN 
TTCTCCGGNG 
NNNGCCCCCC 



GGCTCCGGCG 
CCGCCGGTGC 
ATCACTCTCA 
GATGTGTCCC 
GCGTGCGAGC 
GCGCCGCTCG 
CACGCGCTCG 
AACGACAAGG 
CGCTCCGCGA 
CCGCCAAGCG 
GCCCGCGCTG 
CCCANTTANC 



CCCCCC 



AGCCGGACAG 
GCGGCCTAGT 
ACGGGCTGCC 
GCGGCGCGGC 
GCGCCAGCCC 
CCGTGCAGGC 
CCGGCGCCGC 
TCGTCTGCGC 
ACATCGCATG 
CTNCCTCCAN 
GCCCGAAAAC 
CAACACNTTC 
CCGGANKATT 



CGCCGCCGTG 
CCGGGCTGTA 
CGGGCCTGCG 
GTCCACCGGG 
GCTCGGCGCT 
GCTGATCGGC 
CGCCGTCGGC 
GTGCTCCGGC 
AACTGTATAC 
CCGGGGGGGC 
CCCCTTCCGC 
NTCAACGGGT 
NCTGNTCCCN 



GCCATTCTGG 
CAAGTCGCCC 
CAGTACTACG 
CCCGCGTGGC 
GACCTCTGCG 
CGCGGCTTCC 
GTGCTGGCGC 
GACACGCTGT 
TACATACCTG 
CCGCGGGGCC 
AACGNCCAAN 
TNNTNGCCCC 
CCGTNTCCCN 



AAAGCGCGTC 
CGAACAAAAC 
CCTCGATCCG 
ACGTGTTCGA 
CGGGCTCCGC 
TCGTGGGCGC 
GTAGCGCCGG 
GGCAGGAGCG 
CTACGTTGTG 
TTCCAACTCA 
AANNCCANNC 
CCCCCGNCNC 
CCTTATTTTG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



35 



40 



1335RP 

GAGGCAACGG 
TTTGGGGTTT 
GCAGTGGGCG 
TGCTGTGGGT 
TTTCTGACGT 
GTAACGCAGA 
TATGCGGGGA 
CCCAAANTTC 
AAATGGGGTT 
NCCTTTTAAA 
AAAAAANCNG 
NNGGGGNCCC 
CNTTTTTTTN 
NTNNNTTTTN 



AGGTGGCGGT 
TGTGGTCTTG 
CGATTCCAGG 
CCTCCTATGT 
TGTTATTCCC 
GTAAGACACA 
NCCNTNCCAA 
NATTTNGGGN 
TCCAAAAAAA 
AANNTNNTTT 
GTNTTTTCCC 
CNNCCCCCCN 
NNNNNNNNAA 
G 



GGTATCAAAG 
CTTTTGTTGG 
TCCGCCAAGT 
GATTGCGACC 
TCCGGGCCAC 
CGCTTGCTTC 
NTTTAACCTN 
NCNGAAAATN 
ACCCNCCANT 
NTGTGGNGNC 
CNTNGGGGGG 
ANCNCNNTGG 
AACNCCCTTT 



GTCTGGTAGT 
ACGCTAAGGT 
TAATGGGANA 
CAAACGTATG 
TAAAACTGCG 
GTGTGAGCGA 
TGNNAANAAA 
CCGNTTGGGN 
TTTCCCCCCC 
CCCCCCCCCC 
AAACCCCCCC 
TNCCCCCCTT 
TTCNNCCCCC 



CGCTATGTCC 

TGGGCGCGGC 

CACCGCGCCG 

GTCCGCCCTT 

CCTACTCTGA 

TAGTGTGCGA 

ANACCCAAAC 

AACCCCCCGT 

CCCCCNAAAT 

CCCNAAAAAA 

NAAAANNCNN 

TNANAAAANG 

CCCCNNAAAA 



TTTCCGAGCT 
GAAATCACAT 
CTCAGCATAG 
GGGTTGTCAT 
TTCTCTGTCA 
CATAAATTAC 
TNTTTCAAAA 
NNNGGGGTTT 
TNTTAAAAAN 
AATCCCCCCN 
ACNTNCNANN 
GNCCCCCAAN 
AATTTTTNNN 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



45 



50 



55 



258 



EP0 866 129 A2 



13 3 SUP 



10 



GATCAGATAA 
TGTACCAGGC 
TCCGGATGCG 
ATCTAATTAA 
CCTGTCACTG 
GCGGTGGAAA 
TAAATAAGCC 
CNANTCNTTC 
NAAACAACCC 
NCNATTTGTT 
AAACCANNAC 
AAATTTAAAA 
TTGTNGNNNA 
TNGNANGGGG 



GAATTGAAGC 
TGATAAAATG 
GATGGACTGT 
CGTATTTACA 
GACAGCGCCG 
ACAACGTCAC 
GAACAGTTTA 
CCTTACAAAA 
HAANCCCGTT 
NNTNTNANGG 
CCCCACCCCN 
ATTNNNNGAA 
CANCCCCCAA 
AACCANTCCC 



TCAGCGGCTG 
TGACACTATC 
TCTGAACAAG 
TATCAGTGGC 
TCATATAAAC 
ACACTAACTA 
CGATTCCAAG 
AGGGAGGGGG 
TTTCCCCCCC 
GGANAGGACC 
ANAAAAANGG 
ACCGNAAAAC 
CNNTTNTNAG 
CCCCCNT 



ATGAGCGCAC 
ACCATAATGG 
ACGTGCAACG 
GATGTGTCTA 
ATTATTGTTT 
AATCTAACTC 
GGCACGGTGG 
GCCCTACCAC 
CCAAAATTAA 
CCCCCCCGGG 
GGGGGGGGGN 
GGNGTGNNCN 
NNNCCCGNNC 



TGCTTCCGAT 
GGTTGTAGCT 
TGCGAGGCCC 
GGTGCCGGCC 
AGGGTTTAAA 
GAGCCAGCAA 
AACCCCCCAA 
TACCGAAACC 
ANANTGGGCG 
GNNNGGNTCC 
GGAACNCCCC 
TNCCCNNNNG 
CCCCAAACNN 



ACGGTGGTCC 
GGATACGATG 
ATAGTGGGAA 
ACCTCGATTT 
GTTGCTTTGT 
GCAACTATGT 
GGCCCCGCTC 
ATACNGGTTN 
CCCCCTGNNC 
CCCCNNTCNA 
GATTTCTAAA 
AAAAANGTTT 
AAAANTTTNC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



15 



1336RP 



20 



25 



GATCATGTTT 
AGTAATAGAG 
GAATATTCTC 
TTATCTGTAT 

tggtagcgat 
cttaccatta 
gttaccactt 
accccgaaca 
gtttttgttc 
ccccgtcccc 

CCCCATATNT 
NTNTTACCCC 
GGCCCCCGNG 
CN 



AACCCAGATA 
CTGAACAGGT 
TGAAGAAAAG 
GTACAATTTC 
AACGCACACT 
TTGCCATTGC 
GCAGCGCCCA 
TGGGTGGCAT 
CGCCAAATTG 
CNGCCCCCNN 
TNNCTGCGCC 
CACCCNCCCC 
CTCCCCGGGG 



CGAAAACTGA 
TTCACCAACC 
CATGACCACA 
ACGTTATAAA 
CGAGTGAAGT 
CAGATGAAGT 
GGTTTGGGGG 
ACCCATGGGA 
AAGTTCTTTG 
TCCCCCAANC 
GGGGTTTNTN 
CCCCCCGGAA 
CTCCCNTATA 



GAAGCTAGAG 
ATGGGTTAAA 
GGATTACATA 
TTTTAAAAGT 
CCATCCAGTA 
ACCCATGTTC 
AATCATGCCA 
AACGCCAGGC 
GTTTNCCNNN 
TTTCCCNNTG 
CCCCCNGGGA 
ANCCNGTNTT 
CCCCCCGGNN 



TGGATAGAAA 
AAGTTCTTGA 
GAGTAACTTT 
ACTCGGGCAA 
CATAAACATT 
TGGTGATTGC 
GGAAAGGGAA 
GGCTGCGGCA 
CCCCCCGGCA 
NNGTTGGAGC 
GACCCCCCCC 
AAAAAATNCN 
GTAAAATNNC 



AGCTGCGAAA 
ATAGCAGTGA 
TGTGCAAAGT 
AATCGGCACT 
ATGTCAACTA 
CTGACCCATT 
AGGGCGGGAA 
GAGAACCGTT 
AAAANCTTAA 
CCCCAAACCC 
CGCNTTGTGN 
AANAANNTNT 
NAAGNGGNCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



30 



1336UP 



35 



40 



ATCGCCATTT 
AAGCCCTCCC 
TCGTTCGCGC 
AGCGCCTCAA 
TTCTTAGACG 
GCTACGCTTC 
CCTTGTCTCC 
TCAACCCGGC 
ACTATGTAGC 
ACGTCGCGGC 
CNAACTTGCA 
AGAACATCCT 
NAANCCTACC 
NTTNAAAGGG 



TAGGGATGAT 
CGCTGTAGAT 
GCCTGTAGAT 
ACAGGCCCGC 
ACATGTGGTT 
TGCGTCGCGC 
GACGCAGCGC 
CCGAAGCGCG 
TACACACTTA 
GGCAGCCGTG 
NTTCCCAAAN 
TACCAACTTC 
CCCCCCCNTT 
TGN 



CCCGATCACC 
GTTGGCCCCC 
CTGCATGCGC 
GGTCCCGCCC 
ATCAGGGTAT 
ACCTATATAT 
CAATAGGAGC 
GGCCAATGGA 
GGCCTCGGCC 
GAG AC GTGTT 
NCCCGNAGCG 
TTGTTGCCCT 
TTNCCGNNAA 



ACAGCTCCGA 
GTGCGCAAAA 
ACCTTGATCG 
GCAACTAGGT 
GGCTGCTGGC 
ACAACGGGCA 
TCGCGCATAC 
ACCGTCACGT 
ATCTCGCGCA 
ACGCACCACC 
CCGCGCTTCN 
NCCACTTCTT 
TCCNACC TTN 



GGCCCTTGTA 
ACCCAGGGGG 
TGTCCAATGG 
TCACGGCCGG 
ACACTGCGCT 
CCGACGGCGG 
CCCCGGGCGA 
GAAAAGCAAA 
GTCTGCGGAT 
GGCCACAGTC 
CCGCCTTCTT 
MAACCT GTTT 
TNCNTNCTTT 



GAAAGCCAGC 
CTTCGTGCCC 
GTGGCAGCAG 
GTTGGTAGAT 
GCACGGATCC 
GCCGCCCGCA 
ACGCGGTGAG 
GACTTAAAGT 
CGTGGAGCGC 
NTCCTTTGCA 
TGCCGCAAAA 
CCNNCACGAA 
TACCATTTNT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



45 



1337RP 



50 



GATCTTAATT 

TATAATCTTA 

AATAGAAAAC 
ATTTTTATTA 

ATAAATAAGA 
AAATATACCA 
ATTTAATTTA 



TAAAATTTTA 
AAATCATAGG 
CATAAGTTAA 
TTTAATTGAT 
AATTACTTAT 
TTTTTATTAA 
TATAAATTAT 



ATTAACTATT 
TAAAAATACA 
TTGATTCATA 
TATTATCTAT 
AGAATATTTA 
TAAATAGATT 
TTAATTTACT 



TATAATTTAG 
TAAGATAGTA 
AAGAAAAATG 
TTAACATAAA 
TTAAATAGTA 
ATTAAGTTTA 
TCATTGATAT 



AAATATATAA 
AGAATAAAAT 
GAATTATTTG 
ACATTTTAAA 
TTTAATTTAA 
TTAATATTAA 
ATATAATTAT 



TCTAGAGATA 
TAGTAAAATA 
TGGCATCTTA 
ATGTT ATAAA 
TTTTAATATT 
GTGATATATA 
TAAATGTACC 



60 
120 
180 
240 
300 
360 
420 



55 



259 



EP0 866 129 A2 



TTTCATAATA 
TGGATATTAC 
AATAATTTAT 
TATTATTAAT 
TATCCTTTNN 
CCCCNTTANN 



TTTATTTTTA 
TACCTACTAA 
TATCTAAAGG 
AGTAAATTAT 
TAAATGGGGA 
ATAAAATTAG 



TTAGTCTAGT 
ATATTTACCT 
TATATAAATT 
ATTATTTATT 
ATTTATNAAT 
TTAANNNTGN 



AATATTTCTA 
AATAATATAT 
AATTAAATCC 
TTATTCACCA 
AATTANCTTC 
NCTCAAAANN 



TTTAATAGTC 
TATTAAGAAT 
TTTTTTATTA 
TAATTTTTTT 
NANGAATTTT 
CCNATCA 



TCCCTTTAAT 
ACTTAAATCT 
TTATTTAAAT 
GATNATAATA 
AATGAANAAC 



480 
540 
600 
660 
720 



10 



IS 



20 



25 



30 



35 



40 



SO 



SS 



260 



EP0 866 129 A2 



1337UP 

GATCAATTAA TAAATGGTTT AACTAATAAA GTTAATAATA AATCTATTAA TTATATAAAA 60 

CTACCTGATT TTATTGAATC AAATAATATT TTCTTAATGA ATACTACTAA ATCATCATCT 120 

5 ATTGAGTTTA TATTAAATTC ACCACCTCTT ATTCATTCAT TTAATACTCC TCTAATTCAA 180 

TCTTAAAATA TTCTTAATTA TTAAATTATA TAATAAAAGT TAGTGGATAT AGTTTAATTG 240 

GTAAAACATA TGTTTTAGGG ACATATATCT TCAGTTCAAA ACTGAATATC TACATATTAT 300 

ATCATTAATA TAATAACTCT TTAATTAGAG TGGTACCACA AGAATGCTGA AAGCATTAGG 360 

GGTG TGTACC TTAGCTCTCT AATTAAAGTT ATAAAATTAT CTTAACTAAT AAAAATAATT 420 

AATTAAATAA ATAAATAATT AATTAAATTT AAAATGTTTA AAAAAAGAAA TAAATAATAT 480 

10 GTTATATTTA AATAGATCAA AATTTCAACA ATTTCCATTT CATTTAGTAC TACATCACCA 540 

TGACCAATGT TACATCATTT AGTTTAATAG GGTTTACTAA TAACCTTTAN CCTTTTACCA 600 

AANNANNGGT ANTANTNGGA AAAATTATNC CCTTAATAAT AACCTTNATN AANNNATTNT 660 

ATATACCAAA ANNTTNTGAN ATTTNAAAAA ATATNGGCCG AANCNNCNTA TTTTGNGTAN 720 

CCCCCNCNTA CNCCNGAAAA AANGNTTACC CGTGTTCCCC CNTATNNTGN NTNCCCNAAA 780 
ATAAAAAATG NGCCCCCAC 



1338RP 



GATCAACCGC AACCCGTCAC TCANGTCCAG ACCGTTATAG AGACGGTCGT CGATGGCACT 60 

ACAAGGCCGG CAAATGCTTT GCTTATGAAT AGCACGGTTG AGGTGATAAC CGTTAAGGAA 120 

ATAGTGAAGG AGACAGTTTT CGTGACTGAG AAGGTGACTA ACTAACTCCA ATGCAAGCAG 180 

AACGCTTTCT GTCTTTTTGT CCAAACCTAC CTGAACACCT AAACTTAGTT ATTACAACAT 240 

GAGTTTTATT TACACAGTAG GGTGCCACAG CCACAGGAAA TATCCAAAGA AATTAGCTTT 300 

GCCTTGATAA AAGATATTCA TCCCTATTCA GCGACCCCTC TAATACGCAT TCTCTAGAAA 360 

GTTCCTTGGC TTTCATTTTA AATCCTCGTG CACCTCGTCC GTAACAGTGT CTATAGTATC 420 

ATTCCGTATC ATTTCTGAAT GAAGTAGATT CCATATCAAC ACTTGCTTTG GTGGAAAGCT 480 

CATTATTCTG AGCAGTAATG GCTTCACCTC TATCCTGTTC CAACATACTT TTTTTAGCTG 540 

CCCGGATTAA CCTCCCTGAA TTCCCTTACG ATGCAGTCGA GACCCATGCC GATTTATCAA 600 

ATTTATCTGT CCTTTAAANA ATTTTAAACC TTTGACNCCC CTATTATTAT TTTTTAGCNT 660 

ATCGTAATGC TGCCNGANCC CCCNAANGAN ATGGGGTTTT CCNTATTANC CTTTGGTTCC 720 
CCAANTTAAA ACCCNCCCCG GNCCCCCCCC CCCCCCACCN GGTGGGAKAA T 



30 



1338UP 



GATCAGGTTT TCCGGTACGT GAGAACGTAT CTAAGGCACA AAGGGCTTTG GGCGACTGTG 60 

CGGACGCTTG AGTTGCNAGA TACAGGACAA AGCTGTTACG GCGGCAACTG GTGCANCACG 120 

35 AGCAGCCGAG GAGCGATTCT GCGCGAAGCG ACGGTGAATT CGAGCCAGCT GGTAGCAGGA 180 

GTGCCGGATC GTCTATTTAG TTGCGACGGG CGTCGGAACA GGATGCACGT AAACGTTGCG 240 

GTAACACGCG ACGCTGACGC GACGGCTGCT ACGCCGATAG CACGGGAGCG CAAACGACGG 300 

CAGCCGCTGT CGCCAGAGAT GTCTTCACCA CTGCGCGGTA GCAAGCTGCA GCGGCGGAAG 3 60 

CAGACACTTG AGGCCGGTCC GGGTCGCGCC AGTGGGACAC ACACGGTGGA CGAGCTGGCC 420 

GCGCAGCTGG AGCGCGGCTG CGAGCAGGCG TCGGAGCGGA AGCCGCCGTA CTCGTATGCG 480 

40 GTGCTGATCG GCGTTGCGAT CCTACAGTCG CAGGAGGGCA GCTGACGCTG TTCGCNAAAA 540 

TACCGNTGNA TTTCCNCCNT CTCCCCTTAN TAACCGGTGT TTTTAACCCG GGGTTGGAAA 600 

ANANCTTCCG GACNACNTNT TNCTTAAACA ANGGTNTTGT TTTAAGGGGN GGNNNCCCCC 660 

TCAAAGGANG GGCCTTTTGG AAAATTAAGG GGGCCNTTNA NGGGGGCCTC NCTTNNCCAA 720 

AAAGGGGGAA TNATTTTNNG GGCCCANATT TNNCAAAAAT TNTNCANTAG GGGGNCTNNG 780 
NNAANTTTNT TCNCTT 



45 



1339RP 

GATCATCGCC TTTAGGCCCA TGTCAACCTT GCCCGCACCG ATCAACTCCG TCACGTCGGA 60 

CGGGTTCGTG GGCTCGAGCA GCGCAATGTC CACACCCTCC TGCTGAAAGT AGCCCTTGGA 120 

CTGGGCTAGA AAAATCGCAA TGTGGTATGG CGCAGGCTGC CAATTCAATA GGAATGAAAC 180 

TTTGCTAGAC ATCTTCGGTG CAGTCTCCGC AGCTACACCC CATTGCATCC AGGCTCATCA 240 

GC CGCTTTAT ATACCGCTGG GCCAAAGATG ATTGAATACG GTTCGCAGAC GGCTACTGGA 300 

ATACCCGTCG CGCCACAAGC CCGCCACTGG ATGCCATGCG CCAATGCGGA AGCCTCCTAT 360 

GTGACATGTA CTAACAGAGC AGCTTCCTTA TGCACTTATC GAGCCAAAAC CAACATCTGC 420 

GGAATCACAC TTGACGGAAT CCGGCCCCAT GCGCAGCTGC TGGAAACACA AATCCAGCAA 480 



261 
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CTAATAGGGC TCAGTGGTAT AACGGCCCAT CGCTCTCTCA ACGCCAAGTC gTCTCTO« 540 

GAAAACATGT GATCACGTGC TACATATTCA ACCCCCGTCT TACCTCATAG CTGCGCATGT &UU 

CCA^CCTGA ACTGTTCCGA CCTTCCGTCT TCOJGAAANC CTGATT^T TGCTTTAATT 660 

CCCCCTCTCC NCCAACCATG TNTCGCCCAT TTACTTCCGT TGCTTTTTTA TTTCGTGCAT 720 
TGTTTTTNTA AAAGNNCCTG TTAANTAAAT NCCNTCATTN TGGA 
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1339UP 

GATCAGCGCA TTTGTCGATA GTGGCTTTGA TTCGAAAAAT CCGATCATTA CCATGCTGAC 60 

TATACGTCTA CTGACCAACG CCTTTGCAAA CAAAGACTGG GGCGTTAACC TAATGTCGTC 120 

5 TGCGCCAATG TATAACTCGA TATTTGGGTT GATTGATGCA GACCACCCAA CTTGTCCTCC 180 

TAAGCAACAG TCATCACTGG CCGTAGCAAT AGCTACCCTA ATATACAACT ACTCAGTGTT 240 

GGTAGTAAAA GAGAACAACC ATGACATCCT AGCAATTGTT GCAGAGGTTC TAAACAACAA 300 

ATACGGCTCC TCTTCCTTTA TCCTGCGGAA CGAGGAGGCC GCATACAGAC TCCTTGTTGC 360 

TTACGGAAAC TTAAGTACTG TGGAAGGCAC CTTCGCACAG TTTGCTCCTT CTATCTCATG 420 

GATAAGGAAG CTGAAGAGCC AGTATGGCCA CATATCGAAA TTCCAGGATA TTTTAAATGA 480 

10 TATTTAAAGA AAGGTGTACG TATATATCCT ATTCTTTCGA TCGCTGTCCC GAGGCCTTCC 540 

CGGAAAAATG GTGAAAACTT CGCTCTTTGA CACACAGCCT TTGCCCTTCA ACAGGATAGT 600 

TTGAAGGGAC ATGTTCTGTT GACAANNCTT GAACCAGGGT ACTGGTGNAA AATTTNAANA 660 

TCTTTTCTCC NCCGAAANCN ANTTCTNCGG AANTTAACGG GAAAAAAANC CCCCTCNNNC 720 
CTTTNTTTAN TAACCCCCCC CAGGNTTNTG ACCTTGATTT TTACAAAACC TTTTTNTT 



1340RP 

GATCGCCTGA TATCGACAGG CACTTTTGTA TATTAGCAGT ATTCTTGACG AGATAATGCA 60 

GTCAACTCCT ATATAGAAAC CGGATACAGT GGTAAAAACG CAAATGTAGG CAATTATATA 120 

TTACTCTTCT CGACACCACT AACTTCTCGA TAGCGGCATA TCTTGTAAAT TTGCATACAC 180 

20 CTTTTCCCAA CTTTCAGTGG TCTCGTTGGC GTACTTTACA TGCATCTTGG CCCATTCCTG 240 

GAAGACATGT GTGATACAAA ATTGAGTCTC CTGGAAAATT ACAAATTCCT CTAAAATGCA 3 00 

CTTTCTAATT AGCCAGGACC TGTTTAGTTG CTCAGCAATT GTCCGTTTGT CCCGTTGAAT 3 60 

TGTCTGTCTG AGTTTATCAT ATTCTGCACC TTTAACGTCC GGATTACTCT CCATAGATTG 420 

AAGTTTGTCC ATATTTATTT CCACTCTCCT CTGCAAATGT GCTATGTTAT TCCCCGCCAT 480 

AATTTTATAC CTATCAAAGA CCCCTTCAGT GCTATAATAA TATCTATGAA GGTCTTAAAC 540 

25 TTCACCGATA GGTGTTCCTC CACTTC CTG A CGCTCCTTTC TTAGAGGTAT CGGCCACGCT 600 

ATTGAGATGT TTTTGATATN NTGGAAATAT GANATTTAAA TATCNTGAAT AGTGCCTCTT 660 

CCTATTGGGT ANAANTGTTN CNGAATTATC AANCAATTCC TCCATCACNC NGCCAAGCAC 720 
CCNCCGTCCT TCNAANACCT GCNCNTNGCC CCGTNCGGTT NNNNNA 



30 

1340UP 



GATCTGCTGT ACCTGAATGG ACTTTGTCTC CTGAAGTAGA AATGTAATGG CCCCTTCGGG 60 

AATACATAAC AAACATAGCG GAGACAAAAA CAAAAGCGTT ATACACGCAT CTGCCGTTAC 120 

ATCACCGTCA GCTCCTTGCA GACCAATAAG CCTTCAAGTT AAATATAGGC TAGCTATAAC 180 

ATATTATGTC GCTAAGAAGG GCCAAATCGT TGCCATCGCT TAAGAATATC GCTGAGGTGG 240 

CCAAGCCCAT CACCAAGGCC CCCCCGCTCC CCCTGCTTGC GTTTGAGGGC CCTGGGCTGT 300 

CCACATGTCG CTGGTATCCC ACCACCGTGC GCACAGTGCA CAATACCCCC AGTAAGGCGC 3 60 

AGACGACGCT GCTCTCGACA GCGAAGAAGG AGAGTGCGTT TTCCGCAATG AACCTGAAGG 420 

CCTTGCGGAA CGAGTGCCGC TCCCGAGGCT CAGGGTCTCC GGGCGGAAGT CGGATTTGAT 480 

CGAGCGCATT GTCGACTTCG AGCTGAAGGG ACCGCTGGGC AGGCGCGGGA CACGGCGGGC 540 

GTTCCACAGC CCGGGCACGA GCAGCGCCAG CGTATGCCGC CCGTGGACAA GGTCACCATG 600 

CCCGACATCG CGCTTGACAG AACGAACCCC GTGCCACACC CTGAGAAAAA CTACATACTC 660 

CGGANTCCNT CNTTGTNCCN CCAAGGGGGT TTCCCTCCCC GTTACCNATT CCNAAAAGAT 720 

TTTTGCCNCG GAACCCANGA AGAAACCACC CGAACTCCCA GAAGGGGGNT TTNNNANCCG 780 
AACCGAANCT 



45 

1341RP 



GATCACATCC GATGCGAAAC TCGTATATTG TTTTCCCACA ATGATGAAGG TGAGTGTGGG 60 

GCAGCAATTG TCCGGTTGAC GACTCCTATA GGCCCGGGCA TGCCCACGTG ACCAGAAATT 120 

TGCAATGTGA TTCATGATGC AAATGGAAAC CCCATCCAAG TTTCACAGTC GCAAAAGAAC 180 

AGTTGGATCC TGACAAGGTT CTTCTGTTAG GCAGCTCTAT AGACACTCCG GTTGCTGTTG 240 

CTGCGGATGC AACGAAAGTG TCCGCCCATG CTTTACTCCA GGCCCTTTTT ACCTCTAACG 300 

AAAGTGAAGT AACTCCTGGA TGTATTACCT TTCAGCAAGT CAGAAACCTG ACCAGGTTCG 360 

ACTAGTTTTT TATTGAAGTC CGTGCTGTCT CAGTATTTGA AGCAGTTAGT CCCACGAATG 420 

AGAAACTTAA AGAATAATAG AATGGGGAAG ACTCAAAATT TACGGCTACC ATAAGACTCA 480 

CAGACTTACT CGACTCGAAC GTTTTCGTCC GCACTTTGTC CTGCGAGTCA TATACAGAGC 540 



55 



263 



EP 0 866 129 A2 



CCTGTATCGC GTAAAACACC 
CTACGTACGC CGTTTCACAG 
NAAAGGNTTT ATNCGAACTG 
AAAANCAGNG AACCATACNA 



GGATGCGCTA CAGCAAGGTA 
TATGCAAATA ATNGAAGGCA 
ANCCCTGTCC AT AC TTTATT 
TGCGTTTAAT AATGAACNTT 



CTCGCCTACA AG ACAACAC C 
TTTCCTCCNG ACTTTTTAGC 
CCCCCNANCC CNGTTTTCNA 
CACNT 



264 
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1341UP 

GATCAGAGTA GATTTAGTAA AGAGGTAACC ACCACTGTTC CAAGAAGTCC AGGGCCTTGG 60 

CTTGACCAGC ATTGGTAAGT GCTGTGGCTG GAAATTTGCA CTTAAACGGT CTGAGCTCAT 120 

5 CTGGTTCGCC AAAGACCTAT GAAGTTTCAA AACACCAACT TTGCTGCCCA TTCTATATTG 180 

AAATGTATGA CAGATGGCAG GTGCCTTACC GTACACTGTT TTATTGGTAA CTGGGTCTAC 240 

ACCTTTCACG TTCACCTTTG CCACATGGAT CAACATAGAA ATTAAAAGAG AGCCAACCTT 300 

AGCCTTGATA TTGTGCGGCC AAAGAACTTT AGACTCCTCA ATTTGTGTAT TTCTAAACGT 360 

GGTTTTTGCC CTTTGGACCA GCTTCTTGAA TTCGTTACTA TTGGCCCTAA CTTCCTTAAA 420 

AATCGATTTC TCACTCTTCA ATAGTGCTTC CGATCTGTAT TCCATCTCGA CAGCCTTACC 480 

10 TATAGCCAGA ACCGCTCCTG GTTGTTCTCA TACCTTCACT GACGCCTCCA GTTAGAATTC 540 

CAAGCCTTTA CCMATTCCCC AAATTGTTTA TGAANACACA TTTCNCCTNG ANTNACCCCA 600 

AATTGAAATT ANGGGGNCTT TTCCANNCCN TGAAANAAAA TGTNGAACGG NGTTTCAGTT 660 

AAGCCCATNT ATCACTNGGN ANCATTCNNN AAAAANGCTT CCCCCCTCCC TTTTTAAAAC 720 

GGGATCTTNC CAAAAAACCN CCCCCTNAAT GAACCATTTT NCGAAANCCG GAAGCCCNNG 780 
CCCTCNCCGN CTANATTCCN GCAANNCATN 



1342RP 



GATCCTGATT TTGATTTCGC CATTGCTGAT GTTAATGCAC TCAGTGCTGA TGTCCTATAT 60 

ATCCAGCATG AATTATCCTG GTGGATATGC GCTATCTGCA TTCAACAAAT ATGTGCTGGA 120 

CAATAATATC TCGAATGCGA CCGTCCACCT AGATGTCTTC ACTTGTATGA CGGGTGCAAC 180 

GCTGTTTGGA CAGCTGCCGG ACTCCTACGG GATCATATAT GACAAGACTG AAGGTGATGA 240 

ATTATTGGAC GCATGGTCAT CGTTCGATTA TGTCATTACA ACTGATCCCA ACAGCTCACT 300 

GCCTCCTGTT ACAGGCTACA AATGGGAGCG CATCCAAACT ACTGAGGCCT TTGACCGCTT 360 

CGACCTTAAA ACTATACCGG AAATAATCAA CTCAGAAGTT GCTAAGGGAT TCCCTATCTT 420 

AAAAGATGCA ATACTC TCTG CAGACCTGCA ACCTGTGAAG GCTGCGTTCA CAGATGTGAT 480 

CAGGTGCAGG GATTCAGTGT ATACATATAA AAGAGTTGAG AATTAATAGA ACCAGCGCTC 540 

CGCTTACGGA CAGTTTCCAT ATAAATATTT ATTTATTAAA CTTAAAAGTT CTGCGAGTTG 600 

AGGAGGAATT TGACTGCTGG AGATTCCGAC ATACTGAAAA CATAAAGTGC ACATTTACAG 660 

GATTCGGCAG TTACTTGATT CCCCNTCCTN NNCCTTAAAT GCCTGATCNA ACTTNAAACA 720 
TCC TATTGAA CCCCCTTTGG TGNTCCAANC AAANTNTAA 



30 



1342UP 



GATCGGGCAG GCCGCGGAGC AGCAGTCGCG CGCCTTCAAG GAGGCCGCAG ACTTCGGCGC 60 

CATCATCCTG ACCAAGATGG ACGGGCACGC CAAGGGCGGC GGTGCCATCT CCGCGGTGGC 120 

35 CGCCACGAAA ACACCCGTGA TCTTCATCGG CACAGGCGAG CACGTACACG ACTTCGAGAA 180 

GTTCTCGCCG AAGTCGTTCG TGTCGAAGCT GCTCGGCATC GGCGACATCG AGTCGCTGCT 240 

GGAGCAGTTC CAGACCGTCT CCAACAAGGA GGACACCAAG GCCACCATGG AGAACATCCA 300 

GCAGGGCCGC TTCACGCTGC TGGACTTTCA GAAGCAGATG CAGACCATCA TGAAGATGGG 360 

CCCGCTGTCC AACCTCGCCA GCATGATCCC CGGCATGAGC GGCATGATGA GCGGCATCTC 420 

CGAGGACGAG ACCAGCCGCA AGATGAAGAA GATGGTCTAC GTGCTCGACT CCATGTCCCG 480 

40 CGAGGAGCTC GAGTCGGACG GCGCTCTTCA TCGACGAGCC CGCCCGCATG CTGCGCGTCG 540 

CCCCGCGGNC CGGGCACCTT CCGTCTTTCC GAAGTNTGAA AATATCCTCC NTTGCCTCAG 600 

CCANATGATT GCCCCGCNTT GGCCCANGGC GCCNANAACA TTGGCGGCTC CCCTGGCNTG 660 

CCCGCCNGCC CCNGGNATGT CCCCGCCTCT CNCCTCCAAA NGATNTNACC NGCCCNANCN 720 

TCNNTTNNCT CAACCCNCCC NTGANNCCCN CATAATGGCT NNNCCGNNGG GGNCCNGGGC 780 
CCCCATGCCC CCATTAGGCN AT 



45 



1343RP 

GATCAACCAA TGTGTTAAGG AAATTTTTAA CGTTTTCCGG GGATTTGGCC ATCTTTCCCT 60 

CTAATTGGTA GGAAACATAG TCTGTAGCAC CCATGATATT AGCAAGTTTC CGCCGAAGCT 120 

GAAGCAAACT CTTAAGCCTC TTCACTTGTT TTTCGGAACA ACTAAACATT GCGGTCCATA 180 

CCTGCCTCCG AATAGCCTCT GAAGGACAAG CATTCAATAG TGTATACGGA GCATACCCAC 240 

TAGTTGGTAT CTTATAGTTA TTACCCATGG TGTCCTTGGT GAGCTGACGA AGAACAAGAT 300 

GGCTAGTGCC ACTCGATTCC AAATCTTTGC ACGGAATCTT TATGTAGCTG GAAGATAATG 360 

ATTCTGTGTT GTTGATGAAG TCTTGGCCAA TAATGCTGAT GTTTTGGGAT AACTGTATAA 420 

ACTGCTTTCT GACTTCGGGC GACGCATATG CGCCTGCTTT TTCAAAATCC TCTAGCAATA 480 



265 
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TATGGCCTAC 
CTTGTTTTAA 
CTGTTCATGA 
TAAACTCCNC 
NCNCCCAACC 
NAATTCCTAC 
TCAN 



C CGTAT CTCC 
TCTTTTGCAA 
CATTCCCTGA 
ACAATNCAAT 
TCTTGTGACA 
CCTCCNGCAT 



TCGCTGCTCA 
AGCACAACAT 
GCTGCGGCAA 
CCCCCGGCAT 
ACCCTCNCAG 
TTAGTTGTTC 



GTTTACTGCT 
CTGTATTCAA 
CAAATTGTTC 
AAAATCCTGA 
TCCTTACAAC 
NNNATACCTT 



TATATTCTCG 
GATATCATAA 
ATCCGGATGT 
TTTGATCTAT 
CCTACCCGTT 
TNGNCCCCGG 



TCCGATAGCA 
TCTCAAACAT 
TGCAACCCGT 
CNAATGATNT 
ATGATTTTNG 
GGNGG AC TT A 



540 
600 
660 
720 
780 
840 
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1343UP 



10 



GATCGATTAA 
GCGGGACCAG 
CTTAAAGTAT 
GAG AG CATTG 
CACGATATAC 
CACCAATGTA 
AGCTTAAAAG 
TGATTACCAG 
TGCGGtTCAC 
cGCCCCAAAT 
TAACTCCTCC 
TATTTTGCGG 



AGGAAGCATC 
TAGCGAATTT 
ACCGGCTTCA 
GGCTTATACT 
AGTACTCACA 
GCGCTACTAA 
TCAGATTGAT 
ATTCGGGCGT 
TGcGGcTTAA 
TTTTtGCTCT 
CACGTTACGT 
CTTCAA 



TGCTTCCCGT 
GATAGCAGTG 
TACACCAGTG 
GTGATTACGA 
TTCATGGCAT 
TCCGGCGAGC 
TAAGTAAGAA 
GTGGtCTAgT 
CTACTAAACA 
CGCCTCCCGC 
CCTTCTGCAG 



CATATCATAT 
TTCTCCACGT 
CCCACAATGA 
TGAATGTAGC 
GCCATCCCCA 
TTAATTGGCG 
AATGACGATC 
GGtATGAtTC 
TGTGAgAGGc 
GGGAAAGGTG 
ACAAGTTGCA 



AACATTGTAC 
CCCCGCTCCA 
TGCGTACTTG 
CAAGAGAGAA 
AATTCCAATA 
TCAGTTCAGA 
AACAGGGTGC 
TCGCTTTGGG 
CCTGGGTTCA 
AATATCATTT 
GCGGTTTACA 



CCGGGGCTGA 
CTGTGAGCTC 
ACTTGTAATC 
AAGGTTCATT 
CAGC CATT AG 
GTGAATCTCG 
TCAAAATAGT 
TAAGCGAAgT 
ATTcCCAgCT 
TACAAGTAGT 
ATGCTCAGGC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



15 



1344RP 



20 



25 



GATCCTTGCG 
CATACTGACT 
AACCCTACTT 
TAACTTACAA 
ATTTAATTAT 
ATTAATTAAT 
TAGTCGTTGA 
GTCCTTTATT 
ATATTTAAAT 
GTAACTTTTA 
ACTTACGTTA 
ATTTAATANA 
CNCCAANTCC 
TNAACCNCAN 



TACTAAGAGT 
CACGTCGTAT 
AGCTGTTACA 
TAGCTACTCT 
TATTTCAATA 
ACATATTGGG 
ACGTTCTTAT 
ATTATAAAAT 
ATTGATAATT 
TTCGTTTATC 
TTGTNCTACT 
TACCCCAANT 
NNCTCTCTCA 
CTTTTTTCAN 



TAGACTTTAA 
TTAACCCAAC 
ACCAAGAGGA 
ATCGTTATAT 
ATTCTCATTA 
CTTTCGTGGA 
AACTTTATAA 
AATATTAGGA 
AAATTTCACA 
AAATACCATT 
TGTAGTATTA 
AGNTTTTTTT 
ATATTNTTAA 
GGCTTTCNAN 



TTAATAATAT 
TCACGTAACC 
TAGGTTGAGT 
TACCCTGTTC 
TTGTTCAGAC 
TATAATTATT 
AAAG GAT TGT 
GTTCTTTGCA 
ATTTAATGGG 
ACAATATGTT 
CNATTATAGC 
ANCATAAAAA 
AAATTTTAAA 
CCTNTTNAAT 



TATTTGTAGA 
TTTTAATTGA 
CG ACATC GAG 
AATTTTGTTA 
TATTTCATTA 
GTTAATCCTA 
TATAAGCTTC 
ATTAACCCAA 
ACTATTAATT 
ATATTTGTTC 
ACAGTTACCC 
GGANCTAATT 
CNNAANTAAG 
ANCCCCN 



AGATAGAAAC 
CGAACAGTCA 
GTGGCAAACA 
TCATAATAAC 
TGTATTATTT 
CTCATATATC 
GCTGCAGATT 
TTTACTCAAT 
AATCCCTAGC 
ATTATGCCAA 
CATCATATTT 
TCCCTTTTTT 
AAACCCCNNN 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



30 



35 



40 



45 



1344UP 

GATCCTTATA 
ATTTAATAAA 
AATAAGTATG 
TTAATAAGAA 
GAAACATATA 
TTATTTAATA 
ACAGTTACTG 
ACAAATAAAT 
AATTATAATT 
TGC TATGC AT 
TTTTATATCA 
ATATAAATAA 
ATTAAATTGC 
ANTAATTAAT 
TTGTGGTACC 



AAATGGGCAA 
ATATAAAATT 
GATTTTTAAC 
AGTAATGGTG 
ATTAAATAAA 
AATATAATAA 
TAGGGGAACC 
ATATTTTTTA 
TAATAATTTA 
TATGGTTGGT 
ATTAAATTAT 
AGTATTATAA 
ATTNATAGTT 
ATCTTATTAT 
NCNNATTAAA 



TAGACGTGTT 
AATAATTAAA 
TGAAATTTGT 
AATACTCTAA 
GAA TATT AAT 
ATATTTTAAT 
TGCAGTGGGC 
ATATATTTTA 
ATAACTTATT 
ACCACTCTAA 
AATTATTTTT 
TTTAATAATT 
TACCATTAAA 
TNATTAGAAG 
AAGTTTACAT 



ATAATATAAT 
GTATTATAAT 
TAAAATGAAA 
CTG TTT CGCA 
TAATTTATTA 
TTAAATTATG 
TTATAAATAT 
TAATAACTAT 
AATTAGAGAG 
TTAATAAACT 
TATTAATATT 
AAATAAGAAA 
CAACATTCCC 
GANAGGNTNC 
NA 



ATACAAAATT 
AATTAATAAA 
TAAGAATTGC 
CTAATCACTC 
ATTATTAATT 
AATTAATGCG 
CTTTAATATT 
AATTAAATAG 
TTAGGGTACA 
ATAATAAATA 
TTAATATTAT 
TGAAGAJNAAC 
TTATTCATAT 
CNCCCCTAAT 



ATAAATAAAT 
ATTATTTATT 
TAGTAATCTA 
ATCACGCGTT 
ATTATTAATA 
AAGTTGAAAT 
CCATTTTTAT 
TTAAAATTTA 
TCCCCCCTAA 
AATACTAATA 
TTAATGAAAT 
GACTCTCANA 
TATTTNATCN 
GCTNNGCATC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 



1345RP 



so 



55 



GATCCCAACG 
GCCTTGGCCT 
TTCTCCAGCA 
ACATTGTTAT 
AGAAGCTGCT 
TTGAAATACT 
CGTATCCCCA 
TTAAATGGAT 



TCTGATTATG 
TGTACACTTT 
CTGACACCCT 
TCGCCATTAG 
GTTGCTGTTG 
TATTCTGTTG 
TAAAATAGAG 
ATCGGCTATG 



TGTGTGAATG 
GCCGTATGTT 
ACCGGCGTCT 
CATCGGCGAT 
CTGCGACCAC 
TGTTTGATGC 
AGCTCGAGCT 
TTCTAAGCTC 



CTGTTCTCCT 
CCTGCTGCAA 
TTCCGCTGCC 
TTGGACGTGC 
AGGCTCCGGG 
TGATTATTCA 
ACCACCTGAC 
GTTTTTAAGT 



GCTCCTCCTG 
TATAGCCGAT 
GATATGGCCC 
TGGCGCTGCC 
TGGATGCCTG 
TACTATCGGA 
GACTTGTGTT 
GTAAAACATT 



AGTCTCCTTA 
GATTTCGTAC 
TATC GAGAAC 
TTTGGTATCG 
GTTGGATACG 
GGACTGTAAA 
ATTTGTAGTG 
GCAAATCCAT 



60 
120 
180 
240 
300 
360 
420 
480 
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ATGCACACAG 
GGTGGATAGT 
GCTGCAGGGC 
CAACCNCCGG 
CCAGCCNTAG 
CCAAGGNGGN 



CTCATCCGGT 
TCCCGAGCCC 
CTCAGCACGA 
NNAAATACGG 
NGAGGCCCCG 
TCCCCNTTGG 



TCTACCGACA 
CTATGTAGTA 
NTGCCCCTTC 
GGCACCCAAA 
AAANAACANT 
GNNTTTTAAT 



ACCCTCTTGC 
TATACAGCGT 
CNCCACTGCT 
GCNGCCCGAN 
GCCCTTTTTC 
NGCCNNGGGG 



GACCGGAGCG 
GCCACGGCTG 
TTATCCTCCT 
GCCCCCCGAT 
AGCGGGCCGT 
ANGCCCCNTT 



GTGGAGCTGG 
CGCCTGCGCG 
GAAAGCCGTA 
AANAACNTGA 
CGCACAAACC 
NCTCT 



540 
600 
660 
720 
780 



10 



15 



20 



134SUP 

GATCCGGCGT 

GGGAGAGCTG 

AACGGAGGGC 

CATCGTGTGT 

TTTCCACGAT 

GAGAACTGAA 

CCGCGGTTCT 

TAGGCCGCTG 

TGCGCCAGGG 

CTCGCCAGTC 

TATGCTAAGA 

CTTCATCAGT 

NTCCCTNCAA 

GATGGACTGA 

NCGNTCAAGG 



CAGCGCAAGC 

GAATATCGCG 

GCGAGCGCCA 

CTCATCTGGA 

GACCACGCGT 

CTAGCTGACT 

GACCTCCGCG 

CTGCATGGAG 

CACGGCCAGG 

GACCATGAGG 

GAAGAGAGCG 

TTGCTANAAA 

TGGAGTCNAA 

ACTTCCCCCN 

TTCTCNAAAN 



CAGTCTACTG 
ATGACCACAT 
CGCTACGCGA 
CGAGTACACC 
ACCTGCTTCT 
TTAAATGGAG 
GGCTCTATTA 
ACCATGTCAC 
AAGACTACCT 
GGAGGTATAT 
GTAAGCCGCT 
AACCCAAGAT 
NAACNTGTTT 
GGAAACCTGA 
CGA 



GGGGACGGAG 
TTCGAAGGCA 
GCGCCTGGGC 
GTGGACTCTG 
GCAATGGAAG 
TGGTGACACG 
TACCAATCCA 
CGCCGACACA 
AGTAGGTCAG 
TCTGGATGAT 
GAAGGTTACA 
GCTCCTGCAT 
TCKAGANCTA 
ACACTTTATT 



ACGCGCACAG 
GCTTACGTTT 
ACGTCCCTCC 
CTGTCAAACA 
GGTATGCTGG 
CCGGTGGTGG 
CTTCTTGGGG 
GGTACTGGTC 
GCGCACGGCA 
ATTCCTCCAC 
GACCACAAAG 
TCCCTGAATA 
CCCNNCCGTN 
TTTCCCTNCC 



CATTGGCGGA 
ACTTTCCGCT 
CAGAACAGCC 
GAGCCATCTG 
TGGTAGCCGA 
TCACCTCATT 
ACGCCGTTAG 
TGGTACATAC 
TTGAAGTCTA 
ACCTCCGTGA 
ANTGCNGGNT 
CCACNCTCNT 
GTTGCNAACT 
AGGGGAAAAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 



25 



30 



35 



1347RP 

GATCATCATG 

AATACTCGAG 

CCCACACGTT 

TTCGCTTCAC 

GTGAAGTTTT 

ACTTTCTAGC 

AGTTAAGATT 

CGATGTCTTC 

GGATGCAACA 

GTGCGATGGC 

GCGCCAGTAC 

CGGTTNGTNG 

CNTGACCCTA 

C AAAT AC ANN 



CCAGCGCCCA 
CACCTTCGTG 
TTATTCCACT 
GGAATTTTTC 
TTGTGTTTAG 
AGC CTCTC TC 
TTCTTTTCTT 
TAGATTCTCC 
GATGCGGTTC 
CGAAGAGATG 
AACGGTGCCG 
ANACCCATCA 
TGTCATTCAN 
TTCGTGTGTG 



TGCCGCCGGC 
CGCTGGCCCG 
TAAAAATTAC 
TGGGTGAGAT 
ACTTCTTTTA 
CAGTTGGAAG 
TAGTTTTAAA 
CTCGTCTCGA 
GCATCGTCGA 
GACCCGTGAT 
TTACAAGTCA 
CCGAAANGTT 
TNGTTCACTC 
CNACCNTCAN 



GGCACACCTT 
CTGGCGGCTG 
TTAAGCTGAC 
ATAAAAGGGG 
TGACCTCATA 
TGTTTACATA 
CTCAGTACCT 
ACCTAACGAG 
AGTCGATGAC 
GACGATGTGT 
CCCAAGGCTT 
TTTGCCGTCT 
TCCAGCAGCA 
TGTTTCCAGC 



CACACCCACC 
CCTGGCCCAT 
GTTACGCCTG 
CTAAGTTGCA 
GAAGGAATTT 
CTACTGCTAA 
TATTCCATAA 
ATCCTTGAGC 
TGTGCGGGAT 
TCATCATCGG 
GTTTGACCGT 
TGCGTGGGTN 
NGACANTTCT 
NAAGNGCGNC 



CGTAACTGAC 
TATGCAACCA 
TTGAAAAATT 
CAGTGAAAAG 
GGGAAATCTG 
ACGTGCGCTA 
AGCGACACTA 
TCTGTGGGGC 
GCGTTGAACA 
AGAGAAGTTG 
TCCGGNAACG 
CNCCTGAAGG 
GAATCCGCGC 
NCGNNC 
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180 
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420 
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45 
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1347UP 

GATCCTACAG 
AGCCACGCGT 
GTATTCCTGA 
CGCGCAATCG 
GTGGCACGCA 
CATATTTTAA 
GCGGTTGTTT 
CTTATTCTGA 
GAGCATTTGA 
TAATGATCTA 
AGGCAAAGAT 
CCCAATGCAG 
CTTTCGAAGC 
TTNAANAAAC 
CNGAAATTTT 



AACTCAACTC 
GCTCCAGGCT 
TAACGTTAAT 
GGAAGCTTTC 
TTTTGCAAGC 
GACGCCTTTT 
TTGGCTTTCG 
CATGGACCTG 
CCGGTTTGCT 
AGTAAAATCT 
TGCAGATGCT 
AGTAGGTTCG 
ACTCCCCTCC 
TATCATCGCC 
CNTTANTTCN 



TTATATCCAG 
GGGTGGCCAT 
GTGTATGTTT 
TGCTGATTGT 
AAGTCCGATT 
CGTTCAACTG 
GTTCATTGTG 
GTCACTCCTG 
CTTCGCATAC 
GCAATATTAC 
GTGCTTTCCG 
TCATATAGTA 
GGAAGGAACA 
ATAATACATC 
CCAATACGN 



GACTCAGTCA 
TGGATGGGTG 
ATGCTGGGCG 
CAACAGCTGC 
AGAGAGCTAA 
CCACTAGAGA 
CTGGAAAACC 
GTAACTA TAC 
CTTCTAGTTT 
ACACGAACGT 
CCTAATATGC 
ACCATCGCGC 
TCCNATGGGC 
CGANACAATT 



CGGCGTCTGC 
GGCACGACCC 
AGCTGCAGGT 
AGGGCGCTCC 
TTAACTCTGA 
GTCTTGCGAT 
CGATTCTATT 
TCTCTTTCCA 
TGGCGTTATA 
TAAACTCGCC 
GGAAAGATGA 
AGAATGACAA 
GAATTTTGGC 
ACCCCCANAA 



AATCCGCAGC 
GAGTGGGCAT 
ATTTGGCCGC 
TGGTAAAATT 
AGCCCCCCAA 
TCTGGTGAGC 
GCTTGTCGGT 
TTCGTTTGCG 
CTGGTACATA 
AGCTGGATAT 
GCAGGCCAAA 
CTTCCGCCCG 
CACCTTANAA 
TATCAAGTAT 



60 
120 
180 
240 
300 
360 
420 
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540 
600 
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840 
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1349RP 



GATCGTTATA TATCAGTCTC TTGCTATAGA TTACTATAGA GCCCACCACT AATGTACAAG 60 

TTATAACTAC TGGTAACACG TTATATAACA GGTAGGAAAC GGGGCCGCCG GGGATTTTTG 120 

CCTATGGCTT GGC CAGGTAG CAACTGCTAT AAAGGCGGAC GTTTCTCCCG GAGCTTTTTC 180 

ATCTTGCGCA GTTTCACTTG CTAGTTAGTT TAGGGCTAGG TCGACAAACA TATTCCACAT 240 

CGTTTTAATG GCTGGTGTAC CTGATAACGT CAAGGGCGTG GTTGAGCTGG ACCCCTGGTT 300 

AGC TCCTTAC GGGGACATCC TCTCTGCGAG ACGGTTCCTT GCCGACAAGT GGAGGCACGA 360 

TATCGAACAT GCGGTGCCCG GCGGGCGGCG CAGTCTAGTT GAGTTTGCGC GCGACGCATA 420 

CAAGAGCTAC GGGCTGCACG CGGACGCGCA GAGCAAAAGC ATAACGTACA GGGAGTGGGC 480 

GCCCAATGCA ACCCGGGCGT TTCTAGTCGG CGACTTCAAC GGGTGGATGA GACCTCGCAC 540 

GAGCTCCAGA ACAAGGACGA GTTCGGGTGT TCACGGTGTG TTCGGACCTG GGCGGACGGC 600 

GAATTCATAA TCCGCNTACT CACCCTTTAA GTTGTGTTCN AACTTGCCAC CGGANCCCGA 660 

TACCCGGTTG CCACNTTGAT TCAAAGGNAC CCACCCCACC AGAANCCCAA GATTTGGGCC 720 

NCCTTACAAG CCGTCGTGAC CCNCCCCCCT ACATTCCACA CAAAGCCCCC NGACCAACTG 780 
ATNCCTNAAA NNACAGNCNC TTGCTCTCAC CCGACCCGTT TGT 



1349UP 



GATCGCGAAA ACTAACGCAC CAAACCCGAC GGAAGCCAGA GCTCTCTTGT AAAGTGGCAA 60 

20 GATAGTGTAT GTCTGGCCGG ATGGCTCAGA GGATTTCTTG CGAGCATAGT GGCAGCGATT 120 

GACATATGGA GTTATCATTG CAAAAGCAGT GGCAATAGCA AGACCGGTTT TGTTCCAACC 180 

GCCGTTCTCT TCTTTCATTA TTGGCCACAA GGGATTGTTC GAGTAGAAGG CCATCTTCAA 240 

CACAACGCTC GCAACAAGGC CTAGAGACCA AGTAATGGCA AACTGCGCGA CACGCGCGTT 300 

GTCCTTCACA ATGCTCTTCA AGGTCACTGC AAAGTTCATC GTGCTGAGAC CCGTGGCAAC 360 

CGCAACCGTC ATCAACCTCC ACTCCGGTTT CTCAACTATG TACGCTCCGA TACCGATTAC 420 

25 ATTAGCAAGT AAAGGGCCGT ACTGTTGAAT CAACGTTGGG AAAAATGGAA CATAAAGCAG 480 

AACTGGGCTC AATACCGCCG CTATCACCCG CCTCATAGCC GGAGATACCC ATGTACCAGA 540 

GCGGGAAAAA CCATATCATA CACAATAGQG CAGTCAAGTT CGTCCAGAAC ATAAACGAGT 600 

CAAAGGTACT GACAACAATG TAAAACAGAC TTGCCTGATT GGTGATGGGC TCGTCCGGCA 660 

GGTAAACGAG TTC TCGTGCT CCTGCGTGAT AATCACCTCC TCCCAGCATT TCCTCCATTG 720 

CGCCGCCGCC GAGTCCCTTG CCGGGCTAGA NAGCNNGGTG CTTGTCTTTG ANTGCACAAC 780 

30 CCCCNCGAAG GCCTGTGCCC TGGGTTGCCN AACTTTNCCT NAGTCCTCCC AGTTTGCNTT 840 
ACTTACCCTC CNAAAAATTC CAAATATCCN GGACNCCCN 



1350RP 



35 GATCTCTTGC AATTCCTGCT CGGTC TCTCT GTGATCTCTA TTGATCACCT TTTCGAGTTT 60 

GGTCGCCTGA GAAAGCGTCG CAAAGTTGTT CATAAGTTTC TTATACCGTG CCAGTTTCGC 120 

AGCCAGCACA TCGTCGCTGA TCGTGTGGAG CGCAATTGGA TCCCCATCGG CGGCCATGTT 180 

ATCCTTGACC GCGATATTGC GTGTTGATGA AGTCTGAACG GCCTCGTGGC CTGGACGTAA 240 

GGCGAAAAAG TAAAATTATA TAGAACAGGC ATGAGATTGG CTGGAAGTTC AGGGAGCCAG 300 

GCCTCGTGCG AAGCAGCTTA GAG AGC CATA GGAAGCCAGA TGCGCAGGAA CTAGAGATGA 360 

40 GACCCACCCA AGGTGAACTC GCCCACGGCA CAGGGGCAGT CTTAGCAACG TGGTAAACAT 420 

TAAAAATAAT ACATACGTTA CAAGCAGCCG GCATAGCAAC TGCCTGGAGT CATGTTTTAG 480 

AGAAAAATAG AAAAATTATT ATAATATTCC TTGTGTATGA AATAAAGCTG CTTTGCAACA 540 

CGCGGCAGAG ATTCAGACCT GCCTGAAGCC GTAAAAGGAC GAAAAACCGA ACGAATAGAA 600 

TTAAGATAGA AAAGCAGCAC TCGGCCAAGG CGAAGCGGGG CGCGCAAGCC GCCCGCGCTT 660 

TCCCTCNCNC TCAGCTGCAA ATGCTCCTCA GTGGATCCTG CTCCCCCTGT CCCCGTCTCA 720 

45 CCTCCTCCAC TCCTCGTCNT ATCCTTTTGA TGAAACNAGG CTGACGCGCG TGTTCACTCC 780 
ATCTTCNCNC GCNCCGCTCG ATAAATTGCT CAGCNCTACC TCTTGGNKG 



1350UP 

GATCCGCATT AAGCGCGACG ACGAAATCAA TACCAAGAAG CTCGACGAGG AGAAGGAGCG 60 

GCGCCTCAAC GCCATCATCA ACGGGGGAGC TAGTCATATA AGCGTGCATA TAGCGCAATT 120 

AAAGGTTTAG CGTCATCGAT AGTTACATAA AG TTAGAATG CATGCTCCGC CACGCGCGCG 180 

TTCGACTCGG CGAGCCAGCG CGAAAGCGCG TCCTGCGCCG CGGGTACGAA GAACCGCCGC 240 

AAGAAGTGGA GTTCCTCCGC CCACCGGTCG TAGAGGTCCT GGCTGAGTAC GTTGTACTTG 3 00 

ATCGGGTCGC CCTTGGAGAT GGCATTCATG AGCCACTGTG TCTCGTGCAA CGAATGCGTC 360 
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GGCGCGCTGC TGTGCGACTT CATCATCGAC 
AGCGCAAGCA AGCAGAGCCC CGCAGCGTAC 
CCGATCAAGC CCGGCGCGCA GTACTCAAGC 
CACACTGCCG CCGACGTGAA GTCCGCCAAG 
CGGTCTTGAT GTCCCGGTGC ACCACGCAGC 
GGTCACGTGC GTACCGCCAC CACTGGCCCT 
CANGTGGGGT TCAACCGCTC TACACAACGC 
GTATCCCNAC GTTTNCCGCC GCNCCCCCGN 
CCCGCCNGGT GGCAAGNGGG AATTNTTTAC 



AATTCGCGGA ACGGCTCGAA CCGCGTGATA 
ACGTCCGTGC TGTGCGTCGG CTGGCCGCCG 
GTCGTCGTGA GCGGCTCCGG CGCCGCGTCG 
AATGCTCCTG CCCGCGCACG AGCACGTTCG 
TCTCGCGAAG GAACTGGAGC GCCCCAACAA 
TGTCNCGGGC GCGCGCCGGT GCNCCGCTTC 
CGGGACCNCC TCGCCACCGC GAANCGGCGG 
GGAANGGACC ACTTNCGGTC NCGANCCNCC 
CNTCT 
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1351RP 

GATCATAATG ATTTGTCTTA ATTCTTTTCT TAATTATTCA TTAAATAATT AATTAATATT 60 

TTATTAATAA AAAATATTTA GAGTTATGTT CGTTTATCAT AAATTCTAAA ACTTTGCAGC 120 

5 ACGAACTGAA GACAACTATG TAACGCCTGT AATTAATTAT AAATTATTAT AATTAAATAT 180 

TCAAAAAATG GTAAGATTTA TCGAGGATTA TCGAATTAAA TAACATGTTC CACTGCTTAA 240 

GTCTGTAACC GTCTATTGTT TTGATTTTTA TTATTGCTAA CGTAGTCATC AGGCGGAATA 300 

CTTTAATTTT CATTTAATTT ATTCTTTAAT TAATAAAAAA TAAATAGGTA TTCATTGTTT 360 

ACTGCTAAAA CTACTCGGGT ATCGAATCCG ATTTGCTACT TTAGCCTTCG TTCCTCAATG 420 

TCAATTAATA TATAATTTAA ATTTTCACTT TATAAGTCTT ATTCATATAA TTATTATTTC 480 

10 ATCTTTACTT GAATAATTCT TAAATTATTT TTATTAATTC TAATTATTAT TTTAAATAAT 540 

CATCTACGAA CCCTTTAAGC CATTACGAAT AACGCTAACC CCTTTGTCTT ACCGCAGCTG 600 

CTGGCACAAT TTTGGTTGGA NNGAKTTAAT TATATATCTC TTTTAAAAAT AHAATCTCCC 660 

TCATATTAAT AATTTTATAT TGANANTAAT TATCNNTATT TAATAATTAT TGAATTTATT 720 

GTTACCCANA NTAANAAHAN ATTATTATTT ACATCCCCNA GTACNGANCA CTTCACATTG 780 
CCAAATCCCN CGCGTTCCNA NAAATGATAT ATTCNANCAC GGATNTCTTC TT 



1351UP 



GATCATTATA TTATAAAATA TAATAAAGAA TATATTTAAA TAATAATAAT AATATGAAAT 60 

ATTATATTAA TTCTCCATTG GAGCAATTTG AGATTAGAGA TTTATTAGGT TTAACATCAC 120 

CAATAATAGA TTTTAGTTTT ATTAATATTA CTAATTTTGG TTTATATCTT ATAATTCTTT 180 

TATTAGTAAT TTTACTAATG AATTTAATAA CTAATAATTA TAATAAATTA GTAGGTTCTA 240 

ATTGATATTT AAGTCAAGAA ATAATTTATG ATACTATTAT AAATATAGTT AAGACACAGA 300 

TTGGTGGTAA AGTATGAGGT TATTATTTTC CATTAGTTTA TACATTTTTT ATTCTTATTT 360 

TTACTATAAA TTTAATTAGT ATAATTCCTT ATTCATTTGC TATAACTTCA CATGTAGTAT 420 

TTGTAGTATC AATAAGTATA ATTATTTGAT TAGGTCTAAC TATTATTGGT TTTTATACTC 480 

25 ATGGTTTAAA ATTCTTTGGT TTATTTTTAC CACTAGGTAC ACCATTAATT TTAGTACCAT 540 

TATTAGTATC AATTGAATTA TTATCATATT TTGCTAGACT TATTTCATTA GGTTTAAGAT 600 

TATCAGCTAA TATTATAGCT GGTCATTTAT TAATGTTATT TAGGTGGTTT AATATTTAAT 660 

TTAATAGCTA TAAATATTTT AACATTTTAT TAGTTTCTTA CCCATGAATG CNAATTTAGT 720 

ATGGTTGTTT ANAATTGGCC ACCCTANTAT CCACCTAANT TGAGGTTTTT TAAATCCCNC 780 

ATTTTAAAAA TCCATTTATT TACATNNATT AANAATAANA TATTTAATAA TATCCANNAT 840 

30 TNAANATTTT ataantttaa aan 



1352RP 



GATCCTGCAT CGTTTCGTCG GCCTGCAGGT TGATTTTGTT GCTCTCAATT TTATCCTTTA 60 

TCAAATTCAC AACCTGGCAA TCCACCTCAT GCTTTATCTT CAACGAATGC CTCATCGTAT 120 

TGTCTAACCT GAGGACCATC TCCACCTTCC GTTTAACAAG CTCGACGGTA TCCTGTGTCA 180 

ACAGGTTTAT GGCTGGGTCG TCGACCCCCA ATTGGGCATC CCAGGCAGTT ACGTGATCTA 240 

TGTTGTTCTT GGTG TTCGGA GAGAAGCGAT ATG TAACCGA CTGCATGTTA AGAAGGCCGT 300 

AGGGCGAGTC CTGCTCCCGC ACGTCCGCGT CGAGCAACTC GCTGGTGTTG ATGTTGATGG 360 

CGTCCTCACA CAAATCGCTC AACAGCGAAA GCTGCTTGAA GGGGAAGCGC ACGTGGTGGA 420 

40 ACAGCGACCG TGCGTCCTTG CCCGAGCGGC TCGCGCGGCG GAACGGGTTG TGCTCGTCGT 480 

CGGACAAGTT CGGGCAGCTC AGGGACGGAT GGAGCATCAC GGGCGCCTGC TTCGCAGGGC 540 

CCAGGTCGCT AGGGTCCGGC TGCGGCAACG CGAGACCTTG TACTCCGCCG CCGCGCCGGG 600 

CTGGCCGAGC GCCCCNGTCA GTCTTCTACA CCKCTTGACT CCCCCCACTC CTCCGTNGAT 660 

GACTGNCCGC GCTCTNCATC CGGTGCTCGC ACACNCACAT CTCCGAATGN TTTCCACCAC 720 

CACCCNGNAC AACTTTCCAC ACCCGGAAAC TCNNTNGNNT TTNGGAC CCT GTCTTTACNC 780 

45 TCCAATCCCN TCTGCTGCAT TTTTGNAAAA CTCCCCCCAA CCCACCCCTC N 



1353RP 



GATCTAACTA TTAATGTGTT CCTTGAAATT GTGCTGAAAT ATAACGAGCT CTTAAATGAT 60 

GTCTATCTTG ATGACGATGT CGTCAAGTTG AGCCAATGGG TACTTCAAAC GTGTAATGAA 120 

TAAAAATATA CAAGCGCAAA GCCCAATAAC CTTTACCCTA TATATCTTGT AATATATTAA 180 

GTTAATTGAA CCATTTACGT GCCATATTCT GCGCTGGCAT GGTATCCGTG ATTTTATAAT 240 

ATATATTTCT CGCAGGGGAA GCAGAAACAC TCAAGATCGG CGATTGCCGA TAAAAGAATT 300 

GCTCCCTGAT TGATTGTTGT TCGAAGGAGA TGCAGATGGA TTGTCCAGAA AAACCGGTTT 360 



55 
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420 



-r^rirrCGT TCATCAAACT TGTTAAACCA TTGCCCATCG GCTTGCAGTA TATTGCCCAA 

JSSSSSS TGTCTAATGA TAATCGTCCC ACAGGCTGGT CAGCGCCTGA 480 
TGCAGAGCGC GAAGAGGGTC GGTCTATCAT AGGAGGAAAG CTTTCTTGAT CCGGGGAGCC 
GGTCGGGCTG TCGGCTAAAA ATCGAGGTGC GTCTAATGAA GACATTAGCT GGACAGGTCT 
^SgCTW ATATCAAATT CATCATCCGT ATCCTCCTGT TCTTCTACGC ACCCTGTCCT 
TATGTTTAGA TCTCCAGCAT ACCGCAGTAT ACCTCCCAAT ATGATACGGT GAGAACCCCA 
SSSSS GTGGCO^AAA AGAACTTGAC CCCCTGTOAC CCTOCATGCA TCCACNACCC 
CACCCCCCCA ATCNCNCTGT ATGGTATGAC CCTCAGANAN CCNCCTCNGA TC 



540 
600 
660 
720 
780 



10 



15 



20 



25 



30 



35 



40 



45 



50 



55 



272 



EP0 866 129 A2 



1353UP 



GATCGGCGCA CTCTGTGGTT CATGTCCTGC ACAAGTTGAC CACTGTATAC CAGTTTGACA 60 

TCAGAGGGCG AAATCATCAG TGTGTGGCCG TACACAGAGC AAATAAACTC CTTTACTTCC 120 

5 TGCACGGTGG TGTCGACTGT CACTTTCATA GTCTTCATCG CCAACACGGA GTCCGAAACG 180 

AACTCGATAG TTACACCATC CCCGTCCTGG CCGTGGTTGG TACGGAACAT AATTAAGCAA 240 

TGCGAGAATG GGGTGGGCGC AAAGTCAAAG CCCAATACCT CCTGTAGGCT CAACCCCGCG 300 

TGTTCTGCCG CGTCTTCGGC GCCCAGGTAC ACAGGGGTAC GATCGCCCTG CAACTTGGAA 360 

TGCAAGCATG TCGTTGGGCA CATGGTTCTT GTTCGAACAC AGGTTCTTGC AGCTGCTGCG 420 

CTCGTACTCG TTCACTATAT CACATGCCAT CGTCCGCAGC GCCAGCACAG ACGTCTTCAG 480 

10 AGGCACACGT TGCCTTATCA CCGCCACCAC TTTATCCATG GAAAGCGTGT TGACCTGGAA 540 

CTTGACGTTC ACATACGCAA ACTCACTGTC GCCATCGTAA GCCAGGTCTA CAGTGCCGCC 600 

TCCGACCTGC TCCGCACATC CAGCTCCAGA TGGACCAACC CCGCGCCGCA GCCTGCAATC 660 

TCCTCGCACA ACATGGTCAG ATTCGAGCGG ACGCTGTTGG TATTCAGACA GTATTGCTCA 720 

GGCGGCCAAG CGCCATGTTC TCCCCTGATG CATGATAACC AATGCCNTAC TGCNATACCT 780 

NGCNACTGAT AANTTGGGGG ANGCCCGCCC NTTCACGAAG AAGATCCANG CTCCCNTTCA 840 

rs AATAGNAANN CNGANTGAAC TGGCGNATNC CNAATCT 



1354UP 

GATCGAACAC GCCTGTGCCA GGGAGCTTAG GGTCGTGTGC ATCCAATTGA GATCGAAGCA 60 

20 AAAACCGACC ATGCTTGTTG AACCGAAAGG CGGATGTAGC ATGGCCCTTT CCCAACGGTT 120 

GAGATCCTGG TTGCGCCCTC TTACCCTTGT CGTAAATTCT CGCAAAGTCA GCCTGGTCCG 180 

TCGTCAGCAG CGCCTCAAGG GCATGGCCCA GCTGCGACAG AATGATCTCG CGGTCTGCAG 240 

AAGAGTCTGA GCTCAAGCTG AAAATTGGGG GGGCCTGCGA CCGGCGCTGC AGCAGCATTG 300 

ACGACGTCAT CTTGCAGCAC TTCGTCACCT GGGCGTCTTT CCGCAGCAGC GTCGCAGACA 3 60 

GGTGCCGACC ATTCAGAGGC CGGAAGTTGG ATAGCAGATA ATGCAGGTGC GACAGCACAC 420 

25 CAGACATCGC AC TGGTTGAC GATACATACC GTGCTTGCCC TTCCTTGGCG CGCTCCAGCA 480 

GTCGCAGGTC CCGCGAGGGC GGCACGAAGT CTGCGATGGC CTCAAATCGA AGTCCTGCAC 540 

CTTGATCACC CGCTCGATGA AGGGCTCGAA GTTGTACACC CCCGACCGCC GGTCCCGGAG 600 

CGGCACCACC GACAGCGGGC TGGAACAGGC AGCGTTCCAG CCCGTGCGCC AGCCGCGGCG 660 

GCAGCTCTGT TGCACTGCTC NTNCCACCCC ATTGCTGAAC GCCCCNTGAT TACAAATTGT 720 

TCNCCTCCCG GCCCCGCTTG CCCCGGTTGC CCCTCCCNGC CGCGGCACCC CCGCNCNNNT 780 

30 GGATGANNGT TCNCTGATTN NCCAAACCCG TTCANNTTGT CCGGTTTTNT CANGGNCANT 840 

NCCCNNTCNT TGTNCCNNTT NAATGCCCNC N 

1355RP 

35 GATCATGGCC AAAAAATTGG GAATAGGAAA CTGTTTCCAG TACTCATCAA GGTCAGTAAA 60 

AATGTTTGCC AGCAGTGAAG ATTGCATCCT TATCTTGCCA TTTGCGGATA GGACATTTGT 120 

TTCGATATAC CTGTGGTGAG AGGAAAAGAG TGTTGC CAGT TGGGTAAGTT CTCGTAAAAA 180 

CAAATAAACT TCTCTTCTGG AAGTCTTACC GTACGCGATT CTATTCAAAA TCCTCTCCAA 240 

GTCCTGGCCA TCACGCAACA TATTATTTAA CGACTCAATG AAGATATTAC CAACTTCGGT 300 

TGAAATGCAC TGAACTGCGT CCAATCTCTG TTGTATCTGA TCAATATTTA TTAAAGGCTT 3 60 

40 TGC AATCC AG TTCTTCAAGT TCCTTAACCC GTAGTTTGTT CTAGTATGAT CTAATACCCA 420 

TAACAGGGAG CCTTTACTGC TCCTATCTGT ACTGTTCTCA AAAATATCTA AGCTTTCAAT 480 

AGCGCTAAGA AGGAAGAATC ATGTGCGTCT tCGAgCAGAA TGGTTTAAAG TTTTCCTTGA 540 

AGAAGAGTAA ACnnncATTT TTGAAGTTTG TTAGGTAGCC ATGCACCAGC ATGAGCGCTG 600 

TTTGCAGAGG AACGTTGCCC TTAAAGGCTG GGTGCGGCTC ACTGAAGATT TCTTCATACA 660 

ACCCGACGAG CTCGATCCTA TTTAGAGTGA TATCGGAATC TGAAGTATGA AACACCTTTT 720 

4S CGATTTCTGA GCCAAGGCCA TCTCCGACCA CAACTTCACT CGGGTTTGTG TATTTTATTC 780 

GCGTCTCCAA AGCCTCCGTC AG AAAACGC T CCTCTTTGAA GTCATCGAAG ATAACTTCAC 840 

CGCTGTTGAG ATTAACACTA ACCAGGAAGT ATCGCGTGTA TGAAGGTTGT CGCTTGCACA 900 

CAAGACCCCA CACAGAAGCG CTATCACCCA GGACCCGACG ATCTTTGGTT CGAACGTCTC 960 

ATTGATGCCA TAGGTAGCCC TCGTGAATAT ATTGGGTACT TCCCTCGAGA AAACAGAGCT 1020 

TGAgGTCCCA CTGtTCTTTT TCACTGCGGA TGTCTCTGtC TGcTcCACGA CCCCCACTTT 1080 

CAGATTGtGG tGCATcAAGC GCTGCAAGtG GACTTcGAGA CgGGTGTCTg GGaATGGTGC 1140 

50 AgTACGCAAA CTTcTTGtGC tTGtGA 
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pAG1355up 



1 GATCATGCTA TCAAGTGCAG AGAACACGGA TAGAGCCTAC TCTGCAGGTT 
51 CGGCCTCGCT GAGCGCGGCG CAGAAGTCGA AGAAGCCGCC AAATACCGCC 
101 TTCCGGCAGC AGAGGCTGAA GGCCTGGCAG CCCATCCTGT CGCCGCAGAG 
151 CATCCTCCCA CTGCTAATAT TGCTGAGCGG GGCGTTTGCG CCAATCGGGA 
201 TTGCGCTGAT CATCAGTGCA AACAACGTGC AGAACCTGGT GATCGACTAC 
251 AGCCAGTGCG GCAAGCACGC CACGTCCGAA TACACGCCCA TCCCCGAGAA 
301 CCTGGTGAGC TACCACTTCC GGACGTCCAT GTCCGAACAG CCTAAGTGGC 
351 GGCTGCATTC CAAGAATGAG TGCGAGCTAG AATTTGAGAT CCCCAACGAC 
401 ATATCGAGCT CGGTGTACAT ATACTACAAG CTGACGAACT TCTACCAGAA 
451 CCACCGCAAG TACGTGCAGT CCTTCGACCT CGACCAGCTT AAGGGCAAGG 
501 CTGTTGCACC AGACAAGCTG TCCGACACGT GCCACCCGCT CTCGACTAAG 
551 GACGGCAAGG CTGTCTATCC CTGCGGCCTG ATCGCCAACT CAATGTTCAA 
601 CGACACCTTC ACGCCGGTCC TCCGGGGTGT CCAACGGCGT CCCCCGACTA 
651 CAACTCAGCC AACAAGGAAC ATCGCCTGGC ACACNGACCG CAACAGGTNN 
701 CAAGAAGAAC AAGCTACAAC CCGCCAGANA TNGTGCCGCC CCCCGCCTTG 
751 GCACGAACGT TTCCCCCNAA TGGNTANNAC AANCCAACCT GCCTGACTNN 
801 CTACTTGGGA GAATTTCCCG TNTTGGANTG NNCCCTGCAG NCTGCCNCCT 
851 NNTAAANCTN CNTNCAAAAA AAAAGCAACN CCCTCCCNN 
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15 



1356RP 

GATCTACATA 
GAGGCGAGCC 
TATCGCTATC 
TATCAGTTGA 
TGGAGGATTT 
TTTCACTTTC 
ACGCGACTCT 
CCAAGGAATG 
TCCCTTCGTT 
GATAATGCTT 
CTGCGCACGC 
ANANTAAGAA 
CTGCTGTCTN 
ACCCACCCCG 



TGCATCAAAA 
ATTTCCAGCT 
ACCATCCTTA 
AGACATATCT 
AAAGTCATTC 
GTACAGAATG 
TTTTTCAACC 
CTGCTTATCA 
CGAACCATAC 
CGTACCAGAA 
GAAGTTTACT 
GAAGTACGAC 
NCNCATCCAC 
TGTCACCCCA 



CATGTGCCTT 
TGTCTGCACA 
GTCGAGTATG 
GTGCTCATGC 
TGCGGAGGAT 
GACTCATCTT 
TTCTTTGTCG 
AAGTTCTTCT 
TTCACCTGGT 
CTACCGGCAC 
GCCATC CATA 
TAATCCTCCA 
CCCCGTGCTT 
TCCCCTGANC 



CATGCGCATC 
ACTCCATATC 
GAAAGGAGGG 
GGTGGGCCGC 
TCTGTGGCTC 
CGAACTTGAG 
TCATTGGCAC 
TAGCCATGGG 
AGCCATACTT 
TGCTAGACTC 
TCAATTTGGG 
CTNGCTACCC 
GCTTAGCTCC 
ATTNTGAGAG 



AGTAGTTATG 
ATTTGCATCA 
TGACACAGCA 
ATCATAGTCC 
TACTGACCTT 
ATCTATCCGT 
GGAGTTTATC 
CATTTCGTAT 
TGTATTATAA 
CAATATGGCT 
CNTGGCTGCC 
CGTCCNTAGC 
TACNCCCNTG 
ANN 



TTTGCGCTGA 
TCAACCTCAT 
AGGCCAGAGG 
GATGACTTCG 
GCAGATTCGT 
TTGTGATCAT 
AAGCTAGAGC 
CTATCATCTA 
TAAGAGTTGC 
TGGATGAGGA 
ACATTCGAAA 
AGCGAACCGG 
TGGTTCCATA 
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540 
600 
660 
720 
780 



20 



25 



30 



1356TJP 

GATCTGAACC 
GTAAAGCCCT 
GAACCAACAC 
ACGAGGAGGC 
GGCCGTTGGA 
GGAGCAAGCT 
TGTTATCGAG 
GGGCATCTGC 
GGGCAGGTAG 
TTCGCATACT 
GACTACGACT 
CATTTTCTCG 
CCCNNGCAAN 
TGAAAGNNAA 
GNGNAATANN 



ATATTACCAA 
ATAACCAGCT 
GTCAATCCCA 
CCGCCTGCGC 
CTGCAATATC 
CAGAATTATA 
TAGGGGGATT 
AGAAGCGATG 
AGTAAAGCCT 
ACGCGGGTAA 
ACAAGTACCT 
ATCNATGCAA 
NCTGGCGGNT 
NCCNACATNC 
CCCTTGNGAA 



AACCAAACAA 
TACGCGTCTG 
AACTACACTT 
AGTAGGAAGC 
CTACTTCTGC 
TGTAGGACCA 
TCCTGCGAAT 
AGGTCCAAAG 
AGTCACCATG 
GCTGCGAAAC 
GTTCACGCCG 
AATCCCCGGT 
TNNTTNCNCC 
TTATTGGGCT 
TCCTTAANAA 



AGAATTCGGG 
TGGGCGCCAT 
ATCATGCCTT 
GGATCTTAGC 
AGCGGAAGAT 
AACATTGTCA 
GCCGTTCCTT 
CATCTTGTTG 
GTGGTAGTTG 
AAGGTAGCGA 
CAGATATTCA 
GGTGCTTGGG 
NCCAATNNTG 
TNCCNGNTGT 
AAT 



CCCAAGCGAC 
AGAAATTTGC 
AAAAGGGATT 
GGCGTCCGGC 
AGCGCACGAA 
GCAACGOCTG 
TTTATCGTTT 
CATCGATCAC 
ATAATAGCCG 
CGCGGCGCGG 
AGCGCCAGAG 
TGGCNTTTGG 
AATACCGGNG 
NGAACGGGGC 



CCGTCCGCGC 
ATTTTCAACG 
ATCTTTTCTA 
CGGCACATTC 
AATCTGCGGC 
C gCCGAGT TC 
CTTTTTTGAG 
CGAGCCCACA 
CGGAGGCGCA 
GCTTTTAGGC 
AAGCTTCAGC 
GGNTNCACNC 
GNGGGAANTT 
TTCNTNNAAG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 



1357RP 



35 



40 



45 



GATCCCAGCG 
TTGATGAGCG 
AAGGAAATGT 
TGTCTTTCCG 
GCTGGCGCAA 
TTATTCGTGG 
GAGGGGACTT 
GCGCCCGCTT 
CCGTTCTGTC 
AAGGAGGGCG 
AGGCATCTCN 
CCCGGTTGGC 
TATTATACAT 
CNCACTAACN 



AGGACATCGA 
AAGACCGAGA 
TTTCTGCCGT 
TGATCGGCTT 
GCAGCTGGCA 
TGTTGTCAGA 
GCGAGTTCTG 
CCGCAGGAAA 
CCATCTCCCC 
ACGCCGGGCC 
ATGCCATTTT 
AAGGGATTCC 
CNATTGCCNA 
TGCACATNNC 



AGAGGGACTA 
TGAAATGACA 
CGGTATGGTG 
CATGGTGGGC 
TGCAGTGTTG 
AATGTTTGCA 
TGCGGGTGTC 
ATGCGGCCGC 
TAGGGGCTTG 
CACGAAACGA 
ATTAATATAT 
GACTTATATA 
ACCTCCCCNT 
CCNATNTNNT 



CTGTACCGCA 
GATGGCGGGA 
TCCAGGCTCA 
GTTAGCGACT 
TCCGACAAAT 
AAGGAATAGA 
TCGGCGACAT 
TGTGCCGCCA 
CCCTGAAGAG 
TATCGCTTTA 
TTCCCCCGTC 
TTATTTGATG 
TATNCATCAT 
AACCCATCAA 



TGGACAAGCT 
CCGTCGGGAG 
TGGTAGTACC 
TATAATAGTC 
AGGAGTACCG 
AACCATTTTC 
GACATTTCAT 
TGTCCTCTTC 
TTTCAAAGCT 
CTCCTCCTCA 
CGAACCCCAA 
TCCACCACAG 
CCGACCNCNC 
CNCACCTTNC 



TCGCTGCCGA 
CGTGATCTGG 
TGCATGATTC 
GGTGCCGGTT 
GTTGGTGTTC 
CATGGTGGTC 
TTCTTGTTCT 
CTGCTTGTGT 
TTTGAACTTC 
GCTTCCCGAT 
ATGTATGTCT 
GTTTCCNAAA 
CNCATTTGTA 
CTGCCCATCT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 



50 



SS 



1357UP 

GATCCTCGCG 
GGTCCGAAGC 
CACAGATAGT 
CGGTCATAGC 
CAGCCGGCCA 



TTCCCATGCA 
CACCAGCACC 
ACGCCGGAAG 
CAAACTTAGC 
CATACCGTAC 



ATTGTGTTGC 
TTGTCGCTAT 
GAGGOTGCGT 
ATGTTGGGAA 
CGTGACTCAA 



TTCGGTTGAC 
GTGACTTAGC 
TCATCAACAA 
GCCAGGCCAA 
AGTTGACCCG 



CCGATATGAC 
CGGCTCAGAG 
GTCATTGCTA 
TGGCCTGCAG 
CATCCTTCAG 



CTCAAAACCG 
AGAGCAGTGA 
GCGCTTGGAA 
CCQTCTCCCG 
CCAGCATTGA 



60 
120 
180 
240 
300 



BNSDOCID: <EP 0866129A2J > 
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CAGGAGACAG TATCATTACG ACCATCTGCA 
AAACGACCAA TACCGTCCGC TTCGCGTCTC 
AGAATGAAAT GGACTCGCAC GCCGAGAAAG 
TTGACGAGCA GCACGAGACC ATTGTGATGC 
ACGGCTCGAC CAGCCCGCTG GACAGCCCTG 
CACGCCACAA CATTGGAAAA AAGGNTTGCT 
ANCTCCGAGC CATTGCGAAA AAGCNTCTCG 
CANTTTCNCA NATTCTTNAA ATCTCCCCCT 
NTNCAGGGGT TGATTTCCNC NGCCCCATTA 
CCCAGGNCCN NGAAAATNCN TTCCCCCCCN 



CCATCGATTC GAAAGCCGAG TCCTCAACCG 
GCGCCAAGAA TATCGCCCTC AACGTGCGCA 
ACACCATCAT CCAGAACTTG CGCAAGCAGC 
TCCGGCGCAG TGCTGCAGCG CCTAGCGGCA 
GCGTCGGCGG CACCCAGCTT TGAGCGAGCG 
AAAGGTNGAA AACAGCATCC TCCAAGAAGA 
AANNAGGAAA TGATGTCCTC CGAAGAACCG 
TGGAAATCCC CCCGTCCCCC CAAAACCAGG 
CCGNNTTACT TTCAAAANTA AATNCACNCC 
TNTGGNGTTC ACCGCCNA 



276 
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1359RP 

GATCCATGTT TATTCACCCC GCTCACTCGC GTAAACGATG CTTTACGTTG CTCACATCGC 60 

CGCCACCATT AACAGCGTAT CACATTTTAC GTTTCCGTGC AGCAAAAAGT CGGTCGGAAC 120 

* ATAATGCTCC AATACCACGA TAGGTCCGCG CAAGCGCCTA ACACGTGCCA TCCTGCTCGC 180 

CTCCCCACGG GCCGCTCGCG CTGTGCTGGA TGAAACTCCC CTCCAGCGTA TGAGCGGACG 240 

GGCATTCGCC CTGCCATTAC TGCACGCCCC ACCGACAGGT TTCCCATGTC AGCATCGACG 300 

GCAAACCCGC AGAAATCGAT AAGTAGCAGG ACACGCGTCA GAAAGACCAG TGTGGTATCA 360 

TGGCGCACGA GGAGCTAGGC AACCTCGCTT TTCCGCAACC ATGCCCGGCC GCAGGTTCGA 420 

ACGCGGGAGC GCCTCACCAA GCCGGGATTG CTAATGTCCC TTCCGGCCAA AGGCCGTCAC 480 

10 AGCTAAAAGA GAGGCGCCCA CGAAGGCATA TAGCTGGCAG GAAACGATAC GATTCAGCGC 540 

ACTCGCAGCG TAAGGAACAG GAGCATCACA TCGAACAGTC GCCTGTGGTN TCCATCCCTG 600 

AAGGTNGACA CTAACCTGAA AAGCGGCGGT TGGCACTAAN TACAAACNTT ACCACAGTAG 660 

ATGCCNAATA CTGCTGACAA ACGAACTGGG ATTNCTNACC GGTGCTGNGG ANANAAATCT 720 

NCCAAGAACN TTNAACNCAA TTGGCCACTA CCCCTCTTGA TCCCTCTTNN ATCNCACGGT 780 
TTGGGANCCG GNGNGCAAAG CCCTGATGGN ATCCCTGACN AANTTGGACT NNT 

15 

1359UP 

GATCGGTGTA GTACACGGTT TCCGGCGCCG CTTCTGGCAG AGCAGCTCCG ATCACCGCGG 60 

TACCCCAGAA CTGCCCGGGC GCGTCGCAAC ACTAGTGCCT GCTGCTGATG CCCGCCTTCT 120 

AGTCGTTGCC TATTTTATTC CTGCCGCGCA TGTTGCCGCT GTCACGGCGT ATCTCGATGT 180 

GCGCGAGCAG GACGGCTATC TTCCGCAGAC CGTTCCTGTG CATCTGGTGG CACCACCGCA 240 

ACCGCCGCAC GAGCTGCGTG ATGCGCTGGA CGCCCTGCCC TGTGATTCGG TTTCTGGACT 300 

ACCCGTCGTA CAATCCGTCA TATACATCGG CATCCCCGAT GCCGCCACCT TTGTTGGTCC 360 

AGAAGAACTG CAGCGCACTG CTGCCGTCAT CGCGCACAAT CACGGGCCCA GTGGGCCCAA 420 

CTACGAGTAT CTGAAGCTGC TCCACAGCGC GCTGCACTCA ATAGCCGAAA CGTTTGGCGC 480 

CCGCTTGTGC GAGCTGGAGG ACCATTATCT GGACGAGCTG CTCGAAGCGG TCGACCGTCT 540 

ACGGGCCCAG GCCTGTGCCG CGGTAGGTGC CTGATCTTCT GCTAAACCCA CGCCGAAACA 600 

AAGATAGCAC CCGCCGCTCC GGGTAGCGGC CGGCCGTCGT GACCAGTTGC TAGCGTTTAC 660 

TTGCATACCC GTATCTGCTT TAACCGTTTG GAAGGTTTAN CATCATTAGT TNNTTTGTGC 720 

GCTTTGCTGC CCCTGCNTTG GCAAGGGGCN CCTATTTTAA NTTACCNCCC GNTTAACGNC 780 

NCCTGAACAA AAATGAATTC NTTTNGANAN TCCCCNATTT TNAGGATATC CCCNGTTTGA 840 
30 ATTCGANAAA CTGATTTGCC NTTTTTNTNT A 



13 60RP 

35 GATCCTTCTC CTCCGCATTC ACAGAATATA TCCTCGCGGT CATATCCTTC GCGGTCGAAA 60 

TAATGAACCG TGAGTCCCGC GACCATGTGA GCGATGTGAT GTCGGCGAAA TGCCCCGCGT 120 

GGACCCGGTA GCGCACAAAA GGCGCAAACT GCCGCTCAGC ACTGACCCCT GGAGTCCGCC 180 

AAATCTGAAG AAACCTCCCA CATGCCAGAG CAAAGAGCTT ACCGTCTGTC GAAAACTTCA 240 

CGTCGTTTAC TTTGTCCTTA AAGTTGAAAT GATGTATCAC ATTCCTCGTC TTTATATTCA 300 

CAAGGATTGC CCGACCGTCC ACGTCAACCG AAAGAAGCAG TGTACCCTGG GCATTGACGT 360 

40 CGATCCTCCG CTATATTCCT TCTATGCTCA TATTCAAAGG TAAACGACTT GTTACCAATC 420 

AGGTCAAACA CCGATACCCT GTTGCCAACG GGCGAGAATA GCAGCGTTCC ATCCTCCGAA 480 

AACACCACAT TTCCCTGTCT GTATACAGTG CCTAGCAGAT TGGAAAACTT GAAATCAGAC 540 

TTCATCG TAG TCCAATGCCT TGCCTTGCTT GATCTTTCAG TGGTGTAGCT CATCTCATCT 600 

CGAATTAAAT TTTCCGTACC ACCCAAAAAA ACANATCCTC CANCTGCATC TCAAGATTAT 660 

ATATATATGT TCGAAAATTG AANATCCACT CNTCTAAATG GTACACNGTC ATATGAATGT 720 

45 GTTTNTTTGC TCCANTATCC CNACCATTAC CCACTCCAGA ATGGGAATAT ATGCCAGGAT 780 

NTCCGCCACT TCACCCTGTT TTGACANATT TCTTGAGNTG CTGACAGCCG AGAAAAAAGG 840 
TCAAGGTTAT 



20 



25 



SO 



65 



1360UP 

GATCGATGCA AACCAGGACA ACTACTTAGA AGAGTGCTTG AAAATTAAAA GTGTATTGAG 60 

TGAATTTGAA AATGACGTAC CGGATAAGAC AGATATCAGA GGAGTTCTCA ATCCGGTTGC 120 

AATTGTTGGT TCCCGTGAAC ATGTGTTCTC TGAAAAAACC GGTGTATTGG GAGATCTCGC 180 

GGCTGGAAAG GAGCAAGTAT TCGGAACATT C TTTGCACGT ACCCTTTCGT ATATTGGTGC 240 

AAAGTTACAC TATGGCCATC CTGATTTTGT TAATGCTATA TTTGTCACTA CCAGAGGTGG 300 
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5 




360 
420 
480 
540 
600 
660 
720 
780 
840 



ATTTTTTTTT C 

10 



15 



20 



25 



30 



35 



40 



SO 



278 



EP0 866 129 A2 



1362RP 



GATCATAAGC TATTGGGTAC CCGTTGTAGC CTAGCCTTAA AATAATCGAC ATTTTGGAAT 60 

TTAGTTATTG CGTGGAAATA AGGTATATAT ATTGCTTCCA AGTTTAATGT CGCTTTTAAC 120 

TCACTAAAAT ATGGATGTAA ATTGTCTCAA TTGGACTTTC ATGTTCTATC TATACACTAA 180 

CTGCGATGCG ACTCATTGTG CTTCAGTATT CAAAACATGT TTTATATATG TAATATGCGG 240 

ACGTAGAAGG CAACTAAATA TGAGAGGCAA CTTAGTCGCT GTCGCTGTCG CTGTTTGAAT 300 

CGCTGGAATC TTTTTCATAC ATGATCTCGT CGCCATTATC TTCTTTTAGA ACGCTAAGTT 360 

CCAAGTCCTT ATGAGATTCC TTGTTCTCTT GAGAGACCTC GTCATCAAAG ATGATCTTGG 420 

TGTTGGAAAC GACAGGCAGG TTTTCTGCTT GCGACCTGTG ATAGCCTTCA CTTAGCAGTG 480 

ACCCCTCGAG GGACACCATT CTGCCCGCAG TGTAGACATT TTTAACAGTA AATTTGAGTT 540 

TTCCGTCCAG CTGCTTACCG TTGCCGTCAC CCAGTGGCCT AGAGACCGGG CCTTGCGCAT 600 

CCCTGTGGAG AATCGTTTCG CTGCTCCCGT TGGTACTCTC TTCGTTATGA ATAAAGTCCA 660 

ACCATCCGGA ATGTTATTTC CTAATGAAGC GTTTGAACTT CGTGATCCAN CAACCATNTT 720 

GTTGAGGTGA CNNTTGAAAT CCNCCCNCGA CNATCCCNAT TTTNGNGACA NCCNCAATTT 780 
CCCNGCCCCN NTTAANCCAG GNTATCTGNT CCANTGANTA CATCTCNCTT T 



1362UP 



GATCATAGCT GCAGGCTGCC AAGCAGACAT GCTGACATCA TACAGCCAAG AGAGCAGCTA 60 

CGCTGTCACC GAGCTGGAAC AGAGGCTAAA CGAGTTTCGC ACTAAATGTA GAAAAAATGC 120 

AAGCCACTTT CAGGCACTAC TTTCACTGGT AACTGAGATA GACCATCCCG ACAGCAGCCG 180 

GCTAAGTCAC CGTACAGTAG TCTTGACATA CATGGAATAT CGCTAAGGAA GGAGGTGTAA 240 

TAGGACACAA AATCATGAGA AGAGTATTGG CTTGTGCACG ATGCCGTGGG CACAAGATCA 300 

AATGCGTGCA CAACAACGAG CCACCCTGCT CTTACTGCCA GCACAAAGGC ATAGCGGAGA 360 

AATGCGTGTT ATCATTTCCG CCCAAGAAGA GGCGCAAGAA GCCGGAACTA TACTTAGAAG 420 

GGGTTGGCAT GGCGCTGGGC GGGTATCCGG TGCAGCAGTT GGAAACTGCA GATCTGCACG 480 

AG CAT AAA GC CAGAGCGGAC GGCTCTGATG AAAGCCAAGC TCCTGTGCAT GCGCAGGACT 540 

ATACGATCGG GAGCAAGCTG CGCAGATGTA CGAGCTGGCC AGCAGATGTA CTACGGCTGC 600 

CCAGGCGTAC TCGACGGTTA TGTCGAGTAG TGCGAAGGTT CCCAGGCGGG TTGATTCTCC 660 

CGCCAATTGC CAC CCGGATT CTAAACCGAA ANAATGCAAC NCATGGAACC NGCCNTACTT 720 

TNTTGGACTG TCCCCAGTGC CCNATGCATN GTGCACTTGC ATNGAGANNT TGTCATCCTT 780 

CCCCACTGCG NTGTTTANAT GANACCNCCC AAGAATACCC CCTGACCGTC TTTGGTTCTT 840 
TTTGCCCCCC NCCT 



1363RP 



35 GATCATTATC AGCATTAATC TTCAACTCCG CATTGCCTCT TAAACCAATA ACAAAACCGG 60 

CAGATTTGCC TCCAATTGCG TAAGGATCCT TTAACCCCTT GAGGGATACT TCAAAAAGCC 120 

CTTCACTAGG CCAGCGAATA TTAATCTTGG CATGGAACAT ATTCCTAATT TTATCCCAGA 180 

AGCCTATTTT CTTGGATGGA TCAACTGGAG GTTTCGAAAA ATTGTCTAAA CAATTCATGG 240 

CCTGTTGTAT AGCAGCTTCA TAAGAGCCAC CCCATGTCAC CATCGTGATG TCTTTCGAGT 300 

GTATATCCAT TGTTACCTGA CTGTAAATTT TAATAGGCGT TAAAGACCGG CGGAAGCGCA 360 

40 ACGAATAATA TAGGTCTATC TCAGAAGAAG TAACGGAAGG AACAAGCGGC ACAAATATCG 420 

TTCGTAGCTC CTTGGTTGAT TGAATCATAT CCTCCAGTAA TAAAGAGGTC ACCATACAAA 480 

TGTATAGCCG GAAAAGAACC TTGTTGGGAA GGCATAGCTT CGGCATATGG ACTAACGGTA 540 

GTNGGGTTAA CCTTNAAANA GCCCCCTTAA TTCACCCANC TTGGCTTCCA ATNTAAAAGG 600 

GAAGCCNCCA NTTATTCTCG GTTANTTTTG GAACCCCNTT TNCCCNCAAN TTTAATNAAT 660 

TCNCNNTTTT ACCCTTCCCA CATNANGGCT TAAANTNNCA TGTTTTACCC CCCCNGCCAA 720 

45 GANNTCCNCC ATTTTGGAAA TGTTANANTC CANACCCCCT TTNCATNTTN NAGGANCTTC 780 

AACTGTCCNT TTNCCCCAAA AANTTAATCC CCCNAAAAAT TCTTTCCTCC TGGGGNTTTT 840 
CCCCCCTTAC CNT 



SO 



55 



1363UP 

GATCGAGGAT ATTTCCGTAC GCTGGATGTC GCTCGATGTC AAGTACATGG GTGATCGGTT 60 

GGCCTTTTCA GTGTCGCTTC AAAATATCAA GCACAATAAG GTCTGTCTGC TGAAGTCTGG 120 

TGCGCTCGAG GTTCTCGGCT GTTTCACAAA AGACAGTCCC TTTGGACTAA CATGTGTTGA 180 

ACTGAGTGTC AAGTTTCTTC AACTCACAGT GCCTGTGAGT AACCTACTAG CACTATTTAC 240 

CTTGGGCAAA GAAGAAGATG AGGACGTCGA AGGCTTTGCT CGTAATATTT TCGATGGCAT 3 00 



279 
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GACCGAAGAT CCACAACTGA ATGCACAGAA 
CACGTTGCAT AGCTACTTTT CCCATCTAAC 
CCTGGCAGAT ATACCACCCA GCTTATTGCC 
ATACGAAGTT GCGC TTTCT A GTTTTACTTT 
CAGGTATAGT ATCCTTTTCA AAAGTCTGAT 
GTTGCAGTGC GCTCTCAGTT AATGCCCCTA 
CCGGTTTTTG AAGTTCCCAN TTATATCCAT 
GACTGGTCCA CGCTGTTTCT GANACAAAGT 
NATTGAAATG AAACCCCCAN CTTGAACCCC 
CANAACCCCN CCACGNAN 



TTGTGTGGAG ATGATGAGAT CAAGAGTTAC 
TAAGGTTGAT TTTTTTGTTG ATAAGGTTAA 
TGAGTTGTCA TCTGCCTGTG AGCCTTTGAA 
TCAAGTCACC CGTTTTAGCA CCCGAACAGC 
AGACCGTAGG GTCCGTATCA CATTGTCATC 
AAATCCCCCT GAAAAGGCTC CTGAATACAT 
ATGGTGANAC TATACTTTTC CTGAAAATTT 
CAATGGTGGG CAGTTTCTCC CCTACCNTAA 
GTTNGCAATA CTGTANGACT ATTTNTTCCN 



280 
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1364RP 



GATCAGATCG ACGTCACGTT CCGTGCGCTG GGCACACCTA CGGACAAGGA CTGGCCTGAG 60 

GTCTCGTCCT TCAGCGCGTA CAACAAGATC CAGGTATACC CGCCTCCGTC GCGCAGCGAG 120 

5 CTGCGCAGCC GCTTCATCGC TGCAACTGAG AATGCCCTCG ACCTGATGTG CGGTATGCTG 180 

ACGATGGAGC CGCACAAACG GTGGGACACG ACTCGTTGCC TGCTCAGTCA GTATTTTGTA 240 

GAGCTTCCGG AGGCGACACC TCCTACGGAA CTTCCAAAAC TAAATAAGTA ATGACTATGA 300 

TAACCTAGAT GGTATACTCG GACGTTTTGT GTTTGTGCTT TGAGGCGATG ACATTGGCTT 360 

TTATGGTATC GCAGACGTTG CCTGAAAAAG ATTCAACGTC TCGGTAACAG ATTTGCGCAG 420 

ACTACTTGTT GAAAGAACAA AGACCAGAGC GCTGGGATGC TCACCCCAAT GACGAACCCA 480 

10 CTCCGCCTTA TTGGCGCTGG CTGCAGGTTC CTTAGCACCA ACAATAGGCC GCCACTGCAC 540 

AAGATCTTTC CCTCCAAGAA GCTGGTGAAC AGGATGCTGT TCCGACCTTG ATAGCCGACT 600 

GACCTTCCGG AAATTACTTG CCTTGTATAC GAGCAGTTGT ACACCCAATT AGACAGTTAT 660 

TACGGGCAAT TTGTTATACC CCNCGNCTTG ANGGCNCCGA CNTTNTATCC TGAAAAGNTG 720 

CTNGAAAAAA TCCCCGCNAA NGAAAANNCC ATCGCCATCT ANTTGNCTNG AAACAACTGC 780 

TTTACTGCTG CCCAATNGAN ACCAAAATCN CGGCCGTACC TTGACCCTNT CACCCGCTOC 840 
CT 

15 

1364UP 

GATCTAGTGC TTCACAAGCT AGAAGCTCCA ACCATGAAAG AGCGATCGAT CCTGAGAACA 60 

20 CTTTTTCTGT GGAGGCTTAT CAATGCTCTT TCTATCCGCA GCTTCTTCCA GGCAGATGAA 120 

TACTGGCAGT CGCTGGAGCC TGCGCATGTT AAGGCGTTTG GATATGGTGG GCTGACTTGG 180 

GAGTGGCAGC ATGGGCTGCG CAGCTATGCA TTCCCGATGC TCTTTGAAAT GTCGTAC TAT 240 

GTGGCGTGGA TACTGGGTGT GGCCACCCGG ATGGCGCTGC AGGGGTTGGC ACATGCGACG 3 00 

GCGCTGTGTG GGGCGGTGGT GCCGAGCGGC GCGGCGGGCG TGGCCGCGAT GAAGGCCGTC 3 60 

TGGGAGCTGC CGGAGGCAGC GCAGGAACTG GTGGAGTACT ACGGGGTATT GTACGGGCCG 420 

25 CGAGTGGTGA TGGCGGCGGT AGCAGCGTGC GGGGAGTTCT ACAGCGTGCT GCTGGTGCGC 480 

AAGCTGTATC TGCGAGTCGC GGATAAGGGG GACGACCCAG AAGGGCGACG CGGCGCCGGT 540 

CAGCCGGTTG GCGCTGAATG CTGACCATGA CAAACTTCTT CAACTGTTTC TTCGCGAACG 600 

CAACGTTCAT CACTCCTNCA AAATAACCCC CACNGCGNTC CCCTCTAACC NATTTGGATT 660 

GGANCCGGGG CCCANCTTTG GTTCTCNTGG GCTTCCACCN CAACTTTNGC GGTGGCTGCN 72 0 

TTTGC CTGCC CTGCACGGCC NATACTTTTT ATCTTGGCCT CCCTGCCTGT TCTTGTGCCA 780 

30 ACC TGTTGCC CACCAAAGGT GCACTCNNTT ANCCTGTCCC TAGGTTGCCC CGNGCCCCGC 840 
GGGTTTTTCN ATAC CANTNA KACNCTCCT 



1365RP 

55 GATCTGCGGC CGGCGGAAGA CGCAGAGGAA AGCGAATCGA GCGCGGGAGA GCGCTACTCG 60 

ACGGACAAAA GCAGTTACGC GTCCTCCGTG CAGGCGGTGC TCAGAGCGAG GACAGCGTCG 120 

GCAGCCAGCG CAGATACAGC AATGAGCAGT TCAACGGCAG CCAGCGATAG CGCGGGCGGC 180 

GCTAAGATGG ATGCAGCCGA CGCAGATGAC GCGACGCGCA GCTTGGAGCT GCGGCTTGCA 240 

GCCCTCGCCA CGCAGGACCC GGCTGTGGAC AGCGCAGACA CGGCGAGCGG CGCGTCGCCG 300 

GCGTCGCCCG CCGCGCCGCC CAGCCCGCCG CCCANCGCGG CGACGGAGGG GTCGGACGAG 360 

40 GCGGCCGCGC CGCTGGAGGT GCCCAAGCAG CGCGGCGACG CGGGCACGGC GGCCGGCGGC 420 

GAGCCGGTGC GGCGGCGGCC CACCAACCCC TTCCGCGTGA TTTCGGTCGG CGGCTCCAGC 480 

ACGTTCAAGC GCGCGGCGGG CGCGGACGGG CAGGCGTCGC GCACGTC GTC CGCGGGCGAC 540 

AAGGCCGCAC CCGTGTCCGC GAACGAGCAG AGCATGCTCA AGTTGCCGCG CKAGCNCANC 600 

TACCCTGACC ATGAATTCNT CNACTGTTCA AAGANATTAA TTTCCTGANA ACNTGAANAA 660 

ANCGGTCCCT GTNCTTGAAG AANCCCCCNN ANTAACNACC CCCTNGACAG CTCNGATTTC 720 

45 CTCCNCCTTA TTNTAAAAAA TTTCAAATNC GGGTGGTNCT TCCCCCNCTN CCCAACNTTT 780 
TAAAANGTTC CCACGGCNTN NTGNNCCCNN NATTTGGCCC CCCGTTCCNT TNCCCNGGT 



1365UP 

GATCACGTGA CGTTCATGGA GCGTGCAGCA CTGCACGACA GCGAAGCGGT GGTGCGCGCG 60 

ACGCGGCGGG CGGCCGTGCA GCTGTATGTG GGGCCCGGGG GCGGGCTGCG GGGGCGCCTG 120 

GCGGAGGCGC TGGACGAGTT GCTGGGCGGA CCCTTAGCGG CGAGCCCACT GCGGCCGGCG 180 

TGGGATGTGT ACTTTATGCA GCTGGCGCGG CTCGCGGCCT CCCGTTCCAA CTGCATGAAG 240 

CGGCGTGTCG GGTGCGTGAT TGTGCGCGCC TGCCGCGTCA TTGCCACCGG GTATAATGGG 300 



55 
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ACGCCGCGCC ACTTGCGCAA 
AGTGCGCTGC ACACCTGTCT 
CGGGAGCGCG TGGGCGAGGG 
TCGGTGAAGA TCGTTCAGAC 
GACAGCGACA GCTTCAAGGT 
GCGTTCCCCC GCACTTTTTA 
CTGTTTTTNC ATATAAGGNC 
TNTTTCCGAG GCNGGGGAAT 
CANTTCCCCT GCCCAATCCT 
CGNCCTGNCC T 



TTGCCACGAC GGCGGGTGCG 
CTGCTTACAC GCGGAGGAGA 
CGCGGTGCTG TACTGCGACA 
GGGGATCACG GAGGTGGTTT 
ACTGCGGGCG GGCGGCGTCA 
TTATATNNGC NGGCNGCTTT 
CCGGCGGTNC CGACTNCAAA 
TTTCCCCGGA TNTNNGGCCC 
CCCCGCGAAN CCNCCNCCAA 



CGCGCTGCAA CGGCGGCGGC 
ATGCGTTACT GGAGGCCGGG 
CCTGTCCGTG TTTGACATGT 
ACTCGCAGAC CTACCGGATG 
GGTCCCGGCA GCTACAGGAC 
CCCNGCAACN GCTAAACTTG 
GNAATMCCNC AACCNTTCTT 
CCCCCCGTNN TGCCGTTACC 
CCGTCTCGNN TTNCTCCACC 
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1366RP 



GATCCAACGG TCAACCAATG CCTCCGAGAT TGCCGGCATA GCGGATGAGA TTGCCAAAGC 60 

GGAGAAGCAG GACAGCTCCG CGGCGGTGTC TGCCATGGGT GCCGTCCTAG GGCATGCAGC 120 

5 GAGTCCTTTC GGTGCTTTGA ACGTGCTTAA CAGTTCTGCC GAGCTCTTGA ACCAGCCGGG 180 

AGCAAAGCCT GCTGCCGGTG CTCTCAAGGG CATGATGGAG GCTGCGTCTA ACACGACTAA 240 

GGCAATTGAC TTCATCATGG AGCGTGCAAG TCATCCAAAG GCTGGCGCGG CAGAGCAGGT 300 

GATGGGTCTA GATATGGTAC TCCAGAATGC CGTGAACTCA AGCGAAACCT TTGCAAATAT 360 

CATAAAAATG CAGATGGCAT CGACCGAGGA GTCGCAGAAG GCCCTCCCAA GTTTGTTGGG 420 

CTTGTTGTCG TACTCGACTG ACAAGATCGA GAGCATGAAA TCCGTGATTA AGCTGATAGA 480 

10 GTTCGGTGAA AAGAGCCCTG ATGTATTGAA TCCTGTCCTA GAAGTGCTGC AAGCTTCCGT 540 

GAAGGTCAAC AGATTGATAC CCTCCGAAAG AATTTTNGAC TTACACCCAC ATCCTGGAAA 600 

CTTCATNTTT GCTGCGAGTT ACAAACTGGC ATTTCCCAAT CTGCCATTTG TTCCCTTAAC 660 

GGNCCCCAAA GGTTTGCACA CCNCNNTCCT NCAGGNTTCA ATNCCTACTC CTNTNNCCNA 720 

CCNANGAATC CNNTTGGCCC TTNTTTAANN CAAATCNGNC CANATNTACC CCCAGGTTTT 780 
TTTTGGAAAN CCCTTTTANA CCTTTCCCCC CCTCCCTTTN NAT 



15 



13 66UP 



GATCTTATCA GGATAAATGA TTTGCTCCCG GAAAGTCGAT AAATTGCTCA TATATGCCCT 60 

CTGGGGGAGA TAATATATCG GACTTTCGCC ATTTTCAGCA TTTCTACGCG GCATGATTAG 120 

20 CTTCGTAGGC TTCTTAGGGT TAGTAAACGA TTGCAAAACA GGCCACAACC CCCCAAGGAC 180 

CCTGAAAAGA GAAGACTTGC CGCAGCCATT AGGACCTATA ATCAATAGAT GGTTACCATG 240 

CTTCAACTCG AAGTTAAGTT CGGGGATAAG GACCTGATTA GCAGGTGTCA CTAGTGGAAC 300 

ATGAACGAAT TGAATCTTAG AATCGTCGTA TTCTATAATG ACCTTTTTCC CATCAGTCTT 360 

CGAACTACTT CCAGCGTCTA GCCTGTCATT GAAATTTGTT AACCGTAGGG CCTCTCCCTT 420 

TAGCTGCTGG ATACTACGGC GCAGTTCGAC ATAGCGGCCA ATAGATGCGG ACGCAGTTAG 480 

25 CAGTAAACGT CTGTTGGTGA TAAAATCAGC GGTGACATCC TCAGCCATAT TAGAACGAAA 540 

GAAGACGGGG ATAGAGCATA ATATCAAGCC CAGCAGCGCC CCAGACGTAC TTCACCACAA 600 

AGCTAGTACA ATTCGTACAG TGCTCTTAAA TTTATCTCCC CCGGCTNAGA ATAAGTTACT 660 

GGTTANAAAN AAAAACCCAA TCCCATATTC GGTNTTTGAC CNTGAATAAA CNNTNCCNCN 720 

TTGCTTGACC NCACTTGAAT TTATGACCGA ATTACCNCCA TTTTCCCCTG ACATACCGTT 780 

CAATTGGNNG TTTGACCTCC CACTNATTAT GATTNAAATC AACCCATCCN GTCCTTCNGC 840 

30 TTTCCCTGGN GATC 



1367RP 



GGATCCGCCC CCGTTCGCCC CGTGTGGCCC CGTGCCCGCC GCCAGGGCCT GCGCCGCGCG 60 

55 CAGGCCCACC GCGCCTCCGC CGTGTTGCCC TAGCGGATTG TTCATTCCCT GTGTTGCCTC 120 

CTGACTGTCC ACTCGACCTC TTGTATCCGC ACCTTTCTGC CAAGTGCGCC CCAAACTCTG 180 

TTTTCCTGTC TGTCCAGAGT TTCCGTCTCT GGCTGCGCTA CTGCCTACCT GCCGTTTGGT 240 

ATGGAGGAGA AGTGTGTGTG TATCTGATTT GTTTATCTGC TTTCCTTCTC CTATAAGCTT 300 

TTTGTAATGA AAAAAATTAT GAAAACGGGA AATCTGTGGA ATTTGGAAAT GCTGCTGGCG 360 

CTGCGTTGTT CAACTTCCAG CGCCGCCGTC TCGTTCTACT GCTCTGTTCT TGGTCTAGCT 420 

40 TTCGGTATTT TTTCTGCTCG GTTTCGCTTC TTTTTTCTGC AACGCAAGGG CGCGCTGCGT 480 

GCCTGAGGTG CCAGGTGGCT GCACAAGTGC GGGCGCCCGG GAACCGAGCC GGGTAGTTAC 540 

CGGGCAACTC TGCCGCCGAT CCCCTGCGGA GGCTTACGGC AGCGCTTATT TAATTGTTAC 600 

GTAAGTCACG TGGAGCTAGC ACGTGCTTGG CAGCTCAGCC GCACGTCACG TAGCGTGTGA 660 

CTAATCGCGG CGACCTGGTG GGTTAAANGA CGGGTTACNC CGTTAAGTTG GAAACGCNCC 720 

AATAAATTAC NTACCCNTTA AACACACGGG ANAAAAANAN NCCCGGCNCA NAAGNANCTT 780 
45 TTGCCCTTGA AGCCCGGTGC CCCAAGCCCG GNCCNCCCCA GAAN 



1367UP 



GATCTTATGG GTGGTTCTCT AGGGCTGAAA GGCGGATATG GACAGTCGAA ATGGGCAGCA 60 

GAATTTATTA TAAAACGTGC AGGTGAGCGT GGGTTACGCG GTTGTATATT GAGGCCAGGC 120 

TATGTGACTG GTTCCCCTTC TACAGGAGCT TCTAACGCGG ATGACTTTCT GCTCCGGTTC 180 

CTACGGGGAT GTGTTCAGTT AGGCAAAATT CCTGATATTG AAGGAACTGT TAATATGGTA 240 

CCAGTTGATT ATGTGGCACG GTTAGCAACA GCGGCTTCCT TCTCGTCATC AGGCAATACA 300 

CATATGATGG TTGTAAATGT CAATGCGAAA CCAAGAATAT CATTCAGGOA CTATCTACTA 360 



55 



283 



EP 0 866 129 A2 



5 




420 
480 
540 
600 
660 
720 
780 
840 



CTGACAAATT 

10 

15 

20 

25 

30 

35 

40 

45 

50 



284 



EP0 866 129 A2 



10 



15 



20 



25 



30 



1368RP 

GATCATCTGA 
CGGTGTAGCG 
AGGCGGCCCA 
GAACCATCAA 
GCACATTGTC 
CCAGTTGGTC 
TGTTGCCTCT 
GGTCCCAAGA 
TTGAAATGAG 
TTTGTACACA 
CGTTAAACCC 
TGAATCTNCN 
TTTCCCAAAA 
TAACAATCGG 



1368UF 

GATCGTGACG 
TTGGATGACA 
CTGGAGAAGC 
GGCGACTGTT 
CTCATTCAGT 
AACATTGGCG 
GCAATTATCA 
GTTATTGTCT 
AAAGTATCAT 
CTGGGCGAGG 
TGCTGCCCAN 
ATCATCCATA 
AGACTATTTT 
GCCCATCCAA 



AGTAATATAG 
GCCATCGGTA 
GTCAAACCAA 
GCACATCGCT 
CAGCGCGGCA 
TTGGAAAACG 
TAGGGTATTA 
TGGGAATGTA 
CATTGGTCAA 
ATTGTCCGGT 
NNCTTTCTTT 
CCCGATACTC 
CCAAGGAACC 
T AC TNGCCAA 



ACTTTGTGTT 
TTGCTATCGT 
CTGTTCATGT 
TCATGGCTTC 
CTGACTCTCA 
GCTCTTTCGA 
TGGCTATTCA 
ACTTAGCCAC 
ATATGCGGGC 
GTGAGATTCA 
GCAGGAATTA 
CCATAGCTGC 
TCCCCCCNTA 
CACCCCCCNC 



AATCTGCATG 
AAGGTGAGCA 
GCCTTCAGGT 
TCGGGTAATG 
GAGTCGGATC 
GCGGATGCCA 
ATTTCACCGT 
TTGGTTGGAG 
GTCGTGGTAA 
TATTTAGGAG 
AAATNTTAAA 
CTGCCCATAT 
NAAAGAAATN 
TTTNTTCAAG 



GGCGCAAACC 
ACGCAGGGCC 
TAGAATCCAT 
ACAGAACACC 
CGCCTTCTTC 
TGACACCTTC 
TGTGTGCAAG 
AAACGAGAGT 
TAATTATACA 
CACACAGTTA 
CTGGCATCCN 
TTCTTTCNCN 
CTNTGGACNC 
CNMAACCTGT 



GTTGCGGTCC 
ATCCCATGGT 
GTCCTTGTGG 
ATTTATCACT 
GATAATCGGA 
CTTCGCACGC 
CCAGCGCAGA 
GTACCAGCGC 
CCTGGCAGGG 
ACAGTTCTGA 
GAAGTCTCTC 
CAACAACGTT 
CTCCAACCCN 
NNNCT 



AATGTAGCGC 
TCCATCAAAC 
TAGGCTTCTG 
AGTAATTCTA 
TAAAGCTTCT 
ATCCAGTTTT 
GGCTGGGCAC 
CAGGTGAGAC 
TCAATTGACC 
TACCGATGGC 
GTNATTANCC 
TTTGAAATGG 
AACCCNNATT 



TTACTTCAAC 
GCGGGATGAA 
GAATTTTGAC 
CCTACGCAAA 
AACAGGTGAG 
CCAGGTCCTA 
AGTGCTAGTT 
TGAAATTGGA 
GAAATTATAT 
TCGACTCAAG 
ANAACTTTTG 
TTTACKATAG 
CTTTACNAAN 
CTCNTAANAA 



CGTATTGCAA 
CTGCCATTGG 
AAGATTACGG 
ACAGTGCCAA 
CCGCAGTTAC 
TTGATGGATG 
GACCATGGTG 
ATAAGAAGGA 
CAG ACGAA AG 
ATACTTTGGC 
GTGCTATTGC 
CATNTAATTT 
ANTTTAANCA 
ANACCNACTT 



CGATCTTGGT 
TGACTGCATC 
CTGTGAATAT 
ATATATCCAT 
ATTGCGAGTT 
CACAAATAAT 
TTGAACTATC 
TAATAAATGC 
TATGACAGAT 
TGTGACTGAT 
ATGTTACAAT 
TACTATCTTT 
ACTGACCCCC 
GGAACGAGTG 



TTCGCGGGCT 
CGGATATCAA 
TGTGCGCTCT 
CGGTAAATTG 
CTTACCAGTG 
CTCAGGCGCA 
AAAAA TAAAG 
CTTTAACAAC 
GGCCAATGTA 
TCAGAGCTTT 
ATTAGCATTT 
NAACCCACCC 
CGNTATAATT 
GGAACCNCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
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240 
300 
360 
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480 
540 
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1369RP 

GATCGCCTAC 
GCGCAATAGC 
ACAGCAGGAG 
GTCCAGGGAC 
CGATCAGCAA 
CTACACGTTG 
GAAATATGAT 
GCGGAGCGTC 
TGTCGTGTAG 
TGTTTCGTAT 
GGTCAATNGG 
TNTGGAAAAC 
TNCANCCCCA 
NCGTTAAANG 
CCGTNCAGAC 



TTGTCTCAGG 
ATTATTTTCC 
CTCCAGGATG 
CAATTGCCTG 
CACCTTTCGC 
CACCTGTCCC 
GTTACTTACA 
AACTATACTG 
GACTTTAAAC 
GGATATTTCT 
AACAACCCGN 
TTCCACCTAG 
GANNAATCNC 
CCCCCCCCNC 
C 



AACTTGTTAT 
CAACAGTGGA 
ATGAACGTAG 
CCAGTGTCCA 
CCTTTACCTC 
CAATACCCTC 
ACGGCTGCAA 
AGTACACTCC 
TTACATATAA 
TGAACTTTTC 
CGTGCTTCTT 
ATTTTCTGGC 
CCNCTTTCCT 
TTTTCAACTT 



CATGAGAGAT 
AGAGGAACAG 
TTCGGATCTC 
GGAGTCCAGG 
GCAGGTGCGC 
CACTATGATC 
GAGTATCAAT 
TTCGTTACGG 
TGTCAAATAT 
CCGTAATATC 
CAAACTGGNC 
CATCGCNGAT 
GNTCATCCAT 
TNGGATTTTN 



GATATGTGCA 
AAACAGGAAT 
TCCATTAGTC 
AAGATAGTCA 
CCTATAACGT 
ATTTGCGACC 
CCAGGCTCAT 
AAAGCAACAG 
AAAGGTTTCA 
GTATGGCATA 
CCCANNCAAT 
GCCCNCCNCT 
NCCCNTTNGC 
NTNGTTTCCG 



ACAGGTTTAA 
ACATGCTGTT 
AACTGATTAA 
AAACCATCCT 
GGGACTATGA 
CAACTGCACC 
TTCTCCACAA 
AGGAAGAAAT 
GACGTCGTCA 
CAGTAGAGGG 
CCCAAAAAAT 
CTTTGATTCC 
CCAATTCCNA 
TCGGCNNCCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 



50 



1369UP 

GATCAAGACG 
GGCGGCCAAG 
CCCGACGGTG 
GTACGGGCGC 
GTTGTTTTTC 
TGCAATGGTG 



AAGCAGAAGA 
GCGATCGCTC 
GACACACGGG 
ACGGTGCCAA 
GGCAAAACGC 
GTGTTGCGCG 



AGACGCGGTA 
TGGAGCGCGA 
CGCCGCACAT 
CCATCCGTGT 
TCGACCGGAA 
ATGTGGTGGG 



CGCATGTACG 
CACGCGCCTG 
ACAGAGCATT 
GGCGGTGATT 
CACACGGGAC 
GACCCTGCCG 



TGCCACCTGG 
GGGCTGGTAA 
CTGGCGCAGC 
AATTCGATCG 
TACCTGGTAA 
CCCGACCTGA 



TGCCGTCGGA 
TATGCGTGGA 
AGCAGAGGAA 
AACATTGCGA 
ACGTGAGCGC 
GGCCAATATA 



60 
120 
180 
240 
300 
360 



55 



285 
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TTCGCAAAAC CTGAGGTACC TGATAGACTG GTTGGATACC CCTGAGAGGC CATGGCCGTT 420 

^GGACTTC TATCCGGTGA AGGTATACAC TGCAATGGAC GTGGAGCGCT CGCTGCTGAC 480 

^555STTr TACTCCCCAG AATAATGACT CCCTTGGAGG ATGCGTTTTA CCAACGGCAA 540 

S^SSS ATAGTTCCNT ^SaAgS AC^^A TGCGCGGMC ^TACTAC 600 

cS££S£GC GTTTTGAAAA ATGACTACAT TNGAATCCCN CCmCCAAAA TTGAACACTC 660 

rCCGGAANNA NCATACNAAN CCAAAAGTTT GCTAAATATC TCTTTCCNTN GTACACTGAC 720 

ccSScXS gSgggaaag GNCTGirrrr aaacttccac tcngacttna ttttacccct 780 

ccSgcatcc accnaancaa cacctottcn aaccatagaa cnnttttcct TTTAAAACAC 840 
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1370RP 



GATCTTGTAC AACTGAGCCT AGGTCTTGTT GTTGAACGGT AACCTCCACA TTCATTATTG 60 

GCTCCAATAT GGAGAACGCC GAAGTTGGTA AACTCGTCAG TGCTGATATG ATTAAAGGAC 120 

5 GCACAGTCAG CAGAATGGAT GCAGCTGCTG CGCAGTCTAG CGGTAGCCGC CAGCGTTTAA 180 

CATGAATCAC ACACGAGTGT AGAGGAAAGC CTGCGGTTTT ACCACCTCTT TGCAAAGCCA 240 

CTATGCAACA CGAGATGATA GAGTTCACGA ATGCCTCATA TTTCAATGGA AATGGCCAAT 300 

TGTCTTCGTT AAAGCGTGGG TTTGGATCTA TGACAAGATA GTTATTATCG CTTCCCAAGG 360 

GGTACCATCC GTTACTGAAT AGTACTTTAT CTTCTTCATT GTATTGCCGA ACTTCGAGTT 420 

CGAACGAATA TCCATCATCT GTTTCAGAGT GCTTCCTCTC TGTAGCAGTA TTAATGGTTT 480 

io CCTTGTATGA AACTGCTACC TTGCCTACTC TTACAGGCGC CTTAAATTCA TTGAGCAGCC 540 

GTCCGCTGCT ATTTCCAGTG CATTCCCCCC ATCCCATTCA TCACTGTCTG ACCAGTCTCC 600 

TCATCCCTCA CNAATACCAC NACGGTTCCC CNCTCGTTAG CTGCNNCANG ATCACCCNAT 660 

ANCCTTTTNT TCCCCAANTT CCCCGGTCCN NCANCGNCCT AAAANGGTGG NGGTANTCAT 720 

GGGTNTTTCC CANTTGNANT TCNGCTTTTG AAAAACAATC CCCTTTAAGN TNNAAGNCNA 780 
AANGGGTTCC CTTCTAANTG TGTCCCCTTG GGCCCNCNNC CCCAATNCCG AGAT 



1370UP 



GATCGCAGAG GAGGAGCCCA TTCGGACGCT TGCATGGAAG GAGGACACCT TTGAGAATTT 60 

TCTGGCGGAG GTGACATCCG ATGAGGCGCG CGAGACGCTG GTTTCCGAGG AGGATGCCGC 120 

CACCTACCTG GCCAAGCTTT TATGACGGCT GTCCGTGCTT TTAAATTGTT ACATACTGTA 180 

CATATTCGCT TTAGTCGTAC CACATTTTGA TCAGCTCTTC GGAAACCGCG CTGGGCGTCA 240 

GCACGCCCAG GTCTGTGATC AGCGCGGTAA TGTGCTCGTG CGAGGTGTAG TCGATGGACG 300 

GGCTTAGCAG CTGCTCTGAC TCGTCGCTGC GCGAGAAGTC CAGCGGGTCA CGCTCCATGG 3 60 

GCAAGTCGTC GGGGGAAAGC GGGAACATCC TTACAAACTT GTGCGATTCG CTTACCACGT 420 

AGAATGGCTT GCGTGCGTTC TTGGCGAGGA CCCCTACCGT GTACGTCCCC ACGAGATTTA 480 

TGATGCCGCC GGACTCGGCC ACGCCCTCCG CGCCAACCAG CACTTGTCGA TTTTGTGTAT 540 

GATGGACCCA CCGCGCTGTC CACGATCATC GTCACCGGAT GCCCTTTGCT TGCAGCAGGT 600 

CATACAGCTG CTTGCCCTGC CCCGAAGGCC CGTGCTCCGT CACGANACAC CGGAAGCAAT 6 60 

CACTCTCACC TGTTACTCAC ACGAAANNCG CCCGCAAACC AGTTCCCAAA AAGTCTCCTC 720 

TGTTAGATCC NCC C ATCTTT GTNCTTTTTN TNGACGCTTG CCCGAANCAA AACGTCCNTT 780 

CCNCNGTTGC TGCTGNACCC CCCTCCCANA TNTTTTTTCC CCCCCCNCCC NATTTCNTCT 840 



137 1RP 



35 GATCGAGAAC AACTACGACA ACAGCCACGC AGACGGCGCG GAAGCGCTCA AGCCGAGCTA 60 
TATTTTTGAG TACCTTGCCT CGCTCATGTA CCAGCGCCGC TCAAAGCTGA ACCCGCTCTG . . 120 

GAACGCCATC ATCGTCGCCG GCGTCGAGGA CGGCCAGGCC TTCCTGCGTT ATGTGGACCT 180 

CAAGGGCGTC AAGTACTCCG CCCCAAGCTT GGCTACTGGC TTTGGCGCCC ATATGGCCAT 240 

TCCTCTCATG CGTAAAGTCG CAGATGCCGA AAAAGACGTC GCCGGCGTCG ACCTCTCAAT 3 00 

TGCGCGAGCG ACTATCCTGG AGTCCATGAA GGTGTTATTC TACCGCGATG CGCGTAGTTC 3 60 

40 CCGTCGCTTC TCGCTTGCCA TCATCGACAA TGATGCCGGT GTCAGCATGG AGCAACTGGA 420 

AGTGGAAAAC ATGACCTGGG GGTTCGCCAA GGATATTCGG GGCTATGGCA CCCAGAATGT 480 

CTGAGTACCG GCGCGCAAGC GCCGCACCTG TATACTATCT TGTCGCGGCT GCTCGCCAAC 540 

CGCTGGCTAC TCACATACAT ATCAAGATGC ATAATCAATC TGCTCATGAA CGCACCTCTG 600 

TTTTGTGGAT ACTCTTCTCG CGCGTATCCT GAGTACGCTG GAGTGCAAAA AGAGCCACTT 660 

TGAAACAACA CGAGTCGCAG CTAAGGNGAN ATCCGANTAA NCAACNCACA CTTCAATTGA 720 

45 CTTATGAAAT GCCCAAGGTT GATTGAACTG ACGTCCTTGG AACNNTGGGN CGTGGAAACG 780 
CCCTCTTCAN TTGAACCAAA GTCCACAANN AGGTATTTNT TTNAACCGTT CCGCC 



1371UP 

GATCCATTGT GCGTTTGGAG GTCACGCCAC GGACGTGGAC ATGTACGTGA TGAGCTTCGA 60 

CGGGCAGCTC TTCATTCGTG CGGCACGCAA GAAGCTTGAG TTCCCGACGT CTCCGCGGGA 120 

GAGTTGGGCG TACCTTGCGT ATTACAGCGG ATACAAATTC GAGCGCATGG CGCTCCTGGA 180 

CCGTCCGGTG GCCGAAACTC CGCGCGAGGT TCTGGAGAGC CGCGGCAAAC AGGTCGTCCG 240 

CAACGGTCCG CAATACAGGA CTGTGATGAG AACCGGCGTC GGGGAGCACA AGCTGGTGCT 3 00 

CGGAGCTGAG ATCGACGGCA TCATTGACTT CCGCGAGCCT ACGGGCGACA ACCTGAAGCA 3 60 



287 



EP0 866 129 A2 



CTACGTGGAG CTGAAGGTGT GTCAGAAGAA 
TTGGCTGCAA TGCTTTCTGG TGGGCATAAA 
ATTCGTCCTG AAGAGCGTCG AGGAGTTCGN 
CACGGAATAT TCCAATGTAT GTGTGGACGC 
GCTATGTGAG CTCCGCGGGG CCTGAANACA 
GTGCTTACGT NTGCNCCCCT GCCCNACAAT 
TTCCCCAATT GGCGCGGCCC CNA TATA ANN 
TAAAAACCCN TTNTTCCCAC CNATTTNCCC 
CCCANCCNCA 



CCGGAACTTC TCAGAGAAAC TTTTCTCTTC 
CAGGGTTATT ATTGGATTCC GGGATGAGAA 
TACGTCAGAG ATCCCACACC TGTTAAAGGG 
AATAGAGTGG TATGGTGCTC TTACGAAGTG 
CTTCAACTGT ACAGCTCTCC NGCTCCCNTG 
ACTCCCCNAN NGGGACNATT NTCCTGTTTG 
CANATTCCNN CNTTNTTTCC CTTNTGNTTT 
AGANNACANA GGNNNTCCCC ACCANNCTTN 



1372RP 

GATCTTAAAA TAAGATAGAA TGGTAATAAA 
ACTAAAGGAT TACCTGGAAT ATAATTATCA 
ACAAATAATG AAAAGAAAAT TATAAATACA 
TAACCATGCA TTGGTAATCT ATCTAAATTA 
TGTACATGTA ATAGCATTAA ATGCATAATT 
TAATGAAATA GAAAGAATCT TATAATAGTA 
CATAGTACAA TATCATTTCC AATAAATGGA 
GCACCTCAAT GTGACATTTG TCCATATACT 
GTTAAAATAA AGATAATAAC ACCAACTGTT 
CCATAATATA AACCTTTACC AATATGAATA 
TTAAGATGCA TATATCTAAT TAATCAACCT 
ATGANAAAGC TAATCCATAT TANATGAATA 
AATACTAACN TAACCTATAA AACCNAATTC 
ACNACTATAA CNATTTAATA TATTGATTCT 



TATCATTCAG GTACAATAGA TGCTGGTGTT 
GGATGTCCTA AAGTATT AGG TGAAAAGAAT 
AATACTGTTA CTAAATCTTT AAAAATAAAA 
CCTGTAATAC CTAATGGATT TGATGAACCA 
ACTATTGCTG CAATAATAAA TGGTACTAAA 
GGATTACTAA CACTAAATGA TCCTCATAAT 
ATAGCACTAA ATAAATTAGT AATAACAGTA 
AAACAATAAC CTAAGAAAGC TGCTGCTATA 
CATACAATAA CTCTAGGTGA TTTATAAGAA 
TACATACAAA TAAAGAAGAA TGAAGCACCA 
AGTTGTACTC TCTCATAATA TGTTCTACTG 
AGCATNNCTA AAAAATACCN GTNAGAATTG 
NTCCATATAA TGAGAAGGTG AGGGAATCAT 
ATTNCCATTT TNTTNTNAAT TTTTC 



1372OT 

GATCTAGAAT TATTAAGTCA ACTATTAACT 
AAATCATTAA AGATAATTAT TAATAAATTA 
AATTATGTTA ATAAAATAAA TAAATATAAT 
AAAAAAGATT TAATTAATTT ATA TACT TTA 
AATAATATAT TATTAGGTAA ATATTTAGTA 
TTAAATAGAA ATATTACTAG ACTAATAAAA 
TATATATATC AATGAAGTAA ATTAAATAAT 
ATTAATAAAC TTAATAATCT ATTTATTAAT 
TTAAATACTA TTTAATAAAT ATTCTAAAGT 
ATGTTTTATG TTAAATAGAT AATAATCAAT 
ATTCCATTTT CTTTATGAAT CAATTAACTT 
ACTACTNATG TTTTTTTACC NNTGAATTTN 
AATTATAATA TTAATTAAAT TTAATT AATC 
ANAATTTAAT ATATATATNG AAATATNTTT 
TTTCNTCCCC ACAT 



AATATCTATA ATAATAATGG TTTATCATTA 
CCATTTAATA ATGATATATT ATTATCAAAA 
TTACTAATTA ATAATAATTT AAATAATAAT 
GATAATAAAT TATTAGATTT AAGTATTCTT 
GGTAGTAATA TCCAATTAAA GGGTAGACTA 
ATAAATATTA TGAAAGGTAC ATTT AATA AT 
TTATATAAAT TAAATTATAT ATCACTTAAT 
AAAAATGGTA TATTTAATAT TAAAATTAAA 
AATTTCTTAT TTATTTTATA ACATTTTAAA 
TAAATAATAA AAATTAAGAT GCCACAAATA 
ATGGTTTCTA TTTATTTTAC NATTTATCNC 
ANAATATATA CTCNCNANTA NATATTCNCA 
TATTATGATC CTNNTTNTAA ANATATCAGA 
ATCCCCCNGG NCACTTGAAN AAAANTATAG 



1373RP 

GATCTTAATT TAAAATTTTA ATTAACTATT 
TATAATCTTA AAATCATAGG TAAAAATACA 
AATAGAAAAC CATAAGTTAA TTGATTCATA 
ATTTTTATTA TTTAATTGAT TATTAT CTA T 
ATAAATAAGA AATTACTTAT AGAATATTTA 
AAATATACCA TTTTTATTAA TAAATAGATT 
ATTTAATTTA TATAAATTAT TTAATTTACT 
TTTCATAATA TTTATTTTTA TTAGTCTAGT 
TGGATATTAC TACCTACTAA ATATTTACCT 
AATAATTTAT TATCTAAAGT ATATAAATTA 
TATAATAAGT AAATATATTA TTATTTTATT 
TTAATGGNNN TTATAANAAT TATCTTNAAG 
TNGGTAAANG TGNNCTAAAN NCCAATCCCN 
CTTTTNTTNA ATTTAGTTTN AATTTAACCC 



TATAATTTAG AAATATATAA TCTAGAGATA 
TAAGATAGTA AGAATAAAAT TAGTAAAATA 
AAGAAAAATG GAATTATTTG TGGCATCTTA 
TTAACATAAA ACATTTTAAA ATGTTATAAA 
TTAAATAGTA TTTAATTTAA TTTTAATATT 
ATTAAGTTTA TTAATATTAA GTGATATATA 
TCATTGATAT ATATAATTAT TAAA TGTA CC 
AATATTCTAT TTAATAGTCT ACCCTTTAAT 
AATAATATAT TATTAAGAAT ACTTAAATCT 
ATTAATCTTT TTAATTATAA TTTAAATCAT 
AACATAATTT TTGATAATAA TATACCATTA 
GATTTNNTGG AAANCCTTNN TTTTAGAAAT 
AATTATTAAA TTAATTTAAN AANAANNANC 
NCTCCCCTNT TTAANAT 



288 
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1374RP 



GATCAATGAT AAATCGAAAT AAACTGATAC TATTGTAGCC ATTTTTCTGA ATTAGCACCT 60 

GGAAACACTT TTTAACCTGT TCCGGAGTGG TCTCTGACTG ATTGGAGTTG AGCGTCTCGC 120 

GCGTAACTGC CTCTGCTGTC GTCTTAGCTC CGACGTTTTC CACTGCCCGC CGCTGGGTCG 180 

CCACACGCGT CTTCTTCTGA ACTGCGAGTG GCCCCAACAT GTGGTCCACT AGCGTTGGTG 240 

CGCCGCCAAG TTGCTGGAAT AACGCACCCA TCTTAAACCA GTTGAACTGT GCAAAATCTC 300 

CATACGCTTC GAATTGCCTG AGATAGGAGT TGCGCTGCAT GCTCTGGCGA AGAGCAGCAT 360 

CCGCATGCTG ATTGGTGCTC TCATCTAGAG CGTCGCTGGT AGCATCTCCA TCATTTTCGA 420 

TGCTGTCGTT CTGGGTATTG CTAGCATCGT CTGTTTCCGG ATACATAGAG CCAGGTACAC 480 

TCACGTGATT CAACTCAAGG TAGTCTTCCA GCAGAAACCG CTTCGCCCCG TTGACAAACT 540 

CCTCAGGGCT CAAAAGCTTC CCCGCATTTG TCAGTTTTAG ATTGCGTATA CTCAAGCTTG 600 

CAAGTCGCTG ACGCTCATCA CGGCATGCGA ATCCTGGGCA AAAGAGAATT GACCTCAGTT 660 

CAATCGCCCG CCCTGCTTTA AAAACATATT AACTCTCCCN CCGCNCNCAG GANAGAATNC 720 

TCCCGTACTT CNANGNAGNC ANCTOTGCCC NTCATCTCAA ATTGCGHACC TOGTNANTTG 780 
GANCCNTTCC CGAGCCCCTC TGCCCCCCTA TTGANGNTCG NCCCCGTTCG A 



15 



1374UP 



GATCTTAAAG GCGGATATAA AAGCTGTACA AAAGAAGATG AACAAGCTTC CAACGCTTCT 60 

AAACTTTGAT ACTTCCGCCA TTGCCTTGGA AGATGAAGGC GAAACAAAAG AAAGTACCGA 120 

20 ATTTAGGGCT ATTATTAAAG AGTTTGAAAC ACAAAATAGT TTCCAGAAGA TTTTATATGG 180 

GAATTAATAG ATAAGACTAG CATCTTTCGA AAACTTTATA TAAACCAGGC AGATTAGCTA 240 

CCTCTACAAT GTCCTTCAGA AGTCTCGTCG ACGCTAGGAG TCGCCTCTTT ATCGTTGGGA 300 

AAACCACTTG TTCCAGAACT GTCCCAATAT GCTCTGCCTT GGAAATATAA TAAGCGCGAA 360 

CATCGCCATC GATTGTGTCG TCGTTTATAT CTACGTGCTC AATAATCTCA GGAATATAGA 420 

ACAAGGCAAG TTGTCGAAGG ATTCCTTCTA GGCACTCCTT TTCCGACGAC CAATCTACCT 480 

25 TAGTTCCCAT TCTGTAGAGG AAAAATGGAA GTTTAGAAAG AGGCGGGACA TAATCCTTTA 540 

AAAGTAAGGG TACACTCTTA ATGCGAACGT TCGTCAAATC GGTCTCGTCT CCACATATTT 600 

CAATCGAGTA ATAGTTCTCT AGCATTCTCT CATGTCCACA CTGTTGAGTT ATTCCAAATA 660 

TCGAATGCGA CGCATTATCC ATCTTAGATA NCGTTGGTAT ATCGCTAACT TCCGCAATCT 720 

CAACCNCANC CTNGATATNA TTTCCCGAAN TTTGNNAATN NNNATCCCAT TGANAAAATT 780 

CCTTCCTTAG GACCTATCAC CCAAATANTT AACCGCGNTT NANGATCCCT GNTTGGTCAC 840 

30 AACCNCNGGT CTTNNN 



1375RP 



GATCTTAATT TAAAATTTTA ATTAACTATT TATAATTTAG AAATATATAA TCTAGAGATA 60 

TATAATCTTA AAATCATAGG TAAAAATACA TAAGATAGTA AGAATAAAAT TAGTAAAATA 120 

AATAGAAAAC CATAAGTTAA TTGATTCATA AAGAAAAATG GAATTATTTG TGGCATCTTA 180 

ATTTTTATTA TTTAATTGAT TATTATCTAT TTAACATAAA ACATTTTAAA ATGT TATAAA 240 

ATAAATAAGA AATTACTTAT AGAATATTTA TTAAATAGTA TTTAATTTAA TTTTAATATT 300 

AAATATACCA TTTTTATTAA TAAATAGATT ATTAAGTTTA TTAATATTAA GTGATATATA 360 

ATTTAATTTA TATAAATTAT TTAATTTACT TCATTGATAT ATATAATTAT TAAATGTACC 420 

TTTCATAATA TTTATTTTTA TTAGTCTAGT AATATTTCTA TTTAATAGTC TACCCTTTAA 480 

TTGGATATTA CTACCTACTA AATATTTACC TAATAATATA TTATTAAGAA TACTTAAATC 540 

TAATAATTTA TTATCTAAAG TATATAAATT AATTAAATCT TTTTTATTAT TATTTAAATT 600 

ATTATTAATT AGTAAATTAT ATTTATTTAT TTTATAACAT AATTTTTTGA TAATAATATA 660 

TCATTATTAA ATGGTAATTT ATTAATAATT ATCTTTATGA TTTATGACAA CCATATATTA 720 

TAGANATTGT TAATAGTTGA CTAATATCCN ATCCAACCTN TATTNATTTA NAGATCATAN 780 
ACCTTTTATA CAATTATTTT NATATAACAT NTACCTNATT ANAATATN 



SO 



55 
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10 



15 



1378RP 

GATCCTTATA 
ATTTAATAAA 
AATAAGTATG 
TTAATAAGAA 
GAAACATATA 
TTATTTAATA 
ACAGTTACTG 
AAAATAAATA 
ATTATAATTT 
GCTATGCATT 
TTATACCATN 
AGTATTNTNA 
ANANTTACCC 
GNGNNCCCCN 



AAATGGGCAA 
ATATAAAATT 
GATTTTTAAC 
AGTAATGGTG 
ATTAAATAAA 
AATATAATAA 
TAGGGGAACC 
TATTTTTTAA 
AATAATTTAA 
ATGGTTGGTA 
AATTATAATT 
TTTNATAATA 
TTACACCTCC 
TGCTCCCCNN 



TAGACGTGTT 
AATAATTAAA 
TGAAATTTGT 
AATACTCTAA 
GAATATTAAT 
ATATTTTAAT 
TGCAGTGGGC 
TATATTTTAT 
TAACTTATTA 
CACTCTAATT 
ATTTTTAANA 
ATAAAAATGA 
CNTTAAATTT 
TGTCCCCCCC 



ATAATATAAT 
GTATTATAAT 
TAAAATGAAA 
CTGTTTCGCA 
TAATTTATTA 
TTAAATTATG 
TTATAAATAT 
AATAACTATA 
ATTAGAGAGT 
AATAAACTAT 
NATTTAATAT 
NAAAACGACC 
TTACCC TNAT 
ATTNNANTTT 



ATACAAAATT 
AATTAATAAA 
TAAGAATTGC 
CTAATCACTC 
ATTATTAATT 
AATTAATGCG 
CTTTAATATT 
ATTAAATAGT 
TAGGGTACAT 
AATAAATAAA 
TATTAATGAA 
CCTAATAATA 
ANCCNTNTTA 
A 



ATAAATAAAT 
ATTATTTATT 
TAGTAATCTA 
ATCACGCGTT 
ATTATTAATA 
AAGTTGAAAT 
CCATTTTTAT 
TAAAATTTAA 
CCCCCCTAAT 
TACTAATATT 
ATATATA ATA 
ATTTGCATTT 
ATTAAGGANG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



20 



25 



30 



1378UP 

GATCCTTGCG 
CATACTGACT 
AACCCTACTT 
TAACTTACAA 
ATTTAATTAT 
ATTAATTAAT 
TAGTCGTTGA 
GTC CTT TATT 
ATATTTAAAT 
TAACTTTTAT 
TTACGTTATT 
TTTATATATA 
TA TATAAA AT 
TCNTTTTTAA 
ATTAAATGTC 



TACTAAGAGT 
CACGTCGTAT 
AGCTGTTACA 
TAGCTACTCT 
TATTTCAATA 
ACATATTGGG 
ACGTTCTTAT 
ATTATAAAAT 
ATTGATAATT 
TCGTTATCAA 
GTTCTACTTG 
TCCCATATAA 
ATNATTATAT 
TAATAAATTA 
NT 



TAGACTTTAA 
TTAACCCAAC 
ACCAAGAGGA 
ATCGTTATAT 
ATTCTCATTA 
CT TTCG TGGA 
AACTTTATAA 
AATATTAGGA 
AAATTTCACA 
ATACCATTAC 
TAG GTA TTAC 
GTTTTTATTA 
TAATNATTTA 
TTAAGGACTN 



TTAATAATAT 
TCACGTAACC 
TAGGTTGAGT 
TACCCTGTTC 
TTGTTCAGAC 
TATAATTATT 
AAAGGATTGT 
GTTCTTTGCA 
ATTTAATGGG 
AATATGTATA 
AATTATAGCA 
ACATATAAAC 
TTAANATTTA 
TCCAACCTTT 



TATTTGTAGA 
TTTTAATTGA 
CGACATCGAG 
AATTTTGTTA 
TATTTCATTA 
GTTAATCCTA 
TATAAGCTTC 
ATTAACCCAA 
ACTATTAATT 
TTTTGTTCAT 
CAGTTATACC 
TGTNCATTAT 
NACCCNTATA 
TTGAAAGACC 



AGATAGAAAC 
CGAACAGTCA 
GTGGCAAACA 
TCATAATAAC 
TGTATTATTT 
CTCATATATC 
GCTGCAGATT 
TTTACTCAAT 
AACCCTAGCG 
TATGCCAAAC 
ATTATATTTA 
TTATCTNTTT 
TTAAATATAA 
CCCCACTNCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 



35 



40 



1379RP 

GATCCAATTC 
CAACAAAAGA 
GAGCCAAAGT 
ACATTAGACC 
GGAGCAAGTC 
CCCTTTCAGT 
AATTACGGTA 



TCTCGGTAGT 
GTTTCTATCT 
ATCTTGAGGT 
ATCCTCTGGC 
AAGATAAGTG 
TACGTACCCA 
TCGAAGATTT 



TTCCTTCCAT 
AACGTGCCAT 
AGATTGCTTC 
ACCTCTCTTG 
TCTCTATTGC 
ACATCAAGGT 
TGACGTATCT 



ATAGAGACTG 
CGCGTCTTGT 
GAGACCAGAT 
TCTCATCGTA 
TGACCCACAT 
GCGACTTCCA 
TCTCGCGCTT 



ATCAACTAGC 
ATCTACCATG 
ATCTGTAACA 
GTTACCGTTA 
TCCCTCGTAA 
AGGTTTGTCT 
TTTGCCGGAT 



CACATTCCCA 
TCGTAGATTT 
ACTAAGTTCA 
TTCCACCATG 
CGCTTTCTTT 
TCGTTGAAGG 
CTTCTTCCTG 



60 
120 
180 
240 
300 
360 
420 



45 



GACTTCGACT 
CGCTTAGTTG 
TTAGCCGCAC 
ACGTTCGCGG 
CATCCACTTG 
CCAGTTCATA 
CNTGTCACGT 
CNCNN 



ACGGGAGTTG 
ATGGGG CTCT 
ATGCAATTTA 
GTGATTCTTG 
GANTGCTGCG 
GGAATTTGTT 
CGANGNATNT 



CGGTCGCTTC 
GAGCTGGAAC 
CTCTGCACGA 
CTGGGGCCTA 
TTGANANTTT 
CATGTCAATT 
GTCNTCCGTA 



CGTAATCCTC 
TGTCATTAAG 
GAGCGTTATC 
GCCCAGTTTG 
GGTATTAATN 
ACAANCTTTC 
CANCTCCCGA 



TTCAGAGTCT 
TATACCCCGC 
GTTCTGCGTA 
CCCATGGCGC 
CAGGAAKATT 
NACGGGAATC 
TNCNCCAAAN 



TCGCTGTCAT 
ATAGTGGTTT 
TATATATGTG 
TTGAAAGCTT 
CCTCCGTAGT 
TTTTGCGACT 
TNNCCNCATT 



480 
540 
600 
660 
720 
780 
840 



50 
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1379UP 



GATCCGGAAG TTAACACTGC CTGGGATTCA TAACTTGGCA ACAGCGTATG TGCGTGTGAA 60 

CATAGTCGAT GGAGCACATG AATTGGGGTA TCAATACTGA TTTCATAATG CTTTCTGGAG 120 

5 CCATTGACCT TGCGTGACAA CCTCAAACAT ATTTGGAGCC AATGGTTGGA CTTTATGTGG 180 

GGAGATGCAG TATTCGGATG TATGCACTGT TGGTAGTTCA ATCTTTCGGG GACAAAAACC 240 

TGGTAAGTGA ATTGTCTCTT TGAAGCGCCA CCCGCTCCAT CATCCAGCAG GTTTCCTAAG 300 

TTTTTAGCAC GCGAAAGGCT CGCGCCTTCG TGTATACCCT TAAGTGGTGG TGCTTTGTGC 360 

TCGACCAGCA AGAACTTCTT TGTAGGCTCC ACTCGGTGTA CTTTCCGACC TTTACAATAA 420 

TACTCTAAAG TTTCCGTCAG GAATATTCTA ACCCTGTGGA GCACGAGATT AGCCCGTGGG 480 

10 TTTAGCGAGA GCGATATTGG TAGAAATGCG TCCAAAACTA TATCTTTCGA TGCAATTACG 540 

ATTTCATAAC TCAATTCTTT TTCCCAGTCA CGTGATATGA CTATCGGTTC GGTATCTTCT 600 

ACAGAGTTCG GAGATAGTGT GCGGATAAGT TAATCGGAAC ACGACGTGGA CATTGGACTT 660 

AAGGTCCTAT GCCCTCAATG TCACTCAAGC AGGTATTTAC GTTCCCNATG TTACTAGAAT 720 

CTTCTTGCTC GACNCCGGAN TNGANCCCCA AGAAAAAATA TCCCCGCCNG AAAANAATTT 780 

CCCTGGNGTG ACGTGTGNAT NACCCNACGA AAACNTCCTC CTTCGAANGT NCCTTATATT 840 

15 CNNTNAAANA ATANA 



13 80RP 

GATCGCATCG ACCTCGCCAA AGTAAGGCAG GCTCTCGACG GAGATCCAGT CGACAAGGTG 60 

20 AGGAAGCGTG GTGTTCTTAC CCTCGAACAC AATTGGCTCC TTCTCGCCCG GCAAGTGGAC 120 

CGCCAAGGTC GGCTTCTTAG TTGGGTACTG CACAAATACA AAGTCGTTCC GGAGCAGGTT 180 

GGCCAGTTCG TAAAAGGACT CGTTCAGGCC CTTCACGCCA CCGTCAACCA CCACTGCGGT 240 

CTTGGACTCC GCAAGCAGGT CCTCCAGGTC CTGGGCGGCC TCCTTGCCCT CCAGCACCGT 300 

CACGGCCGGC TCGGCCTGGC GCAGCATGTA CGCCACAATT TCCTCGGCCT TGCGTGCGCC 360 

CGTGTATGGC ATGCCCTCCT CTGACGCCCC ACTGTGGAAC ACCTTCAGCG TCGGGTACCC 420 

25 GCGCACGTTC TGGCCCGCGC ATAGATCCAG CTCCTGCTCG CAGTCCACCT GCGCCAGCTT 480 

GATGCCCTTC TCGGCCAGCT CCCCAGCCGC CTTCACGTAC TCCGGTGCCA GGTGCTTACA 540 

GTGGCCACAC CATGGCGCAT AAAACTCCGC CATCACAAGC GGGTTCTCCT CTAAGAACTT 600 

CCCGAACGTC TCTCCGGTCA ACTTGACACT GCAGAGTCCT CTGGTGCAGT GGCATCTTGG 660 

GCCTGTGCAA CTGTGCCAGC AACCGGCGAT GGACAACACA AACCGCTTGT CCAAAANCNT 720 

TCTCGCTGCG TCTATCCTAC CCGTGGTTTN GTGNACTCTG TGGCGATCAA ANCCGGNTNG 780 

30 CNATTTTTGT TTTATACTGA TCCAGAATTC ACCCTNTCNC AAAACNNTTN CCNGAAAAGA 840 
NCGNGTN 



1380UP 

35 GATCTCGCCT GTTGTGAGTG ACGCCGAGTT GCGCGAATTG TAGCAGTGCG AGAGGAACGT 60 

GCCGACGGTA TCGTTTGCCA GCGCGACAAC GCGCACGCTG CCCAACCCGA CCGCGTCCAA 120 

CTGCTCCTGG TACATCTTGA CCACGTCCTT GCCGATCGCA TCCTTGATGT TGAAGCCCTT 180 

CGTCCAGCGG ATCAAAGTGC CGCTCGATAG CGATGTCTGC GCCACGGGAT ACGAGAACGT 240 

AAACCCGAGC TTCAGTTGGC CGCCCTCGCT CTGGAGCACT TCAGAGTGGT AGCGCTTGAC 300 

AAACGCCATT GTGCGCTTCG CGATGAAGCC GAACAACTCG TCTGATGTTA CGTCGTCGTC 360 

40 AAGGAGCTCC TCGGGGATCT TCGACTTCAA CTGCTCCAGC TTGAACGTGT GATCACCGTT 420 

GAGACGCACC GAGCACACCC GGAAATTCGT GCCGCCAAGG TCCGCCGCCA AGAACGTGCC 480 

CTCCTCAGTG CCATTGGGCC TGCCCATCAC GTACGACGGG ATCATCGGAA GCCCACGGTA 540 

CTCCCGTCCG TCTCTCCGTT CTTGAGACCT GTTCCATACA TTCGATGAAG TACGCGGTCA 600 

ACTCGCGGAG TTTGTCCTCC GTCACCTCGA AATCCTTACA TATTTCGTCC ACTGCTCCTC 660 

GACTTTCCCG CGTTGCGCTT GTGCAAATCT TCNAAAANAT CCTGGTACTG TAAANATTAG 720 

45 ACTTCGANAC GTTGGTCGAG TCTTTCNNGC TTNCCTACTC NCCNGCCNTG TCNTANTATT 780 

TTGANGGCGN TCCAATAAAA AAC CCTTTNG GGGGTCNCAA GNGACCTCCC ACCCTCTTTT 840 
GTTTCCCCNT CCCNNAATGA 



so 1381RP 

GATCATTATA TTATAAAATA TAATAAAGAA TATATTTAAA TAATAATAAT AATATGAAAT 60 

ATTATATTAA TTCTCCATTG GAGCAATTTG AGATTAGAGA TTTATTAGGT TTAACATCAC 120 

CAATAATAGA TTTTAGTTTT ATTAATATTA CTAATTTTGG TTTATATCTT ATAATTCTTT 180 

TATTAGTAAT TTTACTAATG AATTTAATAA CTAATAATTA TAATAAATTA GTAGGTTCTA 240 
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ATTGATATTT AAGTCAAGAA ATAATTTATC 
TTGGTGGTAA AGTATGAGGT TATTATTTTC 
TTACTATAAA TTTAATTAGT ATAATTCCTT 
TTGTAGTATC AATAAGTATA ATTA TTTGA T 
ATGGTTTAAA ATTCTTTGGT TTATTTTTAC 
TTATTAGTAT CAATTGAATT ATTATCATAT 
TTATCAGCTA ATATTATAGC TGGT CATTTA 
AATCTAAANC CACAAATATT TAACNTTTTN 
ATGTNTGTTA GAATTTNTAT CTTATACCNG 
AACTATTTAT TCCTTATTAA ATTAACANTT 



ATACTATTAT AAATATAGTT AAGACACAGA 
CATTAGTTTA TACATTTTTT ATTCTTATTT 
ATTCATTTGC TATAACTTCA CATGT AGTAT 
TAGGTCTAAC TATTATTGGT TTTTATACTC 
CACTAGGTAC ACCATTAATT TTAGTCACCA 
TTTGCTAGAC TTATTTCATT AGGTTTAAGA 
TTAATTGTTA TTTTAGGTGG TTT ATTA CTT 
TTAAGTTCNN CCNATGAATG CTATTTNAGT 
CTTANTNTGA AGTNTNAATA CNCCNTATNA 
NAACNCCCNA TTANTTTNTA TNCTT 
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1381UP 



GATCATTGTC CAATATTCCC CACTGCTGTA TCATATAGAT ATTGATTATA ATTTCTAAAT 60 

CAACGTGATT GTTCTAACTT TAATTAACAA TTATGAATTT TTGGCTAGTT ATTATTTTTT 120 

5 AATTAACTAA TACCTAAATC ATTATAAGCT TGACTTAAAA CAAATAATTA TTACATTATT 180 

CTTTATTTAT TATTTAATAT TTAGTTAAAT TTTAAGTTCA TTATTCTTAA TTTTTACTCA 240 

CGAGTACACC ACTTATTAAT ACTATTAATT AATAATATTA ACGTTTGATT CGCATGTGTA 300 

ATGTCCTTAG TTAGCGCTTA ATCTGAACCA ACATCATGTT CTCATTATTA TTAACTATTT 3 60 

TTAATTATTT TAAATAATTA TTTAATACGA AAGTTATAGG ATTCGAACCT ATGAAATCAT 420 

AAAGATTTAT AATAGCTCAA ATATTACACT TTAAACCACT CAGTCAAACT TTCTTAATAT 480 

10 ATATACCTTA TATATGGTTT GATAATTTAC TTATAATATA TAGTATATAA TTTAATGATA 540 

AACTCTTATC ATTTAGGTGC GTAGGGTTCA CCCCCCTATT GCTAGTCAGC AATATGATGT 600 

ACCTCCTAAA TGA T AAA GAA GTATA ATATA TAAATATTAA TATTAAAGTA TTTAATGAAT 660 

ATTATTATTA TTTATTTAAT TATTATTTTT ATTTAGTAAA TAAATAAATA TTTCCACTTA 720 

TTGAAATATA GGTTCTTNGA TTAGAAATAA GCNATNATAA TGTNCCATTG ACTATTAAAT 780 

ANTGTGCTCN CNNGACTTCC CTATTTNCCN NNGANAANTC NGAANATCAG AANANAGATT 840 

J5 CCNANATNTT TAATNNNCCC CCA 



1382RP 

GATCTCACAC GTGACTAAAA TCACTAACAC CACGTGACTT CGTGCACGTG GCATCGTCCC 60 

20 ATTCTGTGCG TCGCTAGCAT TCTGCCCGCG CATCTGTGTC AGGCCACTGC GCAGCTGACC 120 

ACGCCGTACC ACGGCAGGCT TCACGACAGA CGGCAAGCTC AATCGCTATC TACGGTTTCA 180 

GGTGGAATTT CTTACCGGCA TCCGATTAAT TGCTTTTTTG GCTTCCTTTT GCCCCTCTTT 240 

TTCCAGTGGG TTGCTTCCTG AAAACAGGGA GCTAGCTTCC CGTAGTACGT AACAGTCGTA 300 

GAGGGTTAGG CATCGCTGAG CTCGAGACCC GGTGATGCAA TGTGCACAAC CCTCGTCTGC 360 

GCAAAACGGG CACGAAGATT GAAAGTATCC AGGAGTGCAG CCCAGGGTCA TGCGAGACAG 420 

25 AATGGGCCAG AAAAAGCGAA AAAATGGACG ACGCTTTTAT ATATATATGT AGCGAGGCCG 480 

GGCGTTCCCA GAACGGGACC CGACACAACT TGTTGTAGAA TTTCTATCTG CAAGGAATCA 540 

AATACAAAAT GGAATCTAGA TTGGGATGGC TAACTCGTTT GAACTACGAC ACTGGTTCTG 600 

CATTGAGAAG AACTCCATCA TCCGGACAAT GGTCCTAAGA CCAACCACCC AGANACTTNG 660 

TGGANCTTAA AAAGGNGGGT TGAACATCCT GAGAATGAAC TTCTCGCNCG GTCCTACAAT 720 

TNCCACCATC GGTGNTCNAA NACCCNNAAT TCGAGATTNT NCCNGTTAAC NTTGGCCTTG 780 

30 CTTTGAANCC AAGTNCCTGA ATNAAATGTN CCTNTCGAAA NTTANTACCN TCCCCTACCC 840 
AAANC 



1382UP 

35 GATCTATAAC AGGTGCCAAG TTGGCAGATT TGTTTCAGGG GCTCGACGAT GTAGAGTCCA 60 

GTAGAATGCT CTGTAACCCC AGAGCATACT TTGCGCGAAA GTCTTTATCT GTTGAAATCA 120 

ACTGGGGTAT CCGCTTTGAT GCTGTCCCGG AGGTTGATGC CTTTCTTGAT CGCCTTGTCC 180 

AGTATCTGGT TGGTAAGCTC AATGAGCTCC GCATGACCAC GTCCCATATT GTTTTGAAAA 240 

TAGCACGCAG AAGCAGGGAT GCCCCCATCG AACCCCCCAA ATACTTGGGC ATGGGTGACT 300 

GTGACAGTTA TAGTAAATCG TGCAGATTAG GTCTTGCTAC CAATATTCCT GGGGTTATAT 360 

40 CTGCAGAGAT AAAGGCAGCT TTTCGCATGC TATGCTGCCC CGCAAAGGAA CTGCGTGGTA 420 

TAGCCGTTCA GTTTCTTAAA CTGAAGGAGG CATCCATTTC TCAAATGCCC CGTCAGCTCA 480 

GGTTTCCATT TGGTACAATC AGACCTTTAA CAACTCCAAA GAATCGTATC ACAGCGTCGG 540 

TTACAGAATT GCCACCTGTA GTTTATAAAA GGGCCACTCC TATTAAGGAT TTTTTTGACC 600 

GGCACAAGAG GACTCAGATT CACCATCACC TGATTCACTC ACATGATGTC TGCGTCAGCC 660 

TTGTGCGAGT CATTCCTGGT GGATTACCTA CGATCTTGCG GAAAAATCCN AAAAAACATT 720 

45 GACNATCTNA AACCAGACTT CTTTNTTGCN ATTCCCAAAA AAATTGGGNN GNGCCCNGGT 780 

TNNATCCCAN CATGCCCTTA AAAXTTAGAT CCTTGACCCT ACTCCNANTT GNTNCCCNAA 840 
AAAAAAACTA TCAATGTNTN CT 



GATCTGCATC GCGTCCACCG TGGACTGGGC GGTCGTGGGC GGTCACGGAA AACTCGGOGG 60 

ACTCGGTGAT GGTGCCGGCA AGCGTCTCGT AGCGGATGGG CACGACCTTC GCAAAGTAGG 120 

AAAAGAAGTG GCTATGGCCG TTCGGAACCT CCATGGCGCG GCCATTGAGC GGCCCGGGGT 180 

TGCCGGCAAT TTCGGGCCCA AAGGAGAGAC TATGGATCAC GTGGTTGAAG GAGAGATGGG 240 
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300 
360 



10 



«™*-TTCCTT GTAGAAGGAA TCGTCGTGGG CGTGGCCCTT GCCAACGTGC GCAGAGCCCG 

^SSSgtg aatgttcccg tgaacgcggt tgagctgcgc ggtgccagcg acgcggcatc - 

CTGCTCCTCC AGGCGCTCCG TCTAGCCCTC GCGCTTGCAC TGCTCAAAGC 420 

^SSStc GAAAGTGGCC cagttcatct CTGCGTACGC CGCGCGCACC TCCCCGCACG 480 

CACGCGCTCG OTGCGCGGCA GGTTCTCGTT CTGGTCCTGG TCGCGTGCGC 540 

™^££«3C CACAGTAGTC TTGGTCGTCT GTAGACGGCA ACGTCTCGCC ACTCGGAATT 600 

^tc^Sx SStccgtc cntgtttgtc CACCNTTTTT CCTTGATCCT cctccaacna 660 

^n^^n^rr CTCCCTGTTC TCTNTANNTC CATTTCATAC TCCCCCGGAT CTTGCAAACT 720 

£SSS!S SSSSK TCTGCT^CG TCCTTCAANC ACTGNGCGTC TCCCTCCCCA 780 
NTTCCCTCCT ANCAAANACN CGTTCACAAC ACCNCNTATN CCT 



15 



20 



25 



30 



35 



40 



45 



50 



55 



294 



EP0 866 129 A2 



1384UP 



GATCACTTTG TTTGTGTCTG CACGATAAAT GGCCTCGGTA CAGAGTTTTA CGAGTGTTTC 60 

5 TTGGCTGAGA CCGGACAGGT CAATCTCAGA GTTTTTACTA TTCATTAGTG AGTAGATTGA 120 

CGCGTAGTTA TTATCAAAGG CCACCGGGGA ATTGTTAAAG AAGTTGGAAA CAGATGATTT 180 

CGACATGGTA TAGTTCTGTA GCTTAATTAG AACGGGCAGG TCTGAGCTCT CCGCGACGGG 240 

AGTACTGTTT TGAATGGGTG GCACAGCCAG TGGCGGTTGG GGCGTGACCA TGCCAAGCTG 300 

TGCGCCCGCT GTCAGGCCCG CTGGTACTGG AGCCGGCACG CTTATCGGCG GGTCTGCTGG 360 

TGTCGGCGAT TTGGAAATAC GGTTGTTGCA CGCTGCTAGG TATTTTTCGC GCTCCGCTGG 420 

GCTCATCTTC TTCTCGGTCA AAGCAGGGTC GAAGTTCAGA ATACCCTTAC TCTTCGTCTC 480 

10 CTCTCCAATC ATGTGCAACG TTTGCGCGAT CTTCCCCAGC TTGTGGTGAT AGGGCGCCAG 540 

GTCGCCCGAG TTCCGGATCA GCTGCGCTTT CATGCCAAAG TTAACGAAAT TCTTGTAACA 600 

GCGTTCGACG CAGCGCTTCC CAAGCGGTAC CGCAGCGCAA ATCGTTTTCC TGCTGGTACT 660 

TGTTGTCNAT ATTGAATCNA ACAGGCCCCC CAATAANCCT GTCCCACGGG CCCCGTTCCT 720 

GANNAAACCA GCATCACACC GCNAAAAAAC GGGCCCCACN CGTCGTCATC NAACTTACCC 780 

CTCCAGACTG NNTATCCANN GCATNCNCCT TTTTTNTCCC GTGTNTCTGA AANTNCNAAG 840 
15 CCCCCACCT 

1385RP 

20 GATCGACCTC GTCATCATGG GCAAGCAGGC CACCGACAGC GACAACAACA ACACCGGGCA 60 

GATGCTGGCG GGCCTTCTCA ACTGGCCGCA GGCCACCAAC GCCGCGCGTG TTGAGCTGGA 120 

CGC GACTGGC ACGCGTGCGA CCGTCACGCG CGAGGTCGAG GGCGGCGAGG AGGTCGTCAG 180 

TGCCGCGCTG CCACTCGTGG TCACCACGGA CCTGCGGCTC AACACGCCGC GCTACGTCAC 240 

GCTGCCCAAC AAGATGAAGG CGAAGAAGAA GCCGATGGCG AAGCTCAACC TCGCCGCGTT 300 

CCCCGGCGTC GACTCCGCCG CCCGCCTCAA TCTGCTGCGC TTCGAGGAGC CGCCCGCGCG 3 60 

25 CGCGCCGGGC ACCGTCGTCG CGTCCGTGGA CGAGCTGCTC GCCAAACTCA GGGAGGCCAA 420 

GGCCGTTTAA CACCTATATA AACTAACAGC CCCTATTTCC TCCGCGGACG CAGCGTCCCG 480 

CTCTCCAGCA GCCCCGGCGG CTGCTTGCGC AGGTACGTCT GCTCGTACCA CGCCTCCCAC 540 

TCCCCGCCCT GCGCCCGCGC CTGCTGTACG CTCTTCCAGC ACGCGCCGGC ACTCCTCGTC 600 

CCACGCCGCG AGGTTGCTCC CCCGGTCGCT GCCGCCCGCG CTATCTTGCA ACNCCGCCAG 660 

CTTGCAGTTT CGCCCGCCCC CCCCGCATGT NNCCCNCCAA CNCNTTTTTA CACNGGATNT 720 

30 TNCCCNTTTG TTNTCCNTNN NTTCCNCCCC GTGGAANTGN TTTGCCNTTG CTTGANAATG 780 

CTANCCAACC CCCCAATTTG ATNGNGCCCC CCCAAAATNA ACTTTCCACT TTGCCGAGAC 840 
CCCGCCCTGT NCCCTTNTTT AA 

1385UP 

35 

GATCCTTGAG GGCTGGTTCC TGGGCTTCGA GCCCGCGGCC GAGGCCGAGC TCGCGCGCGC 60 

GGCCGGGACC TACGGCGCGG CCGCGCTGCG CGAGGTCAAC GCGGCGCTCG AGGACTACTC 120 

TGCGTGTCTG TGGCGCGCGG CTGGCGTGCC CTCGGTCGGC ATCGTGTTCG ACGCGCAGGT 180 

TCGCGAGTGC GTGGCCCGCT GGCGCATCCA GCAGGAGCAC GAGCTGCGCG AGCGCTGCGG 240 

CGCCGGCATG ACCGACGCGC AGGTGCACGC ATTTCTGGAG CGCTACCTGG TGTGCTACGA 300 

*0 CGTCTACTAT GCGCGTCTGG TGCGCGAGGG GCTCGGGAAC CTGCACCGGC TGACTGTGGG 360 

GCTGGACGGA GACCGAAAAG TTACG TATGT TAGCCAGAAG AATATGTAAT GCCGAGTCTA 420 

TAGTTCCTGG TCCGAGATGT CCTCCCAGGG GATGAGATAG CGCGTCTGGT GCGCCTTGTC 480 

GCGCGTGCGC GCGGCGGGGC CCGGCGGCGA CGCGCGCTGG CGCGGCGCCA TGCTGGGCGG 540 

CGGCGTCGAC GGCAGCACGC TGCCGCCGAG CTCGTCACGT GGCGCGCCAG GAAGGCCTCC 600 

GTCTGCGCCT GGCGCGCGCT CAACGCCTGC AGTCGCGCGA ACGCTGCCCA NCACGTTCGT 660 

45 CGCGCNGTCC ACTGCNCGGG ACTTNTTAAA CACTCCTGCT TTCCTGGAAT CCTTGAACNA 720 

NCGCNGTTGC GCTTTNCNAC TNTNATGANC CCCCCAAACC CCTNTTTGNG GGCTGCGGGC 780 

NCCCCGCCCC NNNNCTCTCG CCNGGTTNNG TGTCCTTNAC CCTNCCCCTT TNCNTTAACC 840 
GTNTANNTTN N 



1386RP 

GATCGCACGT CATTTTACCT ACAGGCTGGG CTTTTGAAGA AGACGCCTGC ATGGTACAAT 60 

GTCGTAGCCA GGATCCCACC TGTGACCAAG TTCGCCAGAG AACCGAAGCT GCATGACCCA 120 

GTTAGCGGCA AGTACAAGGG CGAGCTGGAT ATAATGACGG ATAGATTAAA CAGAAACACA 180 

GAGACGTACA AGACACGCGC TGGGAGTTCC GACCGGCAGA CGGCCGCGGT GCACAAGCCT 240 



295 
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TCTAAGCTGC GGTTTATCGA GGACAAGCTG CGGTCGCTOT TTTTCCAGCA GCATCCCTGG 300 

GAGCTGTCGC GGCCGAAGOT GCTGGTGGAG AACATGGGAA ATGAGCAGTA CGACTGGTCG 360 

^Stgttgc agctaggcaa gccgcttoac ggtcagtctc tggtgcagcg GACGCTGTAT 420 

??SS5t cgggcgcgca ccgggagatc ctcgcggcat acgaccaggc gcggtttgag 480 

5 TTCTATCGTC TGAGGATGCA GCAGGAGCTG GAGGAGCAAA TAGCGTACGA GGAGGCCACG 540 

ATGGTTCGCG CTGTGTTCAA GACAACCGCT GTGGAGCACG GTCTGCAGCA AGAGCAGAAG 600 

GTCCTCGACA GTGGAAAGAA GACTTTGTTG CCGGGTTTGC CCTGATTTTT GCNAAAAAAA 660 

APTTTACAAA GCAGTCCNTG GGCCNAACCC ACCGAAGAAA AAGAAGAACC AGGACNNTGC 720 

CGAACCCNAA GACNCCACCT GTGNACTCCN TTGCCAACTT TGTTATAAAT TCTTACNNTT 780 

TTATTCC^ NGTACAATNC KANNTACTGT TOTGTGCCAT CATGTGCCCC AACAGGTTCC 840 

10 CCCCNTTGGA NAAANGC 



15 



20 



25 



30 



35 



40 



45 



SO 



55 



296 



EP 0 866 129 A2 



10 



1386UP 

GATCCATGCC TCGTTATAAC TGAGCAGAAG TGTGCATGCG AACAGAGGCG TTTCCTTGTT 60 

CCTTGCCAGT TCCCCCATTC CCCAAGTTGC ACTGCAAAAT GTGAATCATT GATGTCTTGT 120 

CGTCGCCATC GGTGCGCTGA AAGATGCTGT TCCGGTAGAC CGCATTCTGT CAAGCGGAAC 180 

TCTAGGCGGC GCCGTGAGAG TCCAGATGAT GAATCTGAAG TTGAGGCCCA GCACGTGTGC 240 

TTAAAAGATT GTAATCGGGT GCTGCTTTGT GGTATCCACA TGTGCAATTA CAAATGCCAT 300 

GCAGGCAAAT GTCCTCCCTG CTTAGAATCA GATTCCAATG ACCTTATCTG TCCCTGTGGT 360 

AAGACAATCG TACCAGCCCC TGTCCGTTGT GGAACAAAGC TCCCTCGCTG CACTCATCCA 420 

TGTCGAAACT CGCTGCTGGA TACTTGGCCC TGCGGACACA GTCCACCTTC GCATAATTGT 480 

CATCCCTTAG ATGAACOTTG CCCCCATGTA CCATCACAGT CAAGAAAACT TGTCGCTGCG 540 

GTAAAAACGA GATCAGGACA TTCTGCTACA ATGATGATTG TCGTGTTCGA GACCGTGTAA 600 

GAAGCCATGT CCTATTGCAA TCACTTCTGC CAATTNCCTG TCATTCCGAT GGCAATGCCA 660 

GCAAACTTGT TAGCAAGCCT GTGGTCNACC ACCGAAAGCC GCACNTGTTT GTTAGGGAAA 720 

TGCNTGGCNT NCGHATGCCT GAATCCCTGT NCNAAAAAAA AANCNCCGTC CGTTGTCCAT 780 

CNCCACCAAT NTGCNTGATT TGCTGGAAGA GAANGTTCCG ACACCNCCCC GTCCTGNAAG 840 
15 AATGTGCAAT CNNCGN 



1387RP 

20 GATCAACCAC TCGTGTGCCT ATACATAGGA ACCAAAAAGC CTTCTGGCCT GGTCCTCAAG 60 

TAGTATTGTA TAAGTTTGGA ATCCTTGTAC GCGGTTGCCT TCCGCGCACC TTTCATATTT 120 

TCGGTAAAAG CCTCCACAAG GTTCCTATCT TTATCCTTGA AGTTGTCTCC ACAGGACTCC 180 

CACAAGAACG CCCCAGCAAG CTTCTTATCT TTCACGTATT CCTTCTTTAT TTTCATTGAA 240 

TCCACATTGT CGTAGACGAC AAGAGTTTTA GTATTAGGAT CGTAGCTATA TGCAGAGACC 300 

CAAACATTGT CAAACTTCTC TGGGCCGTGA GCTAGCGGCA ATTGGTTGTA TAGCCACATA 3 60 

CCCGGTTCCC CTTCTGATCC TCCGCCTACA CCAGAATATT TCTGGCCAAT TAGTTGTTCA 420 

CCATCGCCCC GAACGTTGGT GAAGCCACGG CCATACGCTG CCATGCCGAG TGCAATTTTT 480 

CTTGGGCTGA CCTTAAATTG TTCGGTCATC ATGAGTATCG CATCATGTGC ATTCAACTCA 540 

TCAAAGTTGT CAATACCCAT ATCTTCATAC CGACGCTTAT CTAGGTGCGA TTGTACGGCG 600 

AATTCGTAGC ATTGTACAAG TTGCTATGGT AGCCTGTTCG CTCTGACCAT GCACCGTGGT 660 

ATCGTATGTC ATCATATCCN CATGCTGAAA ACTGTTCACT CNCAACCGGA AATGCAATNT 720 

CTGAAGAAGC NGGCTGCCAG CTTNATTGAA CCGTCCTGTN TCCCCGGGCC CNANATNTTT 7 80 
30 CCATCTCNNT GTTNGCAGCG GTNCTTTNNA AAACTGGNTC GNNCNCACCA 



25 



1387UP 

35 GATCACCACA ACACAGAAGC ACGCAACGCT ACAGG AC TTC CCTGTTCTTT TGCTTGCACA 60 

CGTCCAGCCC AGAGGACGAT TACACCGCCG TCAGGGTTCG CTAGTCTCCG GCAGCACAGG 120 

CTCCTTATCA CATTTTGCAT TTTCACGCTC GCACATGTCA CAAATAACCA AATACATCCC 180 

CAAAAGCACG CTTTTTCTCT GCCCGTTCTT TCTCATCGCG TCAGACTTCG TACTCGCTAT 240 

GAGCGGCAAG GGCACGCGCG CAGGGAGCTC ATCTACAGGC ATCGGGTCGC GGCCCACGCG 300 

TCTGCAGCGG CTGCGGCAGC TCGTAGCGCA TCGAGATCCG GCAAGAGGCC CGTCAGGTGC 360 

40 ACTTACGAGC ATCGAAGAGT TTACTAGGAG ATGACAGCGC CTGCACGTCC CTGAGGCTAG 420 

CCTCCCGAGG CGGGCGGGCC GCTTGGTATA GGGTTTACAT AGCAGAATGG CACGAATATT 480 

TGCTCTAGGC AACTGCAGGG ACGGAAGGGG CTTCATCCGA AATCCTTGCA CCGCCGGGTG 540 

CCGTATATAA GGTGACGCAG CTGCGCAGCT GGGGCGGGCA TGCTAACCAC GACAGGATGT 600 

GGAGTGGTGC GCGATTATAT ACGACAAGCC GGCGTGGACG GTCGGTGCAC AGGCAGGACA 660 

CCTGGCGGAA ATCCCAANTC GTTGAACAAG GGAACTGGTG CAGCNGGCGC AATCTACAAG 720 

AGTTGTTGAN GGCGGCCGTC ACATTTGCCG TTNCACTGAC CCTGTCNCGA TCCANGAAGA 780 

GGNCTGGCAT NTCCCANAAC CTCCCCACAG CTGTNGACTT GAACTCCNGC CTACCTTGAT 840 
TTGCANNCCA GAAAAAN 



45 



50 



1388RP 

GATCCACCCA AATTCGTCTG TGCTGGACCA GCTTTCCCAA CAGTCTCCGA GGTAATCAGG 60 

CTACTGCGTT CCTATTTTAT GGCCTTCAAT AACTCTTTAT ACTTAATTTA GACGTTAACT 120 

TCCACATCCG GTATTTTTCA CATCTGAGAT ACTGGCAAGC ACGGCTAGCT TTAGGAGAAC 180 

TGTATCCCAT GACTTGTGGA CAGGGGCTTT ATGAAAAAAC GCCTGTCCGT GTAAGGATAT 240 

AGAAAACATA CTGAGATGGC TTTTGTTGCT GAATCAGACA TTCTTAGGTT ACATTTTGGG 300 



55 
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CCTGGCTGTA CAAGGCACTA ATATGAAGAT 
CACTGGGTGT TGCATGGGAT TTCAGGGTCG 
ACCACGAOGG AAACATCAAC GCTATTTAAG 
GCGAATAGCT GTAAGCGCAA CTCTACAAGA 
CCACAACTCC AATGACCTGA TTACTGGGGA 
ACTGACTGGT TTTCTGCCCA GAGATCAATC 
CTTTNGAAAA CCCAAATTAA AATTCCGNAN 
CTACCCACNC GGCCCTATTA TTTTATAATT 
GTAAANCGAA AACCCCCCGG NNTTCGGACC 



AGAGTTATAG CGCGTGAGAA GGAAAGGCTC 
TGATAATAAT GCCAGGCAAT CATATAGATT 
GTCATCCTTT TTGACATCTG TCGAGGAAGT 
TGCCGCCGTC TCCAAGACCA ATGCTAAGCA 
GCAATTCCGT CCTCGAAAGT TGGCACGTCG 
NATTGATCCN TNATCCCTTA CATCNCCGGA 
NCCAAAATCC NGGGATTCNC CACCCTTGAA 
GCNNACAANN CCCGATCCCC CGNNAACCGN 
NNCNTTTTNC T 
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1388UP 



GATCCAGCGG CTTGGTAGCA TGCTGGCCGA GGAGTTCGGC TGTTCTGGTT TTGCGCGCTG 60 

5 AGGCTCACTT ATAGGTGCCG ACTTCGATTG CCACTTGTGG CCAAGACTTG CTTCTTTACA 120 

TAGCTAAATG CCACTGATCA TATAGACTGC TTATTCCTGC TTAACTGCCT CAACGTTCCA 180 

TACCATCTCC GCGTACTCCT CTATGCAGCG GTCACTGCTG AAGAAGCCAA CGTTGGCGAC 240 

GGACAGGATC GACTTCTGGA GCCAGGCCCG GCGGTCGCCG TGGTAGACGC GGTCAACGAG 300 

AGCCTGGCAG GCTATGTAGG AGTCGAAATC GTCGCTCACC AGGTAGTAGT CCCCGTGCTG 360 

GGCGACGGAG TCCACCAGAG GTTGGAATTC ACGCAGGTCC TGAGGGGAAA ATGCGCCCGA 420 

10 GGAGAGCGTC TCCAGTACGC GAGCAATGGG GGCTGGCAAC TCTTGGCGGT GATACCGGTG 480 

CCGGTAGCGG AGGTCTTCGA CATCTTCTGC GAGATTACCA AAGAGGAAGA TGTTGTCTTC 540 

GCCGATCTCG CGTGTGATCT CGACGTTGGC GCCATCGACG GTGCCGATAA TGAGACACCA 600 

TTCATAACGA ACTTCATGTT NGAATTCCCN GAACCTCATT ACCCGCTGTC AAANGTGCTC 660 

ACTAATCGGA ACNGGGANAA TATTCGCCCG GAANATGTAT CCCGAATGAA ACCCCTCAGA 720 

AATACNATCC CTCTCTTANA CACNGCCCNC TTATTACCTA TATNGCTGCC NTTTTACCCG 780 
GCCCTTNCCC CNAAAANACC TTGAGAAGNC CCCCTOTNTN GGNNCCCGTN CCNTTTTA 



1389RP 



GATCTTCTTT TTGAAGCCCA CAGACACAAA CTGTGATGGA GTGCTGGAGA CGCCAGCTTT 60 

20 GGACGACTTC CTTTTCTTAG ACCGGCGAGT CTTTTTCCTA GGTGTATGTC TTTCCTTGGT 120 

GCCGTGTTTG CTCACAATTG CCTTTAGCTC TTCGACGACA ATCTTTGTGG ATAACCTTTG 180 

GCCATCTAAT GAGCCCTTTT CAATTGCACC TTTGATCCAA CATCTTCCAT TCCAAACGAT 240 

ATTGGTCACC ACCAACATAT TAGTGGAGTT ATCTTTCCCC CATGATAAGT AGAATCTGGT 300 

ATGTATTTCA AACGCACCTC CCGAGGGTAC ATCTGGCGTC TTCGTTATCT GCTCCACTAC 360 

TATGTGAGAG TTCACATCGC AATGTAGGAT TTTTTCCTGG ATCAAGCATC GCGTCTGCTT 420 

25 AGGACCAACA GGATTGTTTA ATGGCTTGAT ATATTCATAT TCCCTCACAT TATCTGAGAA 480 

TTCAGACGGT ATAGCTGAAA TATTATGATT AGCCTGTTTT TCTAATATCT TTTGCAAGTA 540 

GGACGTGTCC TCACCAAATA ACAGCTTGTA CACGACACCC AATGGTGCTG CGATGGAATC 600 

GAATCATCAA CAATAACATC TCCTGGTTGC TCGTATAGGT GTTCTTCGTC GGAGGANGCT 660 

ACTAGGGCGA TATTNGTAAA TATTAAGANA CANTTGTTGA CTGTTNGAAC TGCCNCGTAC 720 

TTGATTNTAT AAAACCTCNN AATGTTACCG TTCNACNCTT TNGAGANTTN ANCCCTCNAA 780 
30 TCCNTTCCNC GTGANTTTNC ATCTCCCCTC NTCTATACTG ATACNT 



1389UP 



GATCCGTCGC ACTTTCAACA TTGTGAACGA CTTCACACCG GAAGAAGAGG CTGCCATCCG 60 

35 CCGTGAGAAC GAGTGGGCCG AGGACCGCTA GCCACGGCCC GCCTCTATGT ACCATAAGTA 120 

GCCGATATCT ACCGCTGCCG GCGCGGGCCC CGCCCGCGCC ACCGTTGCGT GCCAGGAGCT 180 

GGTCTGCCGA CTATCCGTGC CAACGTACGA AACGATGCTG GTTTATGTGG TCCGCCCGCC 240 

GCTGGTTACA ATTAACCGCC CCAGGTCATC GGTAGACGGA GCTAGCTACT CGTTGTCCTG 300 

TAAGTGAGTT AACGCACAAG GGGAACTATT CGTGTGGTCA GGCAGCAGAG ACGCTGCAGG 360 

ACATACTACG AGTTATTTCT CATAACTAAA CATTTTTGAA ACCTTTGTTG CGGGGGCCAG 420 

40 GTCGTTTCGC AAAAGGCGGC GGAATAAACA GGGAGGAGAG GTAGATGCTC TTCTCAGGCA 480 

GAGGCTAGCA AGGATGGCAG AACAGCGGAA GCGGTCGCGG TCGCTCAGAG AGAGCGCGCG 540 

GGCACTTTTC AAGAAGCATA CGGGGGAAGG GGCGGCGGAA GGGGCGCGCG ACAGTGCCAA 600 

AGACGGTTAC GACCCGAATG GGGAACCGCG GANCGGGCCC GAGCGGTNAT TTCAAGTTGG 660 

CGCNGGGAAG GCCCGANTTT NAAACCGGTG TNTAGACAAA AACTTGTCCA GTTCNCACCC 720 

GTNGTTTACC AANNNNNNAA TCTCCNCCCC NGGGTNGGTG GCCNGAACCC CCNCTGGCTT 780 
45 ACGGGGNCCA CATCTCTCCC CCCCCTCCCA TTAAANACCC CGNCNCCTTT TNTCTGNCC 



1390RP 



GATCAAGTAA TCAATCAGTT AATAA TATT A AGAATA TAAT ATGTAGACAT TTAGT CTAG T 60 

CTATTAATTA TTAATTATTT TGTAATTTGT TGTTAATTTG TTGATATTTT ATTGATTTTG 120 

TTGACATTTT GTTGACATGT TGATATGTTA TAAAATATAA TTTAATATTA TTTTATATAA 180 

TTATTATTAT TATCTAGTCA TAGACTCATA TA AATA TGAA TATATTCCAT TATTAATTGT 240 

TTAGGATAAA CATAAATTAA TATAATAACT TATTTTTAAG TTCAATAAAT ATGTTCATAT 300 

TTATATGATT AATTCATAAC GTATTCGATA TAAATATCTC ATACCCTTTT ATGAATTAAT 360 

TAAGCGGTAT TAAATTATTC TGATTGGATT AAGTTATTAT TTAATTTATG TTCCTAACAA 420 



299 
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TTAATTGATT CCATAAATAT CGATATTTAT TATTATTTAT TAAAATATTA ATGATAATAT 480 

TGTAATACTT CAATTATTTT ATCAAATGGC AAGTAATCTA TTAATCNTTT AATACGATTG 540 

ATAAGAAAGA AAAGAATATC ATCTATCGTA TAATATATTT CAAGTATGAC CTCTTCAATA 600 

TAATTAGAAG TTTAAACTTG TAGAGAATTA AGAATTTAAT ATGAGTCTTA CATTAAACCT 660 

GATATGAACC TTTAATCTAC TTATTTGTTT AACCGTTGAA GAGAGAATAG TTAATCTNAG 720 
TATKACTTAT ATATTGATAC 
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1390UP 



GATCAAACTA AGAAACCTAA TAAACTAATA GAACCTATTA GATAAATTAT AGAAATTTCA 60 

CCAAATACAG GTTTTTTAGA ATAAGTTGAT ACAATATGTG ATATTATACC AAATAGTGGT 120 

ACAATTATAA TATATACTTC AGGATGACCA AAGAATCAAA ATAAATGTTG ATATAAAATA 180 

GGATCACCAC CACCTTGTAC TTCAAAGAAT GATGTATTAA AATTTCTATC TATTAATAAT 240 

ATAGTAACAC CAGCTGATAA TACTGGTAAT GATATTAATA ATATAACAGC AGTAATTAAA 300 

ATTGATCATA GAAATAAAGG TATTTTATGT AAAGTTATAC CATTAGTTCT TATATTTAAA 360 

GCTGTAACAA TAAAATTAAT AAGTCCTAAT AATGAAGAAA TAGTAGTTAA ATGTAAAGAG 420 

AAAATAGCTA AATCAACAGA AGCACCAGAA TGTGATTGAA TAGAAGATAA AGGAGGATAA 480 

ACAGTTCAAC CAGTACCTAG ACCAGATTCA ACTATAGTAG ATGTTAATAA ACAAATTAAT 540 

AGTGGTGGTA ATAGTCAAAA TGAAATATTA TTTAATCTAG CAAATGATAT ATCAGAAGCA 600 

CCAATTATTA ATGGTAAATA ATAATTACCA AAACCACCAA TTAATATAGG TATTACTAAA 660 

AAGAATACTA TTAAAATAAG ATGTCCAGTA ACTAATACAT TAAATAATTG ATTTTGACCT 720 
TGTAAATATT GTTGACAGGT GCTGATAATT CTATTCTAAT AATAAATGAT ATA 



15 



1391RP 



GATCTTTTTG CTCCAGGTTA TTCCCTTCTT GGACACATTT ACGAAGTGTA TTTTCAAGAC 60 

CTGACTCGCG CATTTAGGTG TTACGTTAAA GCCTTTGAGC TAGATGCCGG CGACCTCGTC 120 

20 GCTGCTAAAT ACATGGTGGA ATACTATAGT GACCTGTGCA ATTGGCAGGC GGCGGCCAAC 180 

ATCTGTGACC GTGTAATCAA GAATGATATG CATCTCAATT CCGTCAACTG GCCGTACAGA 240 

GTTCTGGGTG TTTATTATTT GGAGCTTCAA CAGGAGGCTG AATCGATCGA ATGGTTCCAA 300 

TCTGCTTTAC GGATTGATTC GTCTGATGTT GAGGCATGGA TAGGCCTGGG ACAGGCGTAC 360 

GCCGCATGTG GCAGAATCGA AGCCTCGATC AAGGTTTTTG AAAGGGCATT AGAGCTGTCT 420 

CCAGAACATA AGTATGCAGG GTTATTCCTG GCTATATCAT TATGCCAGCT TTCAGAATTC 480 

25 GAAAAAAGTC TCGAGGCCCT GAGAAAACTT GTGAATAAGT ATCCACAAGA AGCTATCTTC 540 

AAAGAAAGAC TAAGTGCAAC GTTGGTGGAG CATGCTTTGC AGTTCTTCGA CCAAGGTTAC 600 

CTGATAAAAG CGGCAACTTG CGCTGCTGAG GTGATATCGA TCATAGAAGG CATTGTATCT 660 

GAACAGGTAG AATATACAAC CAATATGTGG ATTACTTTAT CAAAGGCTTT GAATATTTTT 720 
ATTTCCACGC GTTCTCAGTT CGACAACTT 



30 

1391UP 



GATCGCCGCG CAGATTGTGC AGAACGTGCT TGCACTAGGG TCTCTTACGA CAAAGGACTA 60 

CATGCAGTCG TTGGCTTCCG ATGTTTCTGT GAATGATGTG GCGTCCATGT TTGTGAAGCT 120 

GGTTGAACTA GGCTTTCTGG TCCCGCTTTC CAACGTGCAC TACATGCCAC TGGCCGATCT 180 

ATGGGATGTG CTCTACAAGA AGGAATACAA TGCTATTCCA AAGAATTCGA CGTTGTCAGA 240 

TGCCAAGAAA CGTGCAGAAA CAAAGGCGAA GACGAAGGTT CAGTTCAATA CGTTGCTGAA 300 

GAATGTCGAA ATGAGCAACG TACTAATGAC TGATATGCAG ACTTCAATGA GACGTGTCCA 360 

AGACAATCTT CCTCTAACAT TTAACTTCGG CCGGTACATG AAGCACCGGC GTTCTCGGCA 420 

GCTTGTACAG TTTGCACGTT CCCGTGTGGG GAGCGTACCA GCCATGATCT ATAAGGTGGC 480 

ACTGAAGATA ACCGAACAAT GTGCCCGTGC GCTTTCAGAT CCGCTATGTG AGACAGGCCT 540 

AATGCAGGAA CTTGAGGAGC AACTGGCTAT TCAGGAAGAT ATGGCGCTAG ACGATGAGAA 600 

GCTACCGGGC GTTACATTCA ATGCGGTGGA CATATCCAGA AACTTACCAA ATAACATGGA 660 

CCTACGTGGC ACACTGACTT CTATGCCAAG AAGATCACCA GAACGTTGCA CGCACCAAGG 720 
TCAATCCCAT AAGCGGNTGA AGGCTGAAGA TGGGATGGCT GTAGCAG 



45 

1392RP 



GATCCCCACC ACCGTCACCC GCGTGCCCGG CACCACCCGG TTCGTGAGGT ACCGGTCGCA 60 

CGTCAGCAGC AGGTTGCGCG GCATCTCGCC GATCGGTACG GACTCCGGCA CCTCCTGGAG 120 

CTTCAGGAAC TGCTGGTCTA CGAAGCGCGA GCTCTCGTGA ACGATCATGT ACGGGTCCTG 180 

GCCGCAAGGG TTCCCCGCCG CGCTGCCATC GTCATTCGAG TGGTCTGCCA GGCACGCCCG 240 

CGGTAGCGCC ACGTTGCTCC CCGCAAGCGA CTGGAAGTTG TTGAGGTCCA GCGCCGTCGT 300 

GTGCCGGCAG TTGCGGCACA TCAGCGCAAC GTGAGTCGCA CGTGACGTCA GCACCGACGT 360 

TGACACCACG ATCCCGCTCA GCCGCACCAG CCGCGAAACG CTCTGTGAGT CCAGCTGCCG 420 

CAGCGCCGTC TCAGCCGCCG CGCTCTGCAG CTCCACCTGC ACCGCCGGCA GCGCGCCCGC 480 

GTCCTCCGCC CGGAGCCGCG CCATCCGCCG CGCTATTTCC GTCACCGCCT GCTCAAAGAG 540 

GGGCACCGTC TCCACAGGCT CGTCGCGCAC AGTTTGTACA GCQCCTCGTT GTACCAATCA 600 



301 
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GATGCTCCGT GTTGACGCGC 
GCGATATAAN NAACCGCGCG 
NCCTCCGANC GGTCGTTGCG 



AGCGCGTACG CCGCACCAGC 
TCNAACGAAA CTCCNGCACA 
CGCCCGCCTC CTC 



AGGTTGTTGC GCAACTGCTC 
AANCNCCNGA AGAGCGCACC 
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GATCACGGAT TGCCCCAAGT ANTGCGCAAC AGTCGTCAAN TCTGACATAT CTCTTGCAAA 60 

5 TGCTAGCCTC TGGGGGCTTG AACTAACCAT TACTTCTAAT ACCTGGCTAG CTGCCTCCAA 120 

ATCCGGATCC AAAAAAGCAA TATTTATACA TAACTATACA CGAAATCTCA GTTCATCGCT 180 

AGCTAGCTCA TCGTATCCGG GACTGGGAGA GGAACTCAAT GCTGTGGAAC CCTTCGAATA 240 

TGGCAGCGTC GGCGATGTTG ACCAAGGACT CGCCTGGGCC AAACATGCGG ATGCCACNTA 300 

GGTGGGTGTC TTTGCCGTTC TCGTGGTTAG TCACGACCTC GATGCGCAAA AACTGGCACT 360 

TGAGCAGGCC GTCGGAGGGT CGGTTGTCCT CGAAGGTGAA CTTGACCCAC CCATTGACTT 420 

10 GCGGACTTCT AGGGTCTTGT AGTAGGTTGC GTCGGAAGGG CTGTGGCCAG CGTATATGCG 480 

GAGCGTCTCC NANGTGTAGG ACTCATCGAC GAAGAGCGAG AAGTACATGG CAAGCTGGAT 540 

GATGTCAACG CGCTTGCTGA AGAAGACGTC TATGGTGTGT GGCTGGGAGC CGTCGCTTTG 600 

CCANAANGTG GCGGGGTTAT CATCCNAAGG CGTTTTCCAT GGGGTANCCG GCCTTGAANG 660 

AAGAAGGCTT CCANTAGGCC AACNAAGTGA TATCNACTTA CCCTGGTTCT CCAATGTTTG 720 
CAAGCCCNCC TGTTATTTNG MCCAGAAAAG AC 



15 



1393UP 

GATCCAGGAT ATCATGCCCA AAATCCTTGA AGCCGCTGCA AAGCGCCTCG TGCAAATCAA 60 

GAATCTGCAC ACGGCAGAGA ACTTACTCTT CGTATTTTGC TACCTGACTT CTATTGATGC 120 

20 GCGGCAGACA GTGGACTTTC TTTCATCAAC GATCATCGAT GAAGGCGGCC GTACCGCCCT 180 

CCAGGCTATC GTTCCGCGTT GGCTAGAAGC ATTCGAGGTT CTCCGCGGAG AACATAAAAT 240 

CAAAGAGAAC ATTTTATCCC TTTCCAAGCT TTTCTTCCTT GAGGATCCCC GTATAGCGGG 300 

CATCACGGTC AATGGGGATC TGATTCCCCA CGATGGCGAC ATCATAATCA CCCGCTCCAT 360 

GGCCAAGAAA ATGCCTGATA AGTACACGCA GATCTCCGCG GCCGAGAAGA TAGTCAAGCT 420 

CTTTGTTGCA GAACTAGCCT TCCAGCAAAA CCAGCCTGAC CCTGGCCGTT ACCCTAAAGA 480 

25 CGGGTCTGGC CCTGCTGACC CACATGACTC CGAGGGAGAC TCAGCTGATG AAGACTGGGA 540 

GGATGTCGAT GACATCCTTG ACTACGAAAA ATTGCGGGAG TACGCGGATG ATAGTGACAT 600 

TGACGACACG GTGACAGCCT TTTATTCACA AGTAACATCG AAGAGGATGT AACCACTCTG 660 

CTTACTCAAT TCTTCAAGGA AGCGGTTGCC AGAAATGCCT CTGGCTTCCA GGAGATCTAT 720 
AGCAGGCTCA CTGAACAAGA GAAGAAGAGC TATCTGCATG CATGGTATAG GAT 



1394RP 

GATCTCGACG ATTACCGCGT ATGATTATAT CCCAGCAACA TGGGCACACG CCGCACACAC 60 

AGACATGATA CTGGTCGGTG ATTCGCTGGC AATGTCCACG CTGGGTCATG TGTCCACGGT 120 

GGACCTGGAT CTGCAGGAGT TCCAATACCA CGTCCGGTCG GTGTGTACAG CACCAGGCTC 180 

35 GTCCTTTATA ATTGCAGATA TGCCATATGG TAGCTTTGAG CGAANCATTG AGCAGGGAGT 240 

AGAGACGGCG ATCTCG CTTA TGAAGACATC CAGCAGGGTG GGTGCTGTTA AGCTCGAGGT 300 

TGGCGCGGAA GAAAACGACT ACTGTCTTGA GCTTGCCGCA GAGCTCTGCA GGCGCGGGAT 3 60 

CCCAGTAATG GGCCATGTCN GGCTGACCCC GCAGCGCATG CATGCATTGG GCGGGTACAA 420 

GGTTCACGGC GCAAAGGACT TGGGCCAGGC GCTGGCGGCG TACCACCGGG CTAAAGATCT 480 

GCAGGCTGCA GGCTGTTTTT CCATCGTCAT CGAATGCATT CCAACTAAAC TAGCCGGTAT 540 

40 CATAACCGAG AAACTCAGTA TACCTACTAT TGGCATTGGC GCGGGCCCCC AGACAAGCGG 600 

GCAGGTGCTC GTACAGTCGG ATCTGCTGGG CATGTTGCCA NGGAAGGCCC CAAAATTTTG 660 

TGCNGAATTC CCCGGACTTC CNCNGGGACG CCATANGTTC CTTGTGCCCC CTATGTTGAA 720 
AANGTGCCCA NGGCNTCTTC CCNAAAGTNG GGGCA 



45 

1394UP 



GATCGAACTC CATGAAGGAG CGTAATGGCC TCGTGGAGCT GCACCGCACT GGGTGCGTAC 60 

ATAGCGGGAT GTAGGAATGC GGGGATAACG ATTCGGAAAA GCTGACTGGG CTGCGCCTCT 120 

AGCTTCAGCT CAAGGTGGCG CAGCAGCGTT GCTATAGGCT GTTGTGGCGA CAAGGTCGAC 180 

ACTTCAGTTG CAGTAGGAGC AGGTAGCATA CGACTAGTTA TATCGAACTG GTGCCGGTAA 240 

TGAGGATGAG GGTCAATTTC TGGCTCCGAG CGCTGGCTAG CACCACAATT ATCACCAAGT 300 

CCATACCTCC ATGCAATTCT GAGATCTTGG CTACGTGCGA CCGGTTTTGC ACCCCCTCCG 360 

GCTAAGTTTT GCACCGTGAC CTTCGATTCC TCCTGGGAAA TGCGAGATTT CTTTACCTCT 420 

TTACGTGTGC CCTGGAATAT CCCCGGCAGC TCCTTCGCAT ACTGAGTGTT GAGCGTGATG 480 

ACCACCACAT GCGTATTCCC TCCCCGCTGT GCGCCGCGAC TTTCCGCGCG GTTATGTGCT 540 

GCTCCCTGCG CTGCAAAGAG CTTTCCAAGT ACCGATGCAA AGTCTGTACC CCCTTGTTCT 600 
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TCCACCAGAA GCATCTGGCC CATTGGCAAG CCCATATGCC CTAGGAGCCG ATCCATATCT 660 
GCACAACCCG TGGATGTTGT GGGATGCGAA GTAACCGGCQ ACGGACGCAA GCCCGGATGC 720 
GACTGCCTGC CNCCTCACTG TTGGATGCCA ACCTCTCCAC GCCTCTNGAA ANC 
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10 



is 



1396RP 

GATCAATCAT 
TTTCATTATT 
CACCCAAGTT 
TGTCCTCATC 
TGTAGTCGTT 
TGGCTGTGGA 
TGCGGCTCGA 
GCAAGGGAGT 
ATGTCGAAGA 
CGCACGGGGG 
GGTACTTGCG 
TGACAACTTG 
CTCTTGAACA 



TCTAGAGCTG 
ACATACCCAT 
TTCAAACAGA 
GAAGCCGTCG 
GAGCATAGGA 
GCTGANCTGC 
GCTGGCTGGT 
TTTGGGCGGA 
CCAGTTCGCC 
GGATGGGCTT 
AGGCTCTCCG 
TCGTCGTTCT 
GGATTTCTTG 



GAGCAAAGGA 
CGTTCCACAG 
ACAGCCTCGT 
TCGCCACTGA 
ACCGGGTCGT 
AGGGGAGAGC 
GACTGTGTTG 
CGCCGGTTCG 
GTAGGTGGAG 
GATGTGGGCG 
GCGGGCCGCA 
GCGTGCTCTT 
TNAACC 



TACCTATAGG 
CGTGTCACAT 
TCTCTTGGTA 
GGACCTTGAG 
CGGCAAGCTT 
AGTTGGGTCT 
AATTCTGTGA 
GGATCCTTAA 
GTCTTGTCGA 
TTGACACCTG 
GGAACTTAAC 
GGCGTTGCCG 



CTTGCCTCGT 
TCTGCCATTC 
AAAGTTGGAC 
GGCGTTGGAG 
AT TGAA AAAT 
TCTTTTCGAG 
GCAGCAGCAT 
CCGGGACACG 
CCTGGATGGT 
GGGCAGCTCG 
GATCATGGCG 
CTNGGGTCTG 



CATTGGCCCC 
GAGAGCAGGA 
CTTCTAACGG 
GTGGCTTTGA 
TGGTACTTGT 
GGTTGCCAGC 
CCCCTGTTGG 
TGGCACGCGG 
GTAGTTGATG 
GTGAGCTTGA 
TCCACCTTGA 
CGACNAAGAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



20 



25 



1396UP 

GATCGGTTAC 
GACGGGTGTG 
CTACTTTGCG 
CTACAATTGG 
CGTGGCGGGG 
GTTCTTCTGG 
GCTGCCATAC 
GTGTGTGGAC 
GCTGGTGGAG 
TTTGTGCAGG 
CAGGCGACGG 
GGGATGAACG 
GAAACTCTCC 



TTAGAGGGAG 
TTCGGATTTC 
TTGTCGGTGG 
ACGTTTGAGG 
ACCAAACTAA 
GAGGAGCTGC 
ATCAGCGATC 
CATATTGTGG 
AAGCTGCTGG 
TGACGGTGAC 
AGGACGGGCT 
ACTCGCGCGG 
CATGGAANTA 



TGCAAGACCT 
TGTCCAAGGG 
ATGAACAGAA 
GGATCTGTGT 
ACGAGCGGCG 
AGTTTGCGCG 
GGAATGGCAC 
TGAAGGCTCA 
GGATGTTCTT 
CCCCAACGGG 
GAACCGGTTC 
CAAGAACTAC 
CTCTTCATGT 



GGCCTGACTT 
TTTAGATGCC 
GGCCATGACT 
GGTCCTGCTC 
CTCGGA CCGT 
CGTGGGTTTT 
ATGGTGCACC 
CTACCCGGCG 
CCCGCAGGTG 
AAGTGGACGA 
CGGTTCATCG 
TTCCTCTCCT 
CCGANAACAA 



ATCTTAGGGT 
ATCAACTCCC 
TTCGTTGAGC 
GGGCTGATGT 
CTGTTCGAAC 
TCGTCCCGGG 
GCATTCGCTA 
CGCTTCAACC 
GTGGACCGCA 
AGGACGAGAA 
CGTCGATCGT 
TGACTCACNC 
CCACTGAACA 



TATTAGCTAT 
TGAATTCGCA 
GTATTAGATA 
ATGCCGTGTA 
AGCTGAACAA 
ACAAGGGACG 
CGGGGCGCAC 
CTGTGGGGCT 
CGGCGATGAG 
CAGCGCGGTT 
CCACAAGAAC 
GTCCGANGGC 
AC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



30 



35 



40 



1397RP 

GATCCCATTA 
GATGCATACA 
TTTCTAGGCG 
AAAGCACACG 
GTGTCTGTCG 
AAGGAATATA 
AAGCATGAAA 
AAACAGGACT 
ATCTCAGTAT 
TTGGCCGGCC 
CTAACTAGTT 
GGATTTGTTT 
TTATTCATGG 



TTCTACAGCA 
CAAAACATAT 
CACTCAAGGT 
TTATACTTCT 
AATCGATACA 
AGCGACTCAA 
GCCTTATACG 
GGTCAATGTT 
CGCTCTTTGA 
TATGGGATGT 
ACACAG ACTT 
CTGATATTTT 
CATTAAATGG 



AATATTACAC 
TACTACAAAG 
TTACATTCTC 
TGATAAAATT 
TACGATACTG 
CAACGTCGTC 
ACTTGCAGCA 
TACCAAGTTC 
ACAGTGTTTC 
CTGCTTGAAC 
TAAGGCATCG 
TACAATACCT 
GGTCTATAAA 



GGCCGGCGGA 
CTTTCAAAAG 
AATTGCAGTT 
GCGATATTCA 
AAAAGTTTAG 
AATATTTCAT 
GATCTCGAAT 
GAG AAGTT TA 
AATGTTTATG 
AAGTCGTTGA 
TCCGAGCCAA 
TATAATGGCT 
TTG 



CCCTCGACAA 
GTGTCTCTCC 
TGAAACGTTT 
TCAATAC AAA 
CTGAATATTT 
TCAACGCATA 
TATTTCTCTT 
TTTCTGTCGC 
TTATGTTCGC 
AGTGTTTCAA 
TGCTAGTGTT 
GGGCTCCGCT 



TGCAGAATTC 
CACAGACGCA 
ACGCTTGCAG 
TGTGGTCCAT 
TATTGATGCC 
TGTGATGTAT 
TATGTCCGTC 
TTCAGGAGAC 
GGATCCCTCA 
GAAATTGGGA 
GGTATACAGT 
ATCGAAAATG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



45 



SO 



55 



1397UP 

GATCTGAAAT 
ATCATTCTGA 
AAGTCGCAAC 
CCATGCGGGT 
CCTCTGAATT 
GCATCGGAAA 
AGAAACGTGT 
TCCTCAAGTT 
TGGAAAAGCA 
TCGTGAGGAA 



ATTGCTCACC 
CGAATTCATC 
AAAGTCTGGT 
TTAAAACAAT 
TAGTTAGTAG 
ATATACTGAG 
GTCCTAACCT 
GAATATGTAT 
ATATGTCAAA 
GGGCATCCCA 



CCCACCGTGA 
CTCTTCTGGC 
AAAATGTTCT 
GGAAAGTCTG 
CTCGTGAAGG 
AGATTCCCAT 
TGGCGCCTCT 
GAGATGAACG 
GATGAAGTAT 
ATCCACCTTT 



CCTATGTAGA 
TTTGAGCCAG 
TTAAAGCGCA 
CTGTCTAGGT 
AAATTTATGG 
GGAACCAAAC 
GGTGCCTTGG 
TCAATCTCAT 
ATCAAGTCCT 
AAAAATAACT 



TGAACGTGCT 
TTACTATCCG 
GTTCAGTCCT 

taatctttgg 
atggtacgcg 
tgcattcgga 
catgatagtc 
cataggcatt 
ccatgaattc 
ctaatatgaa 



GGAGTTCGTG 
TGTTGAACCC 
GGTCAAGTCC 
AGAGATCTCT 
GCTCACAGAA 
GCTTATTACC 
GTGAATTAGT 
TTCTTCGCCA 
CACCTTCTTT 
ATCGTCCACC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



305 



EP 0 866 129 A2 



TGTTAGAACA TAGACGGGTT TCCATACTGT CTTCTTGTTG GAAGATTTGT TGTAAAACCT 660 
TTGAAATCCT AATTTGAATA NTGCAAAATG GTTTTATCCA ACTGTTTTTG GNTGAAGAAA 720 
CCGCNGAATC CCATATCCAG ATCTCATGCG GGGCNTCHAT CTACATC 
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306 



EP 0 866 129 A2 



139 8UP 

GATCGCTCTT CTTTGAAAGA ATATGTAGGC ACCCTCTCCT ATCTTGCGCC GGAATTGGTT 60 

e CGCTGCAAAG ATATGAAGAC GATGACACCT GCAQAAGCAG AAAGAATCCC AGAGTACGGT 120 

GCAGCAGTCG ACATATGGGC TCTTGGTGTC CTCTGCTACT TCATGATGAG TGGCTATATG 180 

CCGTTCGATT GCGAAGACGA TGCCGAAACT AGTGACTGCA TCTTGAAGGG TGACTATTAC 240 

GTTGACGAGG AAGCTCGTGC CAACGCCAAT GAGAGCTATA ACAGCTGCTG GAACTTCATG 300 

CAGCGCTGCT TTACGATGGA TGATAATATC CGGCCGCGCG CACACGAACT CATGGGCCAC 360 

GCATTCATGC GGGAATACTT CCAATCGGCT GCGGCCAATG ACTTCGCATC TATCCCGCTA 420 

CTCGAGAGAT CAAGATCCTC GAACTCCCTG CACCACTTAG CGCCGCCATC ACGCGCACCG 480 

10 TTTATCTCGT CTGGCGTGCC GGTTATTAAC GAGCGCCCTG TGCCACGTGT TGGCTCGCGT 540 

GAGCGCAATT TGGATAAGTT GCGGGATACT TTGCGGAAGA CCTTTCCCTC ACTTCGCTTG 600 

AACCTATGCG CTTTGTTGCT CAAGCGAATA CTCCTAATCC TAATAAGAAG AACTCTACTT 660 

TTGTTCTTGA GCCAGCTCCT CCCACGGGGA GTCTAATGAA TGGGTGTTTC ACGTCACACC 720 
GGAAAGTAAT CCAACCTCAA TACGCCAGTC CTTTCGCGCA GAAGCTCCGG CCAA 



15 



20 



1399RP 



GATCATTACT CGCAGAAACT GAGATGTTAG GGGGACCAAA CTCTTTTCTT TGATGAGATA 60 

CGGGAGGATG CCCTCGGAGA ACCAGAACAA TGCAGCAAAA GGCACGAAGA ATGCCAACGA 120 

GAAAAGCACG CATCGCTGCA TATGCAGTCC CACCCCATAG TAGTTCCTTG CGCCATATGC 180 

CTGGGGGCAG AGTGTATCTA AGCTTGTTGA AATACCCTCN AATATTGCGA AAGTGATATT 240 

GGTGGTCATG GAAGCCAGGG AAACCGCTGC CAACTCATTC TTTCCCAGGT GACCCACAAC 300 

TAATGCACAT ACAACCGGAA ACATCTGCTC AAGCAGAAAT GTAAATATGA GCGGCACGGA 360 

GTAACACAGA AGCACCAGAC TCTCGGACTT CACGGTGGCT GGTTCGTCGT CGAGATCCTC 420 

GGACCCTCGG AACGCGCTGG AGGGGCCGCC CTTGCTGCCA ATGGAGTAGT AAGACAGCTT 480 

TCGGGGCCGT AGAACACGCA CTTCTGCCTT GTCCGACGGC AGTTGCTGCT TAACCCGATG 540 

25 CATGAAGTGA GTGTAGTGCA CCATGTCTGG CGCGGCGCCC TCCACATCGA CGGCCACGAT 600 

GTCCTCGGCG CTGCCGTTAA CAGTCGAGTA CCGCCGTTCG TGCTCCTCCA ATATCCAGTC 660 

TACATTCAGT GCAGAGGACG GCCCGCCTCA CTCGCAAGCG TCGACGGCAG CGAGACTGTC 720 
CGCGACAGCT CTCCTCCGTC AAGCACGCCC TCCTCC 



30 

1399UP 



GATCTTGTAC GACGGCCGCG GAAGAATCGG TGCCATCGTT TCCAACAGAC AGTTCCAGTT 60 

TGACGGCCCA CCACCACAGG CTGGCTCCAT CTACGCCAAG GGTTGGGCCC TAACCGAGGA 120 

GGGCAACTTG GCCCTAGGTG ACAGCGACGT CTTCTACCAN TGTCTGTCCG GCAACTTCTA 180 

CAACCTATAT GACCAGAACA TCGCACCACA ATGCTCTCCA ATTAAGCTCC AGGCAATCAA 240 

ATTGGTCGAC AACTGCTGAA CAGCCACAAA GGTATATAGT GCATATATTG TATTAGTTAA 300 

ACTAGGAATT TTTGTTGGCA GCTAGACTGC CCTACGTGGA TTTCTCGTTG CGGATCCTGG 3 60 

GCTGCCGCTG GCGCTGACGC ACAAGAGCAA CTGCACAACT ACTGGCGTAC CGCATGCCTC 420 

CTTGTGCATT TTTGCCGCGG TGGACGTCGC TGACGTCAGC GTGGCACGTG ATCATAATAT 480 

GTCCCGGGCC AGGCCCCTAT TGTGGCGGAC AGGAATGCAT GCGGAGGTGC AAAATGGTGC 540 

AAAATGGTGC CCGATGCAAC TCTAGGCCCG AGCTGAAACA AGATTACCTG GGCAGCCTAA 600 

ATTTGCAGCG GCTGCCTGGC AGCCCACATG TGTATTGTGC TTTTACAGTT CTTGCTGCGG 660 

CTGTCCAATA CAGCCGATCG CGACTTTGCT GCGCACGGGC CACTAGGCCT GCGCGACAAA 720 
AACTGCAGGC GCGCCGGCGT GAATGGCGCC GGACGATGTG CTGCCGCGGA ATTCC 



45 1400RP 



GATCCTG TCA AATATGGCCA ATACCAAGCA GCCGCGTGTT GTAGAGCATG TGGTTGAACT 60 

CAAACCCTCA AGCAGCCGGG TTTTGGACTG TGCACAGGAG ATATTGTCTC CATTTCCACA 120 

GTCCAAGAAC AAGCCCAGGC CGGGGGACTG GAATTGTCCC TCTTGTGGTT TTTCTAACTT 180 

CCAACGGCGC ATTGCATGCT TCCGGTGCTC CTTCCCAGCC ACTAGTGCAG TGACGGTCAG 240 

CAAGCTGTAC AAGCCACAGC AGCAACGCCA TTATCAGAAC CCACACCACG TCCCATCGAA 300 

ACAACAGGTG CAGCACCCGC AGATTCACGA CCAAGACACA CAGCAGCATT CTCAACATTT 360 

CAACATCCAG CAGATGCCGC AGCAACTCCA AATGCAACAG CAAGCGCACG GTACCGTTCA 420 

AGGGGGCAGT AGCATGCAGC AGTACAAGCA CAGGCCTCAG CACGGCTTAC AGGCGTATCT 480 

TGGCTGCTAC CAACAGCAGC AGGCGAAGTC ACAGCAGCAG TACCAGATGA ATCAGCAACA 540 

GGTGCAGATG ATCGCTGGCG ACGCCAGAGA CGGTATAACC GGTACAACAA AAT GG T Q CAG 600 



55 



307 

BNSDOCID: <E P 0866 1 29 A2_l_> 



EP 0 866 129 A2 



GGCAACGGGC AGAACGGTAA TTCTTGTACG GAAATGGCTC CCTGGGCAGT AGCAACGTGC 660 
CCTTCAGAGC TGGCGACTGG AAGTGCTTGA ACTGTTCTTA CCATAATTTT GCCAAGAATA 720 
TTGTTTGTCT GCGTTGTGGT AATCCAAAGA CGGCCAT 
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EP0 866 129 A2 



10 



1400UP 

GATCGGCGGG 
CTCATACAGC 
GAACTGATCC 
CCCCACTAGC 
CGTCGATGGC 
CTGCGGCTCG 
GTGTCTGGGA 
ATGCTACCTC 
CAGTACTTGC 
CTGTATGCAT 
TACAAGCAGG 
CTAGGATGTC 
CTGGTGGTGA 



TACTTCAGGT 
TGGTACGCCA 
GCAGCCACCA 
TGCGCGACCG 
AC CACCAGTG 
GCCCCCGCGA 
AGACGCTCAG 
CGCGGCGCCT 
TGCGAGTCCC 
TCCAATGGTT 
AACAAGAGCG 
GGCAGAACAG 
CAGACAGAAG 



CATTCTCCTC 
CGCGAACATG 
GCCGCGTCGC 
GTGTGAGCTG 
CGGCCGAGTA 
GAAGCGAATG 
ATTGCCATTG 
GCGCGACCCC 
AACTCAAGCT 
TGTATAATCG 
AGTCGCGAGC 
TTGCGACAAG 
CTGGAGACGC 



CACCACCACC 
TCGCTCCGCC 
GCACTCCCCG 
CACCATCTCA 
CCGCTCGCCG 
CGGGTCCATA 
TTTGAACTGT 
ATAGTCACAT 
AACGAGTACC 
AAAAATTGTT 
CAAAGACCTC 
TACACGCAGT 
AGCTGCAGGA 



ACCAGCTGCC 
TGCGGCACAT 
CCGCCGGCTT 
GGGGGCATCA 
AGCTTCCCGC 
GGGCCGAGGC 
CCACAGTTAG 
ACTATCATCC 
AGACTTGGTT 
CAGTTGCTCA 
TTAGGCATTA 
TGCAGGGCGA 
GAACAAGATC 



CGGGCCCGCG 
CCGCCTCGTA 
GCGTCAGCGT 
GCCAGCTCAG 
TGAACTCGAC 
AG TCCA GTTG 
AACTTGCACT 
TCACACAACT 
TTGGCTGTTG 
GCACATCTCA 
GTATCGGTAG 
ATTGGAGGAG 
GTGAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



75 



20 



25 



1401RP 

GATCTTGTTG 
CAACAAAAAT 
ATGTCGTCTT 
AACCATCCAC 
CATCTCGCCA 
CACTTCCTAT 
TGGCCTTTTT 
CACCTTTTTG 
AAAATGCATA 
AAGCAAACTC 
ACAAGCAGAC 
GAGAACATTC 
CGA 



TTGGCAATAC 
ATT AC CAGTT 
ACCTGCACCT 
GTTGGTTAGG 
GTGGAAAATG 
AGTACTAGAT 
ATTTTGCTTT 
CATCCCACTT 
AGCAAGAACG 
TATGTAACGG 
TTTATTCGAA 
GAATATGCGT 



CCTGTCTTAC 
ACAACACCCA 
GAATAACCCA 
ATCCTCCTGG 
CTATCAGAAC 
TCCTTTCCTG 
TTTATTTTCT 
TTATTATACT 
ATCCCCCAAT 
GTCCCATTTA 
ATAGGGAATC 
CCGTCAAATT 



GTTGAAAAGA 
CCCGAACTCT 
TCAGAGCAGT 
TTTCATTCTT 
CAATTCTCTG 
GTGCATTACC 
TCAAAGTTGA 
CAATTAAGAT 
TCATCCACTT 
CAAAGCTCTG 
CCTCATAGAA 
CATTCGCAAC 



AGTGTCTCTG 
ATTGGCCAAA 
CAAAGTCCCA 
AATCTGTATA 
AATAAGTTCG 
AAATTCTATG 
CCTTAGGAAT 
CAGATAAACA 
GTTTTTGGTG 
ACCAGGAACT 
ACTACCATCG 
CATGGCTTCC 



AGGTGTCCAT 
ACATCCAACA 
GGCTTTACCC 
TCATAGCAGA 
CGGGATTGGT 
TCGCAGTTGA 
ACAGCCATTT 
CCTAAGAAGA 
TTGTAACCAT 
GCTCCCACCG 
GGTACCATTC 
ATGATGCGTG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



30 



35 



40 



1401UP 

GATCTGCTGA 
CAGGCTTTGA 
TGT TTA TGCG 
TATTTTATTT 
CTAAGACTGT 
TGATATCCCA 
TGACGTGCGG 
GAGAATAGAG 
TTTGTCGATT 
CCTGCAGGCG 
GATTTCATTG 
AGCCAGTAGA 



GATTAAGCCT 
AATAGAGTTC 
TATGCTAGTT 
TTTCATTTCA 
GAACAGCGAT 
GGCCTTGTAT 
CGGCGTGCGG 
ATGCCCGAGC 
TTCACAGCAG 
TGAGCGGACA 
ATATCTCATT 
TGTTAGTATA 



TCGTTGTCTG 
TTATGTTATT 
ATATGCTTTG 
CTAAGACTTT 
TTTAGAAAAA 
TTGTGAGACT 
ATTGCAGGGC 
TTAATCAACT 
ACGAGAAAGC 
CAGAGAGAAA 
GATC CGCTGA 
TTTTATTAAA 



ATTTGTTTTC 
TAACGTCCGG 
AAGAGGTGGT 
ACATTTTTTT 
AGCGAAAACG 
GCACTCCCGG 
TTCACAGTGT 
GTCGGGCGCG 
AGGACAGGCG 
ATACAGGAAG 
TTATCAATGA 
TATATGCACC 



TATTTGGAAG 
GTAACGAGTA 
CTGCAGCTGG 
TTTAAATTAT 
TTCAGGAGGC 
GCTAGGTTGT 
GGTTAATTTA 
CCAAATTCGA 
GCGCGCGCCA 
ATGAATACTG 
AAGTACCCAA 
TTTGTTATCC 



TCTGCAGGAG 
TACAAGCATA 
CGGTCTATTT 
TTTTTTTGCG 
CTCAGCTACA 
GACC AAG AGT 
ACAATTTATA 
TTTTTTGGAG 
GGCAGTCCCC 
ATAATCTACA 
TGATCCATGA 
AATCTCTGTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



45 



50 



55 



1402RP 

GATCAGGAGC 
GCCGCTGTTG 
TTGCGGCGCG 
ACTACTAGCG 
AGCCGGCCGG 
GTAATAGTAC 
TTGTTCCCTC 
GTGCGCGTCC 
TTTCGCCCCT 
GACCTGCAGA 



CCATCAAGGC 
CTTGAAATAC 
AAAGGGTCTG 
TCTGCAACCG 
AGGGTAGAAG 
TCACCACCAC 
CTGCGACGTG 
ACCTTGGCCA 
AAGCCACGTG 
TGGAGCTGCT 



GCCTAAAAAT 
AATTACTGCT 
CCTGCTGAAA 
TCTTTGAGCC 
ACCTCCCCTG 
TGCTCGACGA 
CTTCTAACTG 
AGAGCTCCGG 
ACTCGGCTTC 
CCAGAATCTC 



CGCATCCCCG 
GTAGTTCCTC 
GGAGCTGAAA 
CAAAACACGG 
ATGGGAGTTC 
AAGCGGAGCA 
TGCCAAACGC 
ATCATCATGC 
CAGGTCGTCC 
GCGCTTCGCT 



CTGTCGGTTT 
CTGTGATGCT 
GGTGGTGACG 
AGGCCGATTA 
ATGCTCTTAC 
GGGGGTAGCG 
AGCTGTGCCT 
AACATCTCCA 
AT TTCTC GAT 
ATCTCGTATT 



TCCCGACTAC 
GGTTGAAATG 
TGGTTCCGGG 
CATTCCCGTC 
TGCGGGTGTG 
CTGCCATCTG 
GTTGCTCCTG 
GCACCTCCAA 
GCTTGATCAT 
TTATCCGCTC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



BNSDOCID: <EP 08661 29 A2J_> 



309 



EP 0 866 129 A2 



CGTCTCCTCG CTCTCACGCC CCAGCGGCCC CTCCTCCGCA CGCAGCCCGC TOTATTCGTC 660 
GTCGCCCAGG GAAAGCTCGT GCGGCGACTT CGGTGTCGCC ACCTGGTAAT ATGCCGGCC 
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EP 0 866 129 A2 



10 



1402UP 

GATCAAGTTA 
CTTCGCGGCG 
GAAGTACTCT 
CTGCATCCAC 
CTGCCGCAGT 
AGTGGTCAAC 
CTTCGAAAAA 
GATGACCTCA 
TCCACGTGAG 
CTTTATGTAG 
GGTACCTAAT 
ACGCAAGACA 
CAGAAT 



TCGTTGATCA 
CGTAGGTATG 
GCCATCCATT 
CCACTGTCGG 
AGTTGAATCA 
GCTCTCTTTA 
TAGTACCAGC 
GAAATGTAGA 
CAAGAGCCAC 
GTCGCAACCA 
AATGACACAA 
GCGACACTAA 



AAGCGTCAAT 
GTTTCCCGTA 
CAAAGACACC 
ATATCCCGGA 
GAGACACAAT 
ATGAGCCAAA 
AGCCGTAGAT 
ATCCACAGAA 
CAGATACATC 
ACACTACAGA 
GCCACGTCTG 
ATGGAATCCT 



ACCCTTTTCT 
CAACGCAATG 
AACAACGGCA 
AATAATCCCA 
CAGCGAGCCA 
AGCTGGCCAA 
GCCCGCGATG 
GAAAACGAGT 
GCAGCCACCA 
GAATATGACA 
TGGATGTTTC 
TGAGCGCATT 



CTAAGCATGT 
AAGCAGTAGG 
TCCAAGATTA 
TTGCGAAGCA 
AAGCAAATGG 
CGTGGCATGC 
GTGCAATGAA 
ACCAAAATAC 
TTCTCGCTCT 
GAGAACGCAG 
TTCATAACTG 
AACCAGTAGC 



GCCAGGTTTC 
CATAGTGGTT 
ACCACAAGCA 
GCTGAATAAT 
ACCCAAAGGA 
CTTGGTCCGA 
TCACATTCCT 
CAATTAACTT 
TCGGGTCATA 
CCGACACAAT 
ACATGACCGT 
ACACCGCCGT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



15 



20 



25 



1403RP 

GATCCGTTCC 
TCTTGGGAGG 
GTCAGCACGT 
GATTTGACGT 
AAGTACTCTG 
CGCAAACTGA 
CAGACTCAAA 
GACAGCCACA 
CTAGGTTGTG 
TCTTCATGAA 
TCTCGGTACA 
AATGGCAAAT 
TTAGTAATGT 



TTGAGAAGCA 
GTAAAGTTAG 
TCGTGCCGGA 
TGCGC CTGTT 
ATTCTGCATT 
ATTTGCCGGT 
CGTCGCTATT 
GATATCACTC 
GTAGTCTCCC 
TGAGTCCTCG 
TAAAAC CAGT 
CAACGGTTTT 
A 



CCTAAAGCCT 
TATTAACTTG 
ACACGCAAAG 
AATTGGTATA 
ATAAGTGCAG 
AGTTCAACCT 
TGGCGGGTAT 
TCCAGCCCCC 
GCAGATACAG 
ACGATATCAC 
GTCATGCAAG 
TGAAACGCCA 



GAACTCCTGG 
GTAGACGGAT 
TACCATGCAG 
TACTTACATA 
CCGAATGCCA 
TGGCCGGTTG 
CTACAGCCTC 
AGGAGTAGAG 
CAATAAACTT 
CATTATTCAC 
ATGCCTCAAT 
TGAGTGTATA 



CAGAAGCGAT 
TCGACCACTC 
AAAAGTTGGG 
TTTAGTCATA 
GCCTCCGGCA 
CAGCACGCGT 
GTCGGGATCT 
TTCACCTTTG 
CTGGCCTTGT 
CTTCAGGGTG 
CTTCGTTTAA 
TCCACAGTTT 



CAAGGGAACC 
GTATTACTTC 
TCTAGTTTGA 
TGACGGCTTC 
GTAATGGCAA 
ATGCTCCGAG 
CCCTGCCCAA 
TCGGTTAGAG 
TCCAAATTCA 
TATGTGCTAT 
CCGTCCATCA 
GCGCCCATTG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



30 



35 



40 



1403UP 

GATCTCAATA 
TCCATCACCG 
CACCAAGGGA 
TTGCGCAAGA 
TCATTAGCGT 
GCCCCGACCG 
CAACAAATCC 
CAGACTGTTT 
TTCCTGCAAA 
ACAGGCAGCA 
ATACTATGGT 
ACCCTTCACG 



TCAACCAACT 
TGTACAAGGA 
ACG TGAACTT 
GCTGTACCAG 
TGTGGAATAT 
AAGAACACTC 
AGTTAGATAA 
CCCAACTCCC 
ATCTCTTCAC 
ACCCGGTGGT 
ATGGCCACTA 
CTCACTTGCG 



TGTGACGTCG 
CAATGTTTTT 
CTGGAATGCT 
TAATCGTATA 
TAACGAATGG 
GCTTCCCTCT 
CGATCACATG 
AGAGCCCCAA 
TAAGCTCGGT 
TCTCGCGCAG 
CGATGTGATA 
AAAATGGGTA 



CTTAAAACAC 
GCCACGCACA 
CACCAGGGAC 
GATCGGATGG 
CTGAACGGTA 
GGCGAGCGCC 
ATTGCAACAC 
AATATCATCG 
GCTAACCATT 
TTCAAGGGCA 
TCCGCGGACC 
TCTTAAGGGA 



CATATGCGGA 
AGCAGGGCAT 
TCGTCTTGAG 
TTACTGGCGG 
CAGCGTCCCC 
GAAATTCTTG 
TGCGGGAATT 
ATTCGCGTAG 
GTGGGCTTAT 
ATGCAGCCGC 
ACCGTCGCAG 
AGAGGCGTGT 



GGACATTATG 
TACGCGGTTC 
TAGCGAAATA 
AAATGATGGG 
GGGTGGATCA 
GACCGAGTAT 
CATTAGTTAC 
GTGTGCGAAC 
ACCTGTCAGT 
GCCCAAACGC 
TGGGACAACG 
TGATAAC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



45 



1404RP 



50 



55 



GATCTGCAAC 
TAACAGTCGT 
ACATAACCAC 
GGCTAGACGC 
TAGACAGGTT 
TCCGAGCGTT 
ATTTCTGGGA 
TAATAATGTC 
TCAATCCATT 
CTGCAGCAAA 
GGAAGGTAGA 



GTTACTGATT 
GTTGAAGATA 
CACAAGATCT 
CTCCTTATCC 
TTCCGCAGAA 
GGGTGCAGTC 
GAGGTATTCT 
GTCCTTATAC 
GCATATGACA 
CTCATCCGTG 
CCACAATTGG 



ATCCTGTAAG 
GAAAATAAAG 
AGAAGTGTGG 
ATGGCATCTT 
GTAATTTTCA 
TGC GTGTAGA 
ATGTTTTTCT 
GCACCATCTC 
GTACGCAGTT 
AATACATCGT 
TCAACAACAG 



CAGTGTATGA 
CACTCATTTT 
TTAGTAATGC 
AGTATGCCTC 
CATTGAAAAG 
CCGCTTCTGT 
TGTATAGAAG 
CAATTCTCGA 
TTAGATCTTT 
TCTGAAGTAA 



GGTTAAAACA 
TGATGCTGGA 
TGGCTGGCCC 
GCATACGTTA 
GATGGTTTCC 
AACGGCCAAC 
CGGCGGGAAT 
ATTACTTGTG 
ATAAAGTAGG 
TGGAAGAACG 
TGTGCACTGG 



TCCTGTGAGT 
ACAACCCTGG 
TTCACAGGTT 
TCAAACGTGT 
AAAATATAGC 
ATATTGGGCG 
TGCTGTCCCA 
ACCAAGACCT 
GACGCTAACT 
CAGAACTGAG 
ATAGACTCCT 
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TATCCAGTTT CTCAATGGTG GACTCGAAAT GACGAATGGT AGGAATAAAT 
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1404UP 

GATCTTCAGC AAGATCAGCA CCACTTGACG CACTACAAGA AGTACCGGCA CTGGCGGTGG 60 

CAGGCCAAGC GCAGGCTGGC CGGCTGCGAG TCAGGAAAAG TCGGAGCAGG TCGTACAGGA 120 

GCCCGAAAAC GCCGAGCCGC TGGCGAAGCT GGGCGACGCG CTGACGGTGA CGGCGCTGAC 180 

GGGCAAGATG AGCTACTACC GGCAGCTCCA GGGAAGCGTG AGCTCGTTGC TCAGTTCTGT 240 

GTCGCAACTA ACGACGTCCA CCCGGGCGCC AGAATGCGAC TTCACTGAGC AGTTCATCAC 300 

CTTACTCGTG AACACCTACC ACGAGATGTG TCTGGATGCA ACCGTCACAC CGTTCGACAA 360 

GACTAACCCG CCATCTGCTT TTCTCAACAA GGTAGCGCGT GCTGCGGTGG AGCGTTCTGA 420 

GCAGCAGAGC ATCGCCATCG GACGTCCGCG CGATAAATGG TTGTTGACCT GCACGCGGAA 480 

GCGGCTTCTA CAGGAAATAA AGCGGGAGAC CGAGGACGTT CCACAGGGGT CCGTGCGCTC 540 

GGTGGCCTGT TCCATGAACC ACGGCACCCT ACAGCGCGAT CTAAGCTCCG CTTTTGCAGA 600 

GGAGGGCGAT TTCTTCTACT GGGATCCGGA CTTCCAACTG TTCCAAGGCA TCACGGCAAA 660 
ACTTCTAACC GACACTGGAG ACATCTCGGG CAAAAATACC CCATGTCTTT GGATC 



1405RP 



GATCTTTCAT ACTTTCGGGT TCGTGCTATA TAACTAAGAT TGGACAGAAC TGCAAGGGCC 60 

ACAGAGGAAG AGCTGCTGCA TTGCACATTA GGCAGGAACA GCGAATGTCT ACAAATGCAC 120 

AC TACACACT ACCGCTCTCA GCCGATCCCA ATCTCAGATC CGCACAGCAA GGGACCCAGT 180 

20 TCTTTGCCCA TGCCGCTGTA CTCGCAGCGG GGCGCAGATG GGCTGCTAAC CATTAATGCG 240 

AGCGCTGTGG GCTCGCCTGT GGGCCCCCAG CCGGTGATAC CTCCACTCAT GCACCAGGTG 300 

GCGGTCGACA AGCACGCTCA TATCATGCCA GGCTCGTACG CGCTGCGACA GAGCTCGCCC 360 

CAGGTCACGG CGATTATGGG CGAGTTAGCG ATGCTGAAGA AGTCGATATT CCAGTCGCTG 420 

AACGGCGAGT TGACGACGGA GGAATACAAC AGCATCTACC AACATTTGAG TCAACTGCTG 480 

GCGTCCCTCC CACCGCCCGT CGAGCCATCT GCAGCGCAGC CCCAGCTGCG ACTGCCGTCG 540 

25 ATATCTCAAA TTATGCCGGG AACAGAGCCC CAGGAAGTCC AACGTACCTT CATCATAGCA 600 

TCCTCCGAGT CACAGCAGGG CCAGCCGTAC ATCTCGCCGC CGTTAAGCTC GACAATGTCT 660 

ACGCACCCGC TTTCACCGGG CATGTCGGTA GCCAAACCGA ACTACTCCGT GAGCACCAAG 720 
AAGAATGTT 



1405UP 



GATCCAAATA ACACCACGGT TTTCATCGGC GGGTTGTCTT CGCTCGTGAC TGAGGATGAG 60 

CTACGGGCTT ACTTCCAGCC ATTCGGACAG ATAGTCTACG TGAAAATCCC GGTCGGCAAA 120 

GGATGCGGCT TTGTCCAGTA CGTGGATCGC AGTTCGGCAG AGAACGCGAT CGCCAAGATG 180 

35 CAAGGATTTC CAATTGGTAA TTCGAGGGTG CGGCTCTCAT GGGGCAGGAG CGCAAAGCAA 240 

ACAGCCGCTA TGCAGCAGGC GTTTGCCATA GCACTACAGC AGCAGCAGCA GCAGCAGCAG 300 

CAGCAGCAGC AAGCCCGCCC GCAGCATTCC CAGCAACATC AGTATCAGCA TCAACAGCAT 360 

CAACAGCAGC CTCAACATGT CATTTCTGCA CAGCCGTTGC TGCAGCAGCA ATTGCAACTA 420 

CAATTTCCCT ATCAGCATCA ACCTGCCATG CCGCAGGCCT ACGGTTACAC ATTGGACTCG 480 

TTGAGCGGCA CCGGTTCGAA ACATGTTCCA ATGCAGGGTT TTCTTTCCGG TAATATCGGC 540 

TTCCAACCTT CTACGGCAAT TGATAGCTCT CCAGCAACGA CCTTGCTTCC CAACCTTTCT 600 

TCGTTGGACT ACTCTGGGTT TCCACCTTCC ACGTCAGCGT TCACTTTTCA CCCACGAACT 660 
CTTTAGGCAC AGCTTTCACA ACATCGCCTA GATTCTCAAC AATGGCAGCG TGTCC 



55 



1406RP 

GATCTCCTTC CAGTGACGCT GATGCACAAC TGCGGACCTC AGCCCGCGTG CCTCACGTGA 60 

CCACAGTGGA CATTTTCTCA GTTAGCGCTC GTTTAGCTTA GCTATACGAG GGATGGCACC 120 

ACTTAGGCGC TGCTGCGGAA CCAGATACGA TGAAGCCGCC CAAATTCGAT AGAATGCTGC 180 

CTCGCTGAGC CGCCGTCATA GGGAAACGAC CAAAGGTTCC GTCTGCCGCA TCGTATGTAT 240 

GTGTCTGTGT ACGAGGACCG AAAAGTTGAC TTTTAACGAA GTAGATTTTT TTATTAGATA 300 

TTTAAGCACG TATGCGTTAA CGAGCAGCTT GCAAGGCGTA TACCAAGGCT CTGTGCGCTT 360 

ATCATTAGCA GGGCGACATG TCAGAATCCT TGCTACAGAC AGTGGTGGCG TACGTGGAGT 420 

TGGTGCTGCA CCACTTCATG GCGTTGTCGT GGACGCAGCA GCTGTCCATA GTAATAGTGG 480 

CACCATTCAT ATACTCGCTG GTGTGGCAGA CGTTATATTC ATTCAGGAAG GATAGAGTAC 540 

CGCTAGTGCC GTTCATGGTA CCCTGGGTGG GTTCCGCGCT CGCGTATGGG AGGGCTCCGT 600 

ACGAGTTTTT TGGCAAGTGC AGCAGAAGTA TGGCGATGTG TTTGCGTTCA TGCTGCTGGG 660 
GCGTGTGATG ACGGTGTATC TGGGGACGAA GGGCCACGA 
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1406UP 



GATCTTCATT AGAACGCGCG GATTAGTCAA AAAGTGCCGG AATGTTCCAT CCACTAGGCC 60 

ATCTGCCTTC ACCCACGGAT TGCAAATGCA GACAAGGTTT ATTAGAATTA TACCGATTGC 120 

5 CCAAACGTCG CCTGCAGCAG TAGGAGCTCG GAGCTCACGA CCGAGCGATC CGCGCTCGGG 180 

TGCCATGTAG TAAGACGAGC CTACGCAGAC ATTGGGGGCG AGCTCCGGCA CGGGTGTGGC 240 

CAGCCCGAAA TCGCATACAT GTACGTTGTA CCATTTGTCC AGAAGAATGT TCTCCGGCTT 3 00 

TAGGTCGCAA TGATAGACGC CGAGTCGGTG GCAGTAGAAA ATAACCTCGC ACAGCTGCAG 360 

GAAGACCTTC TTAATCAGTA GGCCATCCTT AGCAAAGACT TGCTCGTTGA CAATGGCTGA 420 

GAAAAGGTCG CACGTGATGT AATCCATAAC AATAAATGTT GCCAGGCTTG ACTCCATCAC 480 

10 CTGATGTATG GTAACCACAT GTTCGTGGGT GTGCACAGTC AGGTGCATCA GCAGCTCCTT 540 

ATAATGTGGC GCGTGGGCCA GCTGCTCTTG GGATAATGTC CGGATCGATT CCAGGTCCAC 600 

AGATGGTAGA TACAGCCGGT TCTGGAAAGA TTGAAGAAGT GGTACAGCTG CGTGCGCAAA 660 
ATTGTCGACC GGCCTGACGC CTCGTCTGCG CTGCCGCTGT GCTGCTTCA 



15 



20 



25 



30 



35 



40 



1408RP 



GATCCCGCTT ACCAAGCAAT TACAGGAGAC AGAAAAGAAG GATAATAATT TACCACAGAA 60 

CTCCAAGCCT GACAGAGCAG CGATTTACAT TCTGAGTCAC ATGACAGCAG ACTCTCTTTG 120 

CTTTGGAGCT TCAATAAGCA CCAATATGAA TATGAATAGT TTTAGATGCT TTGTATAATT 180 

ACCACTATTA ACTTTATCTT GATTAATATT TATTATTTTG TTATTTTATT ATTTTATTAT 240 

TTTA TTA TTT TATTATTTTA TTATTTTATT ATTTTATTAT TTTATTATTT ATTTTATTAT 300 

TTATTTTATT ATTTATTTTA TTATTTATTT TATTATTTAT TTATTTATTA TTTATTTATT 360 

TGTTTGTTTG TTTATTATTT TTTTATTTAT TACCTTTTTA TTTTATGTTA TTTTATTTTA 420 

TTTTATTTTT ACTTAGTATA TAATATTATA TTATATCATA GTATAGTTAT ATTATGGTGA 480 

CTTTATTCAT TATATAGATT GTATTTTGTG AACATAATAT ATATGCTATT TCTATTTCTA 540 

TTTTATTTTA TTTTATTTTA T TTTA TTTTA TTTTATTTTA TTTTATTTTA TTTTATTTTA 600 
TTTTATTTTA TTTTATTTTA TTTTATTTTA TTTTATTTTA TTTTATTTTA TTTTCACT 
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1408UP 

GATCCGCCTT CCATCGAAGA GGGTACTGTT TGATTATGGT GATTTCTTGG TGTGGGTTCG 60 

ACATTCAAGT GCATAGTTGG AGGTTACCGA TAACTTAGAT TTTCTTATAA ACGGTTACCC 120 

TACGTCTTCG CGGTTGGCGG ATATACTGAT TAACAGTTGG AGAGCCTTGG CGGGATACTG 180 

TGAATGCCTT CTCTTCAACA TTATTTGAAT ATGCAAACGT TATTTAAATT AAGTAACACA 240 

CTTGTGCTTA TATATTCAAT TGTTCCAAGC GCGCCATCCA ACATGGCGAT TCTCATCTAG 300 

TTTGAGAACT TGCGTCTATT CTTATTCTGT GTACGGCAAC GGTATTAGGA GAGACTTCGA 360 

GTTTTTGGAA CTTCAAAGTC AATACTTCAT CATCGTAAGT AGCAGTTACT TGGCCTAAAC 420 

CAGTGCCCAC CTTTGTAGGG AGCCTGATTG TTCGCCGAAA CTCCGGGTTT GTGGGTTCTC 480 

CAGTAGTCCA CGCGTCTGTA TTCTCATCCG TATTAATGGC TGGCACGACA ATAGAAAGAA 540 

CTGCATCATT CATGTCTCGA TGCAGGGCAA TATCTATGTG GTCTTGAGAC ATTACGCCAG 600 

GAACTCTGAT GTGGATCTCA TAGGCGTCCG AACGCTCCAA AATTAATAAT GAAGGAAGAA 660 

CGTCAGAATT TGCGCGCGAG AGCTTGTATT CTGAACTAGC TGCCACACTC TCAGCTTTGT 720 
GT 



1409RP 

GATCCTGGCT ATCTACCTGC TGCTGGGCGC GCTGCACGCC ATACTAGGGG GCACATTCAG 60 

CGGATTAATG TATGTGGAAT ATGCGCGAGT AGAAAACGCA CGTKCATGTG ACAACAAGGC 120 

20 CACCGGACTA ACCAATTTAC AGAACCGCCG CTATTTACAG GGCTGCCCTG ATCGCGATGA 180 

GTACTTGGAT TCCGCTTGCA TCCGCAGTCG TACAGGCCCT GTACCTGCTA TGCGCAGCAT 240 

TTGTGGCACA ATCCAAGCTG ATATAGGATA CAGACATCCA GCAAGACGCT GGATGGATCG 300 

GTTGTATCCC TCTGCTGCAT CAATACGCTA TCGCGGGCCG GCAGCTTATT GTCACGTGAT 360 

TCGCTATCTT GTGGAGCACC CAGACATATG TTGCTGAGCC TCCCTCAGCT ATATAAGCGT 420 

CGAAGAAGGG CGCGAGTCGA ATACATGTCT CTGGCGCTGT GTGCCTCGTG CAGTCCTCCG 480 

25 CGATGTCGTC AACTCTCATA AACCGTTCCT TGGCAACTAT CCGTACAGAG CTTGCCTTTT 540 

TGGTTGATTC CGGGGTCATT ACGCGGCAGC AGTCAGAGCA GATTGAATCT AATCTTCCAA 600 

ACCCTAACGA AGCCCTCCGT GGCGCTCCCG CAAATAACGC AGGGCCTGTG GAGTATGTGG 660 
AGGCACTTTA TGCGTTTCAG GCGCAACAGC CTGGTTGACC TAGACTTCAA 



1409UP 



GATCGGGGAC CAGAAAACCA CACAACTGGT CCTTGAGGCG GCGGTGGGCG TATACGCTGC 60 

TACTGTCTCT TCTTGTCGTA GCTGTGGCCT ACGGCTCTGC GTGCGTAACC GCTGGCATGT 120 

GGCTCATCAC CAGAAAATAT GATGTCTCAA CCGAAGTTGC AATATTGTCC TGTTCCCTGG 180 

TGGTTCTGGG CTACGGTGTT GGACAGCTGG TTTGGGCGCC TCTGTCAGAC CTGTACGGCC 240 

35 GGCGGATAAC GTACTTCACA TCTCTATTCC TTTACGTGGT ATTTAATATT CCATGTGCGG 300 

TGGCTCCCAA CATCCAGACG CTTTTGGTTT GCAGGTTTAT TTGCGGCGTC CTGTCGTCGT 360 

CTGGACTATG CCTAGTCGGC GGCTCTCTCG CCGATATGTT TCCAGCCGAC CTGCGTGGGT 420 

TGACCATCGC GTTCTTTGCA TTTGCACCAT ATGGAGGTCC GGTATTTGCG CCACTTATAA 480 

ACGGATTCAT CGCTGTCCGC ACAGAGAGGC TTGACCTTAT CTTTTGGGTC AACATGGCGT 540 

TAGCCGGAGC TGTTTGGCTG TTAGTCGCAC TGGTGCCCGA AACATATGCG CCAATTATTT 600 

40 TGAAACGGCG CGCAGAGAAG CTGAGGAAAC TAACAGGCAA CCAGAATATA ATGACAGAAC 660 
AGGAAGCACA GGGACTCTCC CTGTCGGCAT GGTGCAGACT TGTCTACTGA GACCG 



45 
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1410RP 

GATCAATTCG 
TTCCACTCCT 
CGCACAAAGC 
CAGAATAGTA 
ACCAGACAGA 
TGGATAGGCC 
AACGGGAGAT 
GTAGTGTGGT 
CATAGAAAGC 
ATATGATCCA 
CAATAAATTG 
AGGAACATGC 



TCACATTTCG 
GGTGTAACAT 
TTTGCCATCC 
TAGAATACGG 
ATATTAGAGC 
TTATTCTTAG 
TTCTTGTTCG 
CGCATAATTG 
ATTTGGACAA 
GTGATGAAAT 
TTTTTGACAC 
AAGTTCATTT 



CGTATGCAAT 
CACTAATGCC 
TATTCATAGC 
AATGTTTCTT 
CTCTGATAAC 
G CGCA ATATA 
GTTTTATCAA 
CAGGCGGCGG 
AAGTTGCGCG 
CCTGGGTAGC 
CCATAAGGTT 
CGTCACCATC 



TTCTACCATC 
AATAGAAAAG 
CTGCGTTGCT 
ACCATCACCA 
TACATAACCA 
AACCTTATTC 
TAGAGAGAAG 
TATGTCAAAC 
GTCGAAGAAG 
TGCAA TGAT C 
GATTGCTTCC 
AAAATCGGCG 



TCCTCTTTGG 
CCTCTATTTC 
TCTTGTGGCC 
AGCACAGACT 
TCATTAGCAG 
TTTGCATCCA 
AGCTGTTTTC 
TGCAGGTTGC 
GAGTCTTTGT 
GGTTCACCGG 
GGGCGAGCCT 
TTGTAGGGG 



TAGCCTTTAA 
CCAGATAGCG 
CGAAATCTCT 
TATCCATGAC 
ACATCTCATT 
AATTAATAAT 
CAGTCCATAA 
CGTCAGACAT 
GAGAAATCAA 
ATTTCGGAGT 
CTTCCCTTTG 
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1410UP 



GATCTGAGCC CTAGCATCTT CGGTTGGAAG CGGGAACTCT ATTTTCCTAT CCAAACGACC 60 

GGAACGCAGA AGCGCTGGAT CAAGGACATC GACTCTATTC GTAGCAGCCA AGACTTTTAC 120 

5 CCTATCGTCA GAACCAAAGC CATCTAGTTG GTTTAGCAAC TCAAGCATGG TTCTCTGCAC 180 

CTCTCTATCA CCGGACTTCT CCGAGTCAAA ACGCTTAGTT CCAATAGCAT CCAACTCATC 240 

GATGAAGATA ATGGTAGGTG CCTTTTCCTT CGCCAAGGCA AAGGCGTCGC GGACCAGCTT 300 

CGCACCTTCA CCTATGAACA TCTGGACCAA CTGCGGAGCG GCCAGCTTCA AAAAAGTCGC 360 

ATTGGTCTGA GCGGCACAGG CTCTTGCCAG AAGCGTCTTG CCGGTACCCG GTGGACCATA 420 

CATCAGAGCA CCTTTCGGTG CCCTAATACC CATATCCTTG AACTTGTCTG CCTGCTTCAT 480 

10 GGGTAACACG ATTGCTTCGA CTAGTTCCTC GATCTGCTTG TCTAGCCCAC CAACGTCGGA 540 

GTATGTTTCC GTAGGCTTGT CATCCACTTC CATAGCTTTC ACTCTAGAGT CAAACTCCGA 600 

AGGAAGCGTA TCCAAGATCA GGTACGAGTC CTTGTTCACA CCCACCAGGT CGTTCGGCTT 660 

CAACTGCTTA AGGGTCCACT AGCCCAACCA TGGGGAGAAA AACGGTTTGT CGCGACGAAG 720 
TTTCACA 
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1412RP 

GATCTGGAAC 
CAACTTCTGC 
CTCAGTCACC 
AATCAAGACT 
GGTCAAGAAC 
CACCGGCACC 
TAACACCGTC 
CTTCGCCGAC 
CATCAAGTGC 
TTGGCGTCCA 
GTTGATATTA 



CAGGATGACT 
TCCGGTGGCC 
AACTTCCTCG 
TTCGTGGGCG 
ATCCGCAAGT 
CCAACCGGCG 
GGCAAGGGCA 
AACAACATTT 
TAAGCGCCTT 
CCGCCACTAC 
TATTTTACAT 



GTCTGGCAGT 
ACGGTATTTC 
CACAGGACAA 
CCATTGGCAA 
TCGCTATCGT 
GCTGCCCAAT 
GCAAGCTCAA 
TGGGCAAGAC 
TTTT TTT T TT 
AAAAGCATCG 
TCGAATGTCC 



TAACTCGGGC 
CATCGGGTCT 
CCAGGTCGTC 
GGTCGACAAC 
CATCCAGGGC 
CACCAACCTA 
GATTCTCGTC 
CTTCCCAGGC 
GGCTGCGCCT 
GGTCTATCCC 
TTAGGGCTTT 



GACCAGATTC 
GTTGGCCACA 
GAGTCGGACA 
ATCAAGTTCA 
GACTACAAGG 
GAGGTCAGAG 
AAGAATGCGT 
TGCTCTGGCG 
CGAAACTATT 
ATTATAACAT 
TTTATATTAT 



GCTTCCTACA 
AGAAGGGCGA 
ACGGTCTAAG 
TCAACAACAA 
ACGGCACCAC 
GCAACACCGG 
CTAAGTGGAC 
CACCTAACGG 
ACTATGAACA 
TAAAA TCTCA 
ATAAACTTTA 
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1412UP 

GATCGAACGA GATAAACAGA GGTATTGGTT 
AACGCTGTCA AACTCTGGGC CTTCTGCTTT 
TAACCTGTAC AATTTTTTGA TGTGGTTAGT 
AGTTCGGTTT CTTTCCCCTG CAAGCGGGAA 
ATGAGTCGAT GGTCTCGGCG TTGAAGCTTG 
TTCTATCTCT ATTTTTTGTC CCCAGAAAGA 
CCTGGGATGT AATCTTTGAA TAGCGGGGTT 
ATTTAACGAT TCTTCTGGTC CGTGAAGGTG 
TTCCAACATA GGTTGTTCAT CAAATGAGAG 
AGGCTCCTTT ACTTTAAGTC TTAACAAGGC 
AGTGGTTACA AAATCCATAT TGCGTCTTAG 
CTCATCCCCC AGTGGTAAAT CTGAACGAGG 
GTAAGTCA 



GTTATCACAA ACATATAATC CTGGGGATAC 
GTGTCTAGAT TCCTTTTGCA GGCTTGAGAA 
AAGAGACGCA TCAACGATAT CATCGCACAA 
TGCGCCTTCA TTACTTCCCG AATCTTCTCC 
TAGTGTCAAA GGTTCTATTC TTGGAGAAGG 
ATCATTTGAC ATCCAATATC TTGTAACTTC 
TCGGTACAAG CTGCTACCTG CCAGATTATT 
ACGTATAAGG TGGACGCTAT TGGGTTTCTT 
GTAAAATGGT TCCTGCTGGG AACGCGACGA 
GTCAACATAT TCTTTTTGAA TCGTTCTAGA 
ATCTGACTCC TGAACGCCTT TGTCTAGTTT 
GACAAAGTAC ATGCAACTGT CCTCATCATT 



1413RP 

GATCTGCTGG GAGTGACTCA GGAAGCTTTG 
ACAGAGCGGG GAAGCTGGGC CTGATGGTCG 
AATTGAAGAC TGTCAGCCCC AAGGATCAAC 
TGCTAATTGA TGCTGCTGAA CTATACGAAT 
GCGATTTGAA CTCTGACTTT GTCTTGAGCA 
ATGGTTTAAC GGTTCTTCAA ACGGAAGAGT 
AACAGGTAAC GTCCTACAAC ATTGCCGAGA 
CAAGAACCGA GTACGATGAA CTTGTAGCTT 
AGGTATACGC GGCGGAAAAT GGCAAGGTCA 
AGATCAAAGC TATCCCAGTG ATTTCACCAT 
AAAAGGCCAA GGAACTTGGA ATGGTAGCTT 
GCCCTATTTC CGATAACGCT TTGAATGCAA 
CTAAAGGAGA GT 



TCAGTACCTG GAATGAAAAA ACAGTCTCTG 
TTACAGCGGA CCAGTTCAAA GAATATGAAC 
TTGCTCAGCA GGCGAAGGAG CTAGATATGG 
TAAGAAGCAA AGTTTCCGAT GGACTGTCTG 
AGGAGATCAT TCTTGAGAAT GCTCATAGTT 
ATCTTCAATT ACAGAGTAGT TTGGAGAGAG 
AAGCAACTAC AATTGGCTAC GTTGC ACTT C 
CGCAAGCTTC TACGAAAGAA CAGAA TTT TG 
TAGTGGATAA ATCTGAGTAT CACGATTTGA 
TGCCTCAAAT GAGCAAAGAG CAGATGGTTG 
TGCTCATTGA CGAGTATGAG AAGTTAAAGA 
CAGCGAAGGG ACCGTGGAAA GGTTGTTCTC 



1413UP 

GATCCAGTTT TAGGTCCACT TCAAACTGGA 
AGTCATCGGC ATAGATGGAC TCAAGCACTT 
CCATACCTAT CCGCTCGACC AACTATGAGC 
GCTGCAGGTG ACCGTCCGGG GGACGATGCG 
ACCACTTATG TTACCCGGTC TATAGTGCTG 
CGGGGACTGC TGCCTCGTGC GGCCAAATCC 
TCACGGGTTG ACCGAACGGG AATTGCGCGC 
GTAGCCTTAC TGCCAAAATT AAGCCGTCAA 
AGTCACCTGA AGCTGGCTGG AACAGTGGTC 
GTGGCCGAGC CCGAGGCCAA CGGTGGGTGA 
AATCTGGGTG CATGCCTGGC ACGACAGCGC 
CCATTCAATA TTAGAGGACT TTGCTGCACA 



TTTTCGGGTA CTCCCCGCAC ACCACCGTCA 
CCAGCTCCTG CTTTTGCTCC TCCTGATAGT 
CCACGCGCAG CTTAGGGCTA GACCGTTACA 
CTATCGCTGG CGAAATTTTT CGCCTATACC 
CTCTCCGACC TCACTGATGG TGCTGTCCCG 
CCACCGCTCT GAACGCTCGT TCCATCTGCG 
GCCGAGAAAT CTTGGCGAAC CATGCTGCAC 
ATGGCTGGCT ATCCTTCCAC GCACGCCCAT 
ACGCAGCTTT CTGACGCATA CCAGGAACAG 
TTATGTCAGC GACTTTTGGT GGATTACGTA 
GCATCGCACC CCAAGACAAA CGTGCCACAC 
CCCTAATCAT CCGTTGGGTT GTGAGATACG 



1414RP 

GATCCGTAAT CGAGTTTAGC TTCCGTGTCG 
CGGCCGTCTG AAAACGAGTC AGATGTGCAG 
CTGAAGACCG GGAATAGTAG GGCAACGTAG 
ATTTAATGGA CTACACCAAA AAAAGCTCAA 
GCAAACACGT TAGTGATCAG TAAGTATGTG 
TCGCGTCACA ACTAGCTGTG AACCATGGTT 
AGGATCGAAC TGGGGACGTT CTGCGTGTTA 
ACCACCTATA AGCCCTTAAT TATACTCAGA 
CTAGTTTCCT GAATAAAAGA TGCACGTGAT 
CTTGGTGAAT AAGTACGTAG ATATTATATA 



CATCATCGAC AGGTGGAAAT GCTCGCTTGT 
AGAGGCTGAA GTCCAACATT TTAA CCACCG 
TTCCGCGAAC TTCAGTTTTG TTTTCTTTTA 
CAACAGTCCC AATTAGTTCT GCTAGAAGAT 
TACTCGTGTA CTCGTCCTGC ACTGCAAAGT 
TGAAAAAAAA TAATGATAAT GATTCCGCCC 
AGCAGATGCC ATAACCGACT AGACCACGGA 
TACTAGTOAC CATTTTCTAG TCACATGATG 
TACCAAATCT GTATTTACTA GGTAAAATGC 
TGTATACATA TGCATTTTAG ATGCAATAAA 
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AGCTCTATTA TGTATGCGCG CGGAGCTTTA AGCCAGTGTG TTTTCCGATT GTTTTGTGGA 660 
TGCAATGGTC TTTGCATAAA AGCCTGACTT TCATCTTTTT CGTGCTTGGA TGTTAACTTC 720 
CAACTCTGA 
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1415UP 



1416RP 



60 



GATCTGGCCC CGCGGGCGCA CCGCGGCCAG GGGCCAAAAA GGAGAGCGCC CGCGGTGGCG 

GCCGCCACTG CGGCGGTTGC ACAAGACATA TATGTCGGTA TATAAGACCG CGGGTGCCGC 120 

GTGGCTGCCG TGCAGAACCC GCCGTGCGCG CGCGGGCAGA GATTTCTAAT ACTCTGCGTT 180 

TTCTTTTTGC AGCGCCTGGT ATATAAGTTC GGGCTGTGTC GCGGGCCGTC GGCGCCGTTC 240 

GCCAGGGAGA TAGGGGAGCA TTCCGCAGCA GCCGTCTGTA GCCGGACCAG TACGACAGGG 300 

ACGCAGGACA CAAAGCAGGC GACGGCGAGT GCGCGGGATC AGCAGCGCAC AGCGAGCCAG 360 

GGGTATAAGA GCCGCGGTAC GAGGCGGCTG GTAGGTATAG GGCCAGATGG AGGTGGGTGC 420 

TAACGGGATT TTTCTGCACC AGAACGACTC TGCGGAGACG ATCAAGCTGG AGATGTCGCC 480 

TGTCGGCGGT TCGGGGAGCG CAGGCAGCGG CATCGCGATG GGCAGCGCGG ACGACGAGCT 540 

GACGAAGTGC ATCAGCGACC TGAACATCTT CGATCTGCTG CACAACAACC CGCCGTCGAG 600 
TTCGGACGAC AACAAGGAGG GTGGGCGGCG GGCGGCTGC 



GATCGTGGTT CTGTTATCGA AACGTTGGTT GCTAGAACAT TGCGCCAGGT TGAAAGTAGC 60 

CAGAGCATGA TACGAATTCT GGGATTATCG GCTACATTAC CTAACTTCTT CGACGTCGCA 120 

GACTTTTTCG GGGTTAACAG ACATGTGGGA ATGTTTTATT TTGATCAATC GTTCCGTCCA 180 

AAACCCTTAG AACAGCAGCT GCTTGGTTGC AGAGGCAAGG CGGGCAGCAA ACAAGGAAGG 240 

GAAAATATTG ATAAGGTTTC ATATGAAAAG CTTTATGAAC ATGTCTTAAA TGGCTCCCAG 300 

GTCATGGTTT TTGTGCACTC AAGGAAGGAT ACTGTGCGCA CTGCGCGGAA TTACATTTCT 360 

TTTGCCCAAG CCAACCAACA GTCCGATGTT TTCCTAAGTA GCGATCAAAG CGTTACCAAG 420 

TTTTCCCGAG ACATCTCCAA ACATAAGGAT AGAGATATGA AGGAGCTCTT CCAACATGGG 480 

TTTGGTATAC ATCATGCTGG TATGTCTCGA TCTGATAGAA ATCTAACAGA AAAGATGTTC 540 

AAAGAGGGAG CTATTAATGT GCTTATCTGT ACAGCGACGC TGGCCTGGGG TGTGAACTTA 600 

CCGGCTGATG TTGTCTTGAT AAAGGGAACT CAGATATMTG ACTCTAAAAA AGGTGGTTTT 660 
ATAGATTTGG GGATTCTGAT GTGATACA 



60 



30 RATCATCAGG AGTTCGTCAC CTTGGAAACC AATTGCGAAC CACAATTCCT TCTGAGCCTT 

TGGAAATTTG TCACACCAAA CTCTGAAACC GTCTTTGTAA CTTTCATTAT GGCGGAATGC 120 

TACAAGTGTC AACTTATCAG GGTTGGATTG GTCCTTAAAA TGTACCTTAT CCAGAACAGG 180 

AAGCATCGAG GCTTCACGTA TAAACTTATC TTTCGCCGCT CCTTGAATGT TATGCACGCG 240 

GCACACTGAG CACAACGCAG CATAGCC CAT CCGACCTAGC TTCTCCAACG TCAGCATCTC 300 

GCCACTATAC TCATAGGGAA AGCCATCATC CCCGAATAAT TCGGGGTCTA AGCGTTGTAG 360 

CGTAATTCCA GGCAAAGCAG TCACCGGGTT GTCCTCATAC CATGTTCCCT GCTTAATGCA 420 

CTGCATGGCT TTAATCATAG TCATAACTGT CCTGAGGTAC CCAGATTCGC TTGCAATATC 480 

GATATAGGCC TGTAGAATAC GTAGCGCCTG GTCGAGAACT GAGATCGTAT CTTGGTAATA 540 

ATCTGCAATT GCTAAGTCAG CTCTACTTAG GTAAGCTTGT AAAAGCAAAA AGGCTTTGAC 600 

ATGGGGGTCC CATATTGGTA ACTCTTGTTC TCCTGTAAAA GTACTTTCAA CGGAATATCT 660 
AAGAGTTTCT GACATTTCAA CATTCATGAT AGTCTCGCCC CCC 



GATCATCATT ATTTCCTGCG TTCGTGCCGA CGATTCGAAG GGCGGGGTCG GTTTCTTGAA 60 

46 GGATTTCAGG CGTATGAATG TTGCTCTCAC CAGAGCAAAG GCCAGTCTCT GGATCCTGGG 120 

TCACCATAAA TCTTTATACA AGAACAAGCT ATGGATGCAT TTGATTTCAG ATGCGAAAGG 180 

GCGTGACTGC CTCCAAATGG CATGTCCGGG CTTCCTTGAT CCACGGAACA GAGCCGCCCA 240 

GGATGCTCTT CAT AGG TTC A AAAATCACCA TAATTATATC GAGAACGCAG ATGATTATGG 300 

GCCTGAACCG GTGATGACTA AATCAAGAGG ACGCAATAGA TCATCCAGAA AACGCAAACA 360 

TATGGAAGAT AATCCAGATG ATAACTACGA TCCCGTTGCT GAATTCAAGA AGGAAAATCA 420 

50 AAGAGAAAGC AACACAGGCA CCGGTGGTTA CCGTGCGGAT ACATCTAACC ACAGATTGGC 480 

ACCTGCTAGG AACGATAGCA AGAAGGCCAA GACGTGCTCC AATGCCGCCG GTATTTCCGA 540 

GGCTACTTCA GAGGATGGTG ATCGAGGTCA GAAAGGACAT GGAACTAAGA AGAAGTCTTC 600 

CATATTCGGG AATTTTATGC CCCCAGTTGA TGACGCGACC CCTGCTGCCC ATGTGTACGA 660 
CCCTAAGGAA CGCAAGCCCA AGAATGCTGC ATCCGCTTAA GCGGCTGGCC TTGGGAAC 



55 



320 
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1416OT 



GATCTTGCCC GGCAAGACCA GGAAGTCGTT GTACGTCAAC CCGCCCCGCG TCTTGGAGTC 60 

CATCAACTGC TCCACGGGAC AGCCCGTCCT TCTCGGCGTA CGTCGCCAGG TGCTCCAGTG 120 

5 CCGTGGCTGC GTCTCTGTAA GTCATTGCGC TTTGTTCGGC GTGCTATGAA GAGAAGGAGT 180 

CAACACTAAA CCCAAGCTCT CAAGTTGACC CATCCATCAA GTAACTATCC CGAACAGACG 240 

CCGGTAAACC CAGCTGGGAT TTGGCGCATC TAGAAAACCT ATTTATACTG CAGCTCATCG 300 

CTGCAAACTT TTCACGTAAA AGAAACGATG ATCCAGCGGG GGCCAAAAAG CAATGGGCCT 360 

GCGCCGCACG ATGCGAGCCC TACCGGCGGC CAGCACCAGG TAGGAGCTGT CAGGGGCCTA 420 

GAACGCGCGC ACGCTAGACG GGCTCCTCGG GGGCCGCCGC AGGCGTCCGA CGGGCGCCTC 480 

w GCAGCAGCAG GCGTGCCAGG CGGACCAAAA GACCGACCAG CCAGCGCAGC AGTCTGTAGA 540 

CGGCGCGGAG CAGGCGAACG GCCAGGAATA CAGTCCAGAG CACGGCGGAG AGCAGCAGGA 600 

AGTTGAACAC GCCGTCCATG CCCACGCGCG CACAAACGGG AACAGCGCCA GCGCGCGCTC 660 
GCAGAGCGGC TGCAGGAATG CGACGACGGA CAGGAACGGC AGGATAGGAC TA 



15 

1417RP 



GATCCCCTTG GCGTCGTCGT TGACCAGGTA GCGGCGCTGT AGCCCGAAGA AGCCGGACAT 60 

CGGGTCTGAC GCGGTCGTGA GCGGACGCGC CATCATGCGC GCGCTACTGG AGATCACGCG 120 

CCGGTACAGG GGCCAGTCCT TGTCGATTCC GACGCCGGGC GCGTAGCGCG TGCCCAGCAC 180 

GAACGGATGT GTGCGTAGTG AGTCCAGAAG CAGCGGTACG CTCTCTGGCG GATGCTGCAG 240 

GTCCGCGTCC ATGCACACCA GGTACTCGCC CTTCGCCTCG TAGAAGCCCT TGAGCACCGC 300 

ACTCGACAGC CCGCGCTCGT CCGTGCGCAC GATGATCCGC ACGTTGTAGC CCTGCTTGGC 360 

CAGGGCCTCC ACCTCTTCCA CAGACCCGTC CTGGGAGTTG TCGTCGACAA AGATCAGCTC 420 

AGTCTTCTTG GAGTCCGCGT TACCGAGCGC GGCAAACAGC CGCGTGGCAA GGGGCTTGAT 480 

GTTGGGCCTT TCGTGGTAGG CCGGCACGAC CACAGAGTCT CGATGCTCAT GGCGCTCGTA 540 

TGGTCCTTAA TGTAGTGAGT AGCGAACGTC GGTAGCTGTT TCGCAAATAA GTGAGGCCTG 600 

CGCGCCTAAT GTCGTGTCCT TATCGTTGCT TTTTGGTTCG TGTCACGGGG TTACCCGGCC 660 
ACCAGGCTAG ACAGCGAGAC CCGCGGTGAG CAGCCCACGA CCAAGAAGCG CTGTA 



30 



1417UP 



35 



40 



GATCTGCGTA 
GAGCGGGGGT 
TCGATCCACC 
GCCATTAGTA 
GGCAACATCT 
TATGCAGTAA 
GCAGCGGTAT 
ATTTTCCATG 
ACGTTAACCG 
ATGCACATGG 
TGATGAAAGA 
CAGTGGAGTC 



GGTAGTAGAT 
CGCCCTTGTT 
GGATGACGTC 
CAGCAGCGGC 
GGTTAGCAAC 
TGAATTGGGT 
TTGCAATCTC 
TAGAAGTGCC 
GCGAAGCATG 
AAGCATTGAA 
TTGCTTGAAG 
GGTCAACTTC 



GAATTGAGGG 
GTAGTCGGCG 
AGCGCCATCA 
CTCCTGGTCA 
TGTAGTCACT 
GTATGCCAAT 
GAAAAAGATA 
CCCAATACCG 
GCCAATCAGT 
CGCCATGGTT 
ATGGCCGTCG 
TTCATCTCAG 



TATAGGGAAA 
TACTTCTGGC 
TCGGAATCTG 
AAGGAAGCAG 
CTGACACGGT 
TTTGGTCTGT 
GCGTAAGAGT 
ATTTCTGAAT 
CCCTGCAGCT 
AGGTACCCTC 
AGAATGCGTC 
ACATACAACC 



AGTTTGGTGC 
AAAGCTTGAT 
CCTTATCGAC 
CGATTGCCGG 
TGGTACCAGA 
CCCCCATGAG 
GGTGAGGGCT 
CGCTCACGTT 
TTAGATCTGC 
CTCATCTTTA 
AGTCAACAAC 
TGGTCGTAGC 



CAAGCGGAAG 
CAAAGTTCTA 
TGCAACACGC 
GTTACCGAAT 
TGCATGCTGG 
GCTGGCAGTT 
CAAGGACGCC 
CTGTG CATC A 
ACTGGTTTTA 
GAAAACAGTC 
AAAACACCAC 
ATCCA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



1418RP 



4 $ GATCCGCGAG ATTCATCGTG GACCCGCCAC AGGCAATTAC TATAACAACA TCCTGCGGTG 60 

TTAAAGGACC TAACTCACGC TCAAGTATTT CAGGATGATA TCCTAGATGA AGAGCTGCGC 120 

CACACGCTGG TTCGGTTACA ATATTGCTCT CTTCCGCAAA ATTTAAACAT GTCTGTACTA 180 

CAGCGAGCTG GTCAAGCACA ACAGATTTTG TCCTGTATTT TTGGGCGTAA CTCAGAGTAA 240 

GATCCGTCAC GAAAGATGTG CATAAAGAAG TAGCAACGCT TTTAGGATTC ATCGAAACGT 300 

TCCTGCCCAG CAGCAAAGAT CTGTGCAAAA CCTCGCACCC CTCTGTTTCC ACTGCTACAA 3 60 

so CAGGGATAGA GTCTGCCAAA CCATGTTTCT CCAGCCCATA TACAATCCCA TTATATAACC 420 

CCCCGCCACC TACGCTGCAG ACGATACCTT TCACGCTCTC CAATTGCACG CCTTGGAGAT 480 

GCAGTGCTTC TACTACTTCA TCTACCATTG TTGCATGCCC TTCCCAGATG AGTGGGTTGT 540 

CGAATGGATG TGCATATATC GGAGCGACTT TTTCTAAATT CACATTCCCC ATCAACTCGG 600 

AACGTAAGTA GTCATCGCTC TCTTTCAATA CACTTCCCAT TGATATCACA TCTGCCCCCG 660 

TTGACCGTAT CCGCTCTACC ATCCGCCGTC GAGTAGTTTC AGGCACTACC ACTGTGCAAG 720 

55 GTATCCTA 



321 
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1418UP 



GATCATCTGC GTGCGATACT GGCAAAAAAT GAGAGACAGC ATGATGAAAA TATAGTTAAT 
AAGATATTGC ATGATATAAG CACAGGCGGG TTTCGTCGAA GAGGAAAGGG TGCACTTGAT 



60 
120 



CTC^AATGA GTGAAAATGA AGACCAAGAG TTACAACAGT TTAGACAGAA AAGACGAGAA 180 

CTTTTGAAAC AAAAGATATT GGAAAATGGT GATACTAGCA AGCTCGTATC TAACCCCAAG 240 

TCATACGCCT TTTTTCAGAC GATGGTGGAC GATGTTACTG AAGCATCATT TGGAAATACA 300 

TTTGATGCCA ATATAGATGA AAAAACAGAT CCATCTGCTG CAGGTCGGAA AATTGTCATA 360 

TCAGAACAAT TTGTAAAGGA AACCCTGTCA TTCTTGTCGA GCAAGAGTGG CGACTCAGAA 420 

ATCCCTGCAG AAACTAAATC TATTTCATCC AGCACAGTTG AACGTGAAGA AATTCAAGAC 480 

CTTCCATACA TTGAAGCAAA ATAGTAACAT TAAACATTTG AAAGGAATCT AGAACTTCCT 540 

GCTCAGATGG CTGAACTCAG CAGTGGAGAT GAAGGTGATT ACGGCTTTTC TTTAGATAGA 600 

TTCGCTCTGC GGCAAAAAGT TTAATAATGG AACTAACGTC GACGATAAGT TTAAAAGTGG 660 
CACCAAGGCA GTGCGAATCT TAAAGGCAAT AAGACAATTG GCGGTCAAAA GCC 



15 



20 



1419RP 



60 



GATCTGGGGA GTCTCATCGA AACGTATTCG ATGAGGCTTG GTGGTGGCAG GCGGCTCCTC 

GCTCGATTGG CGAGCTGGTG ATGACTTCGC ACTTCTCCGG GCCGGAAAAT TCGTGTCAGA 120 

CAGTCGGCGT TGGCGTTGAA GCTGCCGCTG TTGCTGCACA CGTGGTGGCG CCCTTAGCTG 180 

AATACGTAAC GCTGGCGCGG TGTCCCGCGC ATCCAGGTAT TCTTCGAGGC TTTCTTCTTC 240 

GGCGATGTCT GAGATATCTG GAGCACCGCG AGCATTCTGA TACACGTGGC CCGAAGATGT 300 

TTGCTTCGCG GTGAAGTCTC CCTCAAACCC GTAGAAGTCA TCGGGGTATT CTCCATCCGG 360 

CATTGTCATT GTAGTAGTGG TCTCCACATA GCGTACGCCA TTGATGTGCT TCACCGTCTG 420 

GCGAGTCACG GTCCGTGTAC GGCCCTGGAG GTCCTTCGTT TCCGTCGTCT TCACCGTTAT 480 

CGTATTGCCA GCTGCGACAG CAGGAGGGCC AAAGCCGTTG TTGCTGCGTA GCGAATTCGC 540 

GCGTCGTTGC GAGCTCATAC TGTAAGTCCG CGGAGGCGCA CCGAGGTAGC TGGGCCGAGC 600 

25 AGCTCCTAGC GACCGCGTCC GCCCGTACCC AGTCAGTGAC TGAGTCCGCC CCATCCCAAC 660 

CCCTGGTCTT CGGAGTGACG CAACCGACGC CGCCGCAGAC GACAAGCCGC TGCCTGTTGA 720 
ATA 



30 



35 



40 



1419UP 

GATCCGTCCG 
CGCCCAAACC 
ATGTGCCCGT 
GCAGGACATA 
AGCGTCGCCC 
CATGCAGTAA 
TTTTCTCTTT 
CAGTTCTTCG 
ATTGTTTCGT 
ACAGCGTCAA 
AGATACGCTT 
GGGTTTCCGA 
G 



CGCCTGCGTA 
GCACCTGCAC 
GCAGAGCACC 
TCTTTTTAAT 
TCTGTCACCG 
TTACCTCCTC 
GGGGTGGATT 
AATATTAGAT 
CACACCCGGC 
CGTTACGATC 
AGGATGAAAG 
ATGGGTTAGA 



CCCATAGGGG 
CTGAACCGAG 
GCCC TTGTCT 
GAGCTGTGTC 
TGTGAGCTGC 
CCGAAGGCAA 
AGCTCACGCG 
GCTGGTATGC 
TAGAGGGCCG 
TCAACGGTCG 
CACGAAAATT 
GTGCCATCGT 



CGAGGTCGCC 
CCTGCAGCCC 
TGCGGGGCTG 
ATGCGCACAT 
TGCCAAAACA 
CGCCTTGGTT 
TCATCCGCGT 
GGGCACGCCT 
AGCTACAGGA 
CTCGTGCGGG 
AAGGTTGTCG 
AATGGCGGAC 



GCCGGCCCGC 
ACGAAGGAAC 
AAGTGACTGT 
TCTCACCGTC 
AACAAATCGG 
TTGTTTACGT 
GGCAGAGGTG 
AGCGCAACCG 
TCGCCGATGT 
CCCGTCTGTG 
TAAAAACACA 
GGAGAGTGTC 



CAGGTCACTG 
GCCACGCTAC 
GGCACGCTCC 
GCGCTACCGT 
GACGGGCCCG 
TGGCCAGAGA 
CCTGCCCTGA 
ATTGTAGTTT 
GGCGTGACGG 
GTAGGCGTTG 
AAGTCAACTG 
CATGGTGCGA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



45 142 ORP 



60 



GATCAATTCA AGGTTGCTTT CCCAGACATC TACGCTGTTT TCCAAAAGAT CGCTCA GCAG 

CACCCCGACT ACGAAGTGAC TGTCACGGGT CACTCACTGG GTGGCGGTTA TGCCTACTTG 120 

ATGGGCTTGG AGCTCCAGCT ACTTGGCCAC AAGCCACATG TGATCACCTA CGCCGGCCTG 180 

CGTATGGGTA ACGCTGACCT CAACAAATGG TACGACAAGG TGTTCGACAA CGTCAAGAAG 240 

£0 GTCGAGGACT TGAAAAACGG CGGAAACCCA AGAAACGCCT ACATCCGTGT GGTTCAGAGC 300 

CGTGACATTG TTCCTATGGT TCCAACTGGC CCTATCTACA CGCACGCGGG TATCCTATTT 360 

ACCATCACTG ACGTGGACAG CGAAGTACCT CTACAATCGG GCGTCAGACT TGATGGCTGT 420 

AACACCAAGC TAAAGGAGTT GGTCGGCGAC ATCCTCTTCA GCGGGAAGTT GCTAAGCTTG 480 

GTGCGTCTCC TGAACCACAA CAAATTTTTC AGA AGAAT GG CTTTGCCATG CACTGATAAT 540 

TCCTTGAAGC TATAATTCCG AGGAAGTAAT GAATTTTAAG TACGGAACGT GCAG TCQCTQ 600 

55 CAGTCTTCTG CCTCTTCCTT ATGCCCTATA TAGTTAATTT GATOTTCTGT TCTATTTTTT 660 



322 
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TACATTTTCC AAACACTGGG AATGCCACCT TGTAGATGTT GTTCCCAAGA TGGATATTTA 720 
G 



10 
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55 



323 

oncno -mi-- cn wcc«x»'> 1 



EP 0 866 129 A2 



142 OUP 



GATCCGTCGC GAGGCGCGCA CCAAGCGCAA GTGCATGGTG GTTGTGGCCG GCCTGGAGGT €0 

CTTCGAGATT GACATGAAGA AGCTGGCGAA GACCTTCGCG TCCAAGTTCG CGACGGGTTG 120 

CTCTGTGTCC AAGAACGTCG AGAAGAAAGA GGAGGTCGTG GTTCAAGGCG ACATCGCGGA 180 

CGAGGTCGAG GCCTACATCC ACGCGCTGCT AGAGGAGAAG GGGATGAAGG GTGTCAAGGT 240 

CGAGCAGATA GACGCTGCCA AGAAGAAGAA GAAGACGCCG ACGACGACGA CGCCGCCGCC 300 

GTCGTGAAGA GCGGGTCCGG ACATGTGTAT CAGATTCGTA TGTAGTGATT AATGATTGCC 360 

GCGATTTCCA GTGTCTTACC AGTCCAAGAG GACAGGTGTC TGGCATGCTT GCACATTGCT 420 

GGCGTCTGCG TGGGGACCAT GAGCCTGGAG ATGGATCTAA TTGAATGGGC GCTTAACCTG 480 

CGTGCTGCGG GAGGCGGGGT ATTTGGCAGT GGCAGCGAGG AATTGGACAG AGTGCTAAAA 540 

CTGCACTACC GAGTGACATA CCATGCGTTT GACCGGGGCA CCAAGCGGTC GGTGTGGGAA 600 
GTCTGCTGGC GGAGGCCGAG AAGATC 



75 



20 



1421RP 

GATCCCTCAG 
ATGCGGTTTC 
TTTATCGTTA 
CTGTGTAAAC 
ACATGCGTAC 
ATTAGCAGTT 
GGTGCCCAGT 
AACTCCATCT 
CGCAAATGTG 
TATTTTAACG 



TTCCCCATCT 
ATTTGTCTTT 
CTTGGGTATG 
TAATGAAAAA 
TATCGGCGTG 
CTCACGAAAC 
GTCAGCTCGT 
CTCGTCTTGA 
ATGACCCTAG 
ACCCGTTGCC 



TGCCTTCACA 
TTAGTACAGT 
TATGGCATCT 
TAATGAATCG 
CCACCGCAAT 
GTCTCAGTTG 
AGAGCTTCAT 
CGTATA CGTG 
GGCTGTCTTT 
CCAATGGAGT 



GCCAGGATGG 
ATTA TCTCT C 
TAAATTTTAT 
AAGTCTCGTT 
TATGTATCTA 
CCACTCGACG 
TTCGAACCGT 
CTGCCGCACA 
CTTGACTCCG 
ATTGAAATTA 



ACC ATCCG TA 
TGGTTTTACA 
CGACTCTAGT 
TACCTAGAGC 
TCCTACAGAT 
TCAGCATCCT 
GGTCCCACCT 
CTAATGAAAT 
GGCGGGAACA 
TC 



ACTGGGAGTT 
TCCTACTTGT 
ATTTTTATGA 
TGATTATGCC 
AATCCTTTCT 
TGTTCTCCAA 
CCGCCAATTC 
CGCCGCGGTT 
TGTGCTTCAG 



60 
120 
180 
240 
300 
360 
420 
480 
540 



25 



30 



35 



40 



45 



1421UP 

GATCATCATA 
GGTAACATAC 
TGTCTCACGT 
AACGGTTCTG 
GATGGACTAC 
TGGTTCCGCG 
CGCGACACCC 
CGCACCGACG 
CACGCCACCC 
ACCACGCGCT 
ACCTCGGCCG 
GTCGCTCTGC 
GCGCCGCCTC 
CCTCGTCCGC 
AGTCGAAGGC 
TCGACGCCTA 
GCCTCGAGAG 
CGGAGTTCGA 
AGGACCGcGA 
CGAAATCGAC 



CCGTGTCCAA 
GCGATGGCCT 
TCCGCAGCGG 
CTGGCAGTGC 
TCGAGCGCGG 
GCGACAGCCG 
GCGACACTCG 
GCACCTGGCT 
TCGACGAGTC 
AGGCGCCGAC 
CTCCGCGCAG 
CCAGGACCGC 
CACCGTCTCC 
CGCCGACAAG 
CATCGCCATC 
CAACCGCTCC 
CGCCCAGGCC 
CCACTACGCC 
TTCCGCGGcT 
CT 



CATCGCCCAC 
CCACGACGAC 
CCAGTCCCGC 
CAAGTCCGGG 
GCGCGAGGCC 
CACCGAGGAT 
CTCGGACCGC 
CAACGGAGAG 
CGACCGTGTC 
GCCCGCGGCA 
GCCAAGGTCG 
CTCCAGCGCG 
GGCGCCGCGG 
ACCCAGTCCC 
GGCGAGTACG 
AAGCGCCTGC 
CAGCTGCGTG 
CGCGAGAACA 
TCCGGcCTCT 



GGAACCACCA 
TTGGCCAGCT 
GACTACCGCC 
TCGTGGTTCG 
GGGCGCGAGG 
TCGGGCCGGT 
TCGTGGTTTG 
CGCGACCGCT 
TTCCGGAATG 
AGGTCGACGA 
ACGACTTCAA 
GCGTTGCCGA 
CCTCCGCTGC 
TCTTCAACTG 
ACAAGGCCAA 
TCGCCGACGG 
ACTGTCGQGA 
TcTcCGACAT 
TTAGCTGGTT 



GTCACTTGAA 
TCAAGGACGC 
ACCAGTCGTC 
GTGGCGCGAC 
CCGGTCGCGA 
CGTGGTTTGG 
GCCGCGACGC 
CGTGGTTCGG 
GCGGCCGTCT 
CATcAagcaG 
GCAGGCCGGC 
CGCCAAGCAG 
TGGCGCCTCT 
GGGCTACAAC 
CAAGGACTAC 
CGACCAGCAC 
CAAGCTCGAC 
CTNCCGGCGN 
CCGCTTCAAG 



GTGGAACGCA 
AGTCGTGCAC 
CATGTTCGGC 
TGACTCGCGC 
GGCCAGCTCG 
GCGCGACGCC 
ACCGGAGGCC 
TCGCGAGAAA 
CGGCGTCGaC 
GCAGGTGCAG 
GCTGACCTCG 
ACGCTCTCAG 
CGCGACGCCG 
AAGGCCGAAA 
CAGCAGGCCC 
CTTCGCACCG 
GCCATCTcCG 
CTGGACCACG 
GCCCgGcTGT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 



50 



55 



1422RP 

GATCCGTGTC 
CGAGTCGACC 
GATAAAGTTC 
CGAAAGCTTT 
AGAGGCTCTC 
AGACTGATAC 
GATG CGAGC G 
CTGTCTTTAA 



CTGGGGCTGG 
ATCTTCAAGC 
CTTGGAGCCG 
TTGGACGCCT 
CGTGACGCCG 
CAGTTTATAC 
CCCGTTTCAG 
AAGACGGGGT 



TCGAGAACAT 
CAACAACAGG 
TGCCGATTGA 
ATCCGGACAG 
TCGGCGACGT 
ATACATACAT 
GTAGATAGTT 
CTCCAACGCT 



GAGCGGCTTT 
TGGTGGTCGC 
TCCGCGAATT 
TCCAGCGTCG 
A TAAC GCGCC 
ATTTGTAAAA 
TCGGGCTGTC 
TGTCGATAAT 



GTGTGCCCAT 
GCCTTGTGCG 
GGAAGATGCT 
ACCGC CATCA 
TAGCAGTTCC 
AAGACGCTTA 
CCAGCGGCAA 
TCTCAAGGAT 



CGTGCGAAAA 
AGGAGCTGGG 
GCGACTCTGG 
TGCATGTGGT 
TGCCAGTGAC 
GTGTTACGTG 
TGCAAGTAAT 
GATATGACAG 



60 
120 
180 
240 
300 
360 
420 
480 
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ACAAGTTTGG ACATGACACA GCAAACGACG GAGAGTTCTC GGTGGGAGCC GAAATCOGTG 540 

GCCAGGACGG GCAGAACCCG GACCAGATCG GAAAGCAGCT CTTGGTTGTG GTTGTTGTCA 600 

AGTGCTATCT GGAGGTACTT CTCAAATACC CCCAGGCCGT GAGTCCAAGT TTCCATCTGT 660 
TGTGCGGGGA AAGTCTCCAA TAATTGACGC AGTGTCTGCA AGTTAGCAGC TGA 
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1422UP 



10 



GATCTCCTAG 
AAGCCCGCAG 
GGTCTCTTCG 
AGTGCTGCGG 
TCCACCTCGT 
GGTCTTTTCA 
CTTTTTAGCA 
CCTACCGGGG 
TCCTCCTCAC 
TCCAATCCAT 
ACGGCAGCAA 



GCGCC AAGTC 
GCGGCCTTTT 
CTAGCACGGG 
GCGGTGGTGG 
TGGGAAATCT 
GCAATCGGCC 
ATAA TCAGG G 
GGCTCTTTGG 
AGAATAATCA 
ATGGCCTGAA 
TTACGTCTAA 



GACGACTACA 
CGGACAGAGT 
CAACA GCGGC 
GAGTCTTTTT 
CTTTGGGAAA 
GAACACAGCC 
AAATGGTGCG 
AAACAGCACC 
GCAGCAGCAG 
TCTGACTGGT 
GAAGAAGACG 



GGCGGGCTTT 
AGTGCCGCTC 
AGCACCCAAT 
GGCGCCGGCT 
CCTAATGACA 
ACCACAAATA 
CAGAATAATG 
GCTCAGCCAC 
CAGCAAACAC 
GTTCCTGTTA 
AAGCCTACCG 



TTGGGCCAAA 
CCAATGGCAC 
TGGGTGGGCT 
CGGCCGCGAA 
CGGCACCGGC 
CCGTTTCTTC 
GGGGGCTCTT 
AGTGCTCGCT 
AGCAACTGTC 
CTACCATGCC 
CT 



GACGGAACAG 
TGGCGGCGGT 
GTTCGGCAAC 
CAACAACGCA 
AGCTGGTGGA 
CACTAACAGT 
TGGTGCGAAA 
TTTTGGAGCT 
CCTTCTGGGT 
GGAATCTATA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



15 



20 



25 



1423RP 

GATCGAACAC 
ACAGGAACAT 
TTGACGTATT 
AACCCACATA 
ACTTGCCGTT 
AGGCGGAAGC 
CTCAAAATGA 
GGAAGAATAT 
ATAAAGGGTT 
AAGCATTCAT 
CATACATAAT 
TTGAGAGTTA 



AAATTCATCT 
TGACCTACCT 
CAATCTCTCC 
TAAGAAGATG 
CCCAGACGCA 
GATAACCAGG 
TACTTTGCAA 
CATTGATACA 
GGATTCGTTC 
GGACGTTTTG 
CATCTATTTG 
CTTCCAAGAT 



ACGAACACAA 
TCAATGTTTG 
AGAAATACGA 
GATATTGAGC 
GTGGAGAATG 
AAGACAGGCG 
ATTCAGGAGG 
CATATGAATG 
TTTGAAATGG 
AAAGATGGGA 
ACTAGTTCGG 
AATAATTTCG 



ACTTGGAGCG 
CGCATTCGTG 
TTTCAGTACC 
CTAAAGACTT 
TCGAAAATGC 
TTGACAATAT 
CAGTGAACAA 
TTCTGGCTGC 
AGCAACAAAG 
AGACCAATAA 
AGAAGCTTCC 
AAACGCCAGC 



GTTCGTGTTG 
GATCTACCAA 
GAATACTGAT 
CTTTTGGAOG 
ATTGGCAGAC 
AGGCGATTTA 
GTTGCCGGAA 
GTTGTTGAAA 
TGACTCTGCT 
CCTCAAGGAC 
CGATCAATTC 
GTTGAAGTAC 



GTTATATTGG 
TGTTTAGTAT 
GAAAAGGGAC 
ACAAATGCGC 
TATAAGGCCG 
GATCCTAACT 
CTGACTGCTA 
GAGCTAGAAA 
AAGGTGAGGC 
AAGTTAAGGA 
GTCCAACATG 
TCTATAAGT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



30 



35 



40 



1423UP 

GATCATCCTG 
CAAATGTTTG 
CCGAAAGTCT 
CCGACTGTGC 
GTCACTGACG 
CGGCTTCCTC 
GACCTCCTCG 
CGACGGCGGC 
ACCACCAGTA 
TGGTTGCCCC 
GCCGGCGTTC 
TCCGGTGTGG 



TTGAACTGCA 
CCCGACTTGA 
GGGATGCCTG 
TGGAGCGCAT 
TAATGCGCTA 
CGCACCGGAG 
GACACGCTCG 
GTGATCGGCA 
GCCTCCGTCA 
GCTGCGTGGC 
GCTTTCGACC 
CGATAGCGGC 



TGCTCATGTC 
CCTTGCCGCC 
CAGCCACAGA 
ACCGAATGAA 
GCTGAAA TAC 
CCCGCGCCTT 
GCCCGCTGTC 
GCTTCACCTT 
TCCCGCACGT 
GTGTAGCGGA 
AATCCGGAAA 
TTTTGTCGCA 



GTCCGATGAG 
ACGCAACGTC 
GATCCCCGCA 
GTCGGCGTCC 
CGAGTTCGTC 
GCGCAGCGCC 
GCAGGCCTCT 
CATCGGCGAC 
TCCACAAACC 
CATGAAATGA 
ACTTATCCCC 
TGGGCTCCTG 



TACACATGAT 
GCAAACAATC 
CCCGTGACCA 
CGCGCGCTCA 
GCAGGCCTGT 
GGTAACAGCT 
GTCTGCTTCT 
CGGTACCGCT 
TCTGCCGCTT 
GTGACGGCGG 
CGTAAAACAA 
GTCCCGTTAC 



TGAAGTCAAA 
CGTCGCTGGA 
CCACGATGTC 
CCAGCTCCGG 
ACGTCAGCCG 
CCTTCGGTGT 
TTTTGACGCT 
TCACACCGAT 
GCTGCA CTCG 
GCCCAATTTT 
AGGCAGGACT 
GCCTACATT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



45 



50 



55 



1424RP 

GATCTCATCT 
AGGAGAGAGA 
TGTCATAATT 
TTATTCTAGA 
ACAAGATACA 
GAATC CATA C 
GAATCTTTTC 
CGACCAGTAT 
TCCTATGTGT 
TACTAACCGT 
T AC CAGATGA 
GGTGCGCGAA 
TAGT 



GTATTTGGAA 
AAACATAGAA 
TTATTGTTTT 
TTCAGTGCTA 
AATTAGCGAA 
CAGTCCTTCA 
GCCAGTACTC 
ATTTGTGTGC 
TCTGT GCACG 
TTTTTAAATC 
ACTCGCCGCA 
GTAGCAAATT 



GGGAACGCAC 
AATATATTTA 
TAGATTTCGA 
GCTAGTCGCA 
TTTCCCGGAA 
ATTAAACTTC 
GAATGGTGAC 
AGCAAATGAT 
CCCTGGCCCC 
GCCGTCTTGG 
CTATAGTGTC 
TGTGTATCCT 



CAGACGGGGG 
TATTATCTAT 
CTTGCGAGTG 
AGGAAATCGA 
AAACCGGTCT 
CGAATCAAAA 
TATCAGCAAG 
TTAAGGCTCT 
GATAAAGAAT 
TTGAGACCTG 
CGTAATTCAG 
CCATAATAAG 



TGACTCGCAG 
ATTCAGTTTA 
CCCTGCATAT 
TATCGTAATT 
TATAATACAG 
AAGGCCCGGC 
CGACTCTTCA 
CGAGACACCT 
GCAGGTCGCC 
TGAAACGATA 
CACTGTGGAT 
GATATCCAAT 



AAGCTGCCAG 
CATAAGAATG 
GACTATCCTT 
CCCATTTAGA 
CATCATTGCC 
GCGGTCTCAA 
CTACCCGAAA 
CTTATTGGCG 
TAATAGTAAT 
ATCCCATTTA 
TCCGAGTTAG 
GCCAGTATAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



326 



EP0 866 129 A2 



1424UP 



GATCATCGTA TGCACTCAGT TGTATTCTAG CATAGCCCGT GCGATTGCCG TGATTTCGAA 60 

CGATGATGAC AGGCAAATCA CCATGAGGAG CCGAGGATTC TCCGCTAAAT TCAGCTGCAT 120 

5 TTGCAACAAA GATGGCGTGT TTCTATGCGA GCCCCTTCAC ACGGGCGTAA AACATGTTCG 180 

AAATGCTGCT CGCTCTGCCT TGCGCTGCGT GTGCCCTCAG CCAGACGGTC TGTTTGCTTC 240 

TAATGTGGGG GAGAGTCGTT CTACTCACGT GTTCAGCGTG CTGAATAACT TGCCTATCCT 300 

TACAGCTGCT GACCTGAGGC AATGCACGTT TCCAAGTCCA ATAGTCTACG GGCCCGAAGG 360 

TTGTCGCGAA TGCACAGTGA TCGGTAATCT ATTACTACAG CCCACTGCAA GCGTACAGAC 420 

AACCTACAAT GACGGCGCGT TGTACAATAA AATCAATTCC GCTTGCTCGA CCGTTAACCC 480 

70 AAAGCTATAC CGTACCTTGT GTCCTTCCCT GTTTCCATTA GCCGTTGCAT GTGCTTTTTT 540 

ACTGTGATTA CAGAGCCTTT CTGTAGAATG TGTACGTGAA TTTAATACTA GAGAGCTATA 6 00 

AAGCTCTCTT GTTCTTGTAA TGTCTGTTTC AGAAGATAAA AGGTAACACC AGAAAACGAG 660 

GTACGACCCA ACGGCTATTG GACTACGAAC TGGACAAAAA CTAAGAGTCG TAAGTAAGAA 720 



15 

1425RP 



GATCAGCTCC CACTTGGTTG CAACAGTATT GCTGAGACTA TCATTCTTGT AGAGCGATTC 60 

TTGTGAAGCA GTTGGCCCGG TGTATGAAAC CGCGTGTTTA CCAAGTGGAG GCCTTTGTTC 120 

AGAAATTTTA GTTCCTTCTC GAACGTATTC GTGGTCCTGG AGAATAAAGT TTTGTTGCTC 180 

GACATAGTCA GGGTCAAAAA CATTCACAGG TGTGTCATCA TATGGCGGCC GGCTGCCGGA 240 

GGTTGTGGGA TCAGCCTTTC TGTTGGCTTC CGAGTCTCCA ACCTTCGAGA TAGCTTTTGA 3 00 

TAAGTTGTAG AAGTCGTCCA AAATATCGTC TTCGCCGAGA GGAGCAACGC TCGAGCCCCT 360 

GAACAGTGAT CCACTAGAAC TTCTTGCAGT AGCCTCGCCG TCAGCATTAT TGCTATTGTG 420 

TGTACTGCTC GAGTTGCGCA GATTAGATAT ATCAAACTGT TTCGATTGTG TGGAACCTTT 480 

ATATTCATCA TATGCTCCAA AAGAATCTCT GCTTTGCGGA GAGCCTCGCG CTGCATGAGG 540 

AGGAGGAGCC ATAAAAGATG AATCCCTGCC AGGAGAGTTG TGTAACCGCC CAAATGGTGA 600 

TGCAGCGTAG TTGTCATAAA TTTGAACCAG ATCTGCACGC GAC TTGTACA GGTCCCTGGG 660 
GTTGTATCCT GCCTTGGGGT CGCCAACTTC TTTAATGGAC CCGAAGAAGC 



30 



1425UP 



35 



40 



GATCATACAC 
GCTAGAGACG 
CAATGCATAC 
CACAGCCACT 
CGTCGACCGC 
TGTAATCGGG 
ACGCATCGCC 
CCTTCCAACC 
TTCGGTTGAC 
GCTTGCCCTG 
CAAGTCGCAC 
TAATCTTAAT 



GCGCTGCGCA 
GACACCGCAG 
ATAAACGGCA 
ACAGCCCTCA 
GCGTTCGCAG 
AACAAGTTGC 
CTGCCGCGCA 
CATCCCGCCT 
CGTGTGCTAC 
CTCGGCCTCT 
TGCCGTCGCA 
TCGCCATTCT 



TACAGTTGGC 
GCCTTGTCGC 
CAGAGGCCTC 
ATACCACCGT 
ACACGCCACT 
GCGCCATCGA 
TCCATACCGC 
ACACAGCCGT 
ATCAGTGCTG 
GGATTCTGCA 
GGAACCTGCG 
GCTGCTCGAA 



CAGCACCAGC 
CCACGACCTT 
CGTAAATGCC 
CGCCGCCCTG 
TCACCGCCCC 
GGCAGGCCTC 
CCGCCTTCGC 
GCTCCAGTCC 
TGCCGCGGTC 
GACACCTCTC 
CCGCAGAATG 
CACGAACTCC 



ACCCGCGACA 
TCCCGCTGGG 
GGCCTCCTCG 
CTCGCCGACA 
ATGGTGACCG 
ACCTGGACCC 
GACGCTGTCG 
CTCAGTGACC 
CGCATTGAAC 
GGCTTGGCAA 
CCTTGAGCCT 
GCGTTAGCCG 



GCCTCCAACG 
CCGACAGCAC 
GCTGGGTTAC 
TCGATTCCAC 
TTGTCTCCTG 
ACGACCACGT 
CAGAACCAGA 
GCTTACGTCA 
TCTACGTATC 
TGCTGCTATT 
AATTCTTACA 
G 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



1426RP 

45 

GATCTTCTCT CCGCTCGACG TCACTGGCGG CATGCACGAC GCCATGAACT GCTGCTGCCG 60 

CTCCTGATCG CCCTCGTGCA CTGCTAGCCG CGACTGGCCC TCCAGAAACC GGCCCATCTT 120 

GTTCGCATCC TGCAGCAGCA CCACCACATG CGGAACCACC GGCTGCCTGG CTGCTTTCGC 180 

TAGCTGAAAC GAAAGAAGAC GCCCTATAGG CGCGCTGCCT AGCATATACA CCCACGGGAC 240 

ACCCATAACA GCCCTTCTAA CCCTCAACCG AGTCACTGAG AACTGGCGTA GTGCGCATCA 300 

so TCGACCTCGC GATTTTTCAT TCTAGTGAAT AATCCTTACA CCGCCAACAC AAAGGCAGCT 360 

TCACCACCAT TCTGGCTCAA CTAGGAGGCG TGTCGGGCGA ACCAGGAACG CGTTACTCGG 420 

TAAGCGGGCA TCTAGTCAAG TGGGCAGTTG CAGGCGACTT CTTTTTGTGT GTTATTCAGG 480 

GTGTAGGATG CTTGTTATAG GGTTGACAGG AGGTATTGCA TGCGGCAAGT CGACGGTGTC 540 

GCGGAGACTG CACGAGCGAT ACCGGATCCC GGTGATCGAT GCGGATGCGA TTGCGCCGGA 600 

GATTATGCGG CCGGGGGAGC GGGCGTACCA CGGGTGGTGG AACGGTTTGA GCAACGGGTG 660 

ss CCGCAACTGG TGCAGGCGAA CGGGGAGCTG AACCGCGCGG CGCTGGGOOC GTGGATCTTC 720 



327 
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EP0 866 129 A2 



CA 



5 1426UP 



GATCTGCTCC AGCGCCTGCT TGAACCAATC TCCAGAAGAG TGTCCGCCTC GTCAAGAACC 60 

TTGAAGTCAA CCTCGGTAAA GTACTTTGGA CCGCAAGCCT CGAGCATGTC GATCAACCGG 120 

CCGGGCGTGG CAACCACGAT ATTGGGCCTC CTGCGCTCTA GGGATCTGAA AGTTTCAGTC 180 

CGCGAGGAGC CGCCCATCAT GACAACCGCA TTGAAACGGC GAAGCTTCCT GTTGGCGTTG 240 

CGCATCTCGT TGATCTCGTT GAAGATCTGC GCGGCCAAGT CCCTGGTTGG TGCAATCACA 300 

ACAGCCTTGA CATTTTCCGA AGGAGGCCCC TCCAAGAGCC GCTGGAACAG CGGCATCAGA 360 

AACGCAAGTG TCTTACCTGT TCCAGTTTTC GCCCGTGCCA CCACATCGTG CTCCGTCTGC 420 

AGGATCGGCT TCAGCGTCTT CTGCTGCACC GGTGTTAGTT TATCGAAGCC GCGTGACTGC 480 

AGCATCTCGT ACAGCTCGTT GCTGAGCACG CCCTCCTCCA CCAAGGTCCG CGGTGTGCTT 540 

TCGACCCCCG CAGCTTCGTC GGCCACACGC ACCACCTCGG TGTTGGGGCC GAGGCTGAAT 600 

CCCTCGCGCG CCGCGCCGTC TGTACGGCCG CGTCTGCCCT GTGGCTTCCG CCACATGCCG 660 
CCGCGGGGAC CACGCTCACC ATCCTCCCTG TCGCTGCCCG GCT 



1427RP 



20 



25 



30 



GATCTTTCTA 
AAACACCATT 
TGGCGTAGCA 
CCATTCATTC 
GAGGTACCTG 
GGCTAAAGAA 
GGATATCTGC 
GCTCTCGTCT 
TGACCATTTC 
CCTAGAGGAG 
TTTATTCCTC 
TTTGCGGATT 



TCCGGGAAAG 
CCGCGGCTTG 
GCGGTCTACC 
TACTGGATTA 
GCGGACCGGA 
CTGACCCCAG 
AGGCTCCTCC 
AACCAGGCAC 
CGCTATGCTG 
GAAAGCTACA 
TTCCTGTATC 
GAGCCCTGCC 



AGTCCATCGA 
CTGCTCCTGA 
CACACTTCGT 
TAAATGACCT 
ACTGCGACAT 
ATGTTGCCGA 
TGCGCCCAGA 
AGGACGTCAC 
TGAAATCTAG 
CCTGGTAGAT 
TTAAGCAAAT 
TCGACCACGT 



ATACAAGGTG 
CCGGCGCTAC 
CTCTCTGTTG 
TTCATATCTG 
CAAAATTATT 
TTCCGCCTCT 
TCTCAAAGAG 
GTTTATTAGC 
CATCACGGGC 
AGATACCATC 
CCCGCCATGT 
CCAGAGGTAC 



CTTCTAGAAG 
GTGGGCGCCA 
GACAA GGAAA 
CATTGGTTTT 
TACACGAGGA 
GCGAAGTTCG 
ATCGTGGAAG 
AGCGGCCCTT 
AAACTCCAGT 
TTATTAGTTA 
CTCA ACCAG C 
CTGGTTTTCC 



GGCCCTATGG 
GCGCAGGTCT 
GCCAGTTCAC 
CGCATGAGCT 
GCAATGAGTC 
TGGATTCGCT 
AGCAGATCCT 
CGACCTTTAA 
GTGATGTCGA 
ATTGTACTTA 
TTCTGCATGC 
G 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



35 



40 



1427UP 

GATCATCTTG 
GGCAGCAATA 
ATTGCTGGCA 
CCTTACTTGC 
GTCAAACGAT 
TTGATCTCCA 
AATCGGGGCT 
GTGACGGCAG 
CACACTCCGC 
CAGCGCGGGA 
AGCCTACGAC 
CGTTCGTGCC 



TCCATGCCCT 
ATGTTCGCCT 
CTGACCTTCG 
TGCT AGAGA A 
CAGATTTTTG 
AGAGCTGTTC 
CGACAACTTG 
AGCTCAAAAA 
GGGCCGAGGT 
TCAGGCTGGC 
GGACGGAGAG 
GCTGGACCGG 



TGGGGCCCAG 
TTCTCACTTC 
GTGGCA TCTT 
GTTAAGGTTG 
CCACTGGAAT 
CATCGGGATG 
GGAAATGTCT 
AAAATGCGCG 
GATTCGGCCG 
GCGCGAAGAA 
TACAGCGACT 
TGGCGGACTT 



CGACGTTCTG 
CTGCGGCTTC 
AATATACTTC 
TTTGTTTATG 
TTCCCTTCGT 
GCCTGCTGAG 
ACGG AGGACG 
TTTTCCAGCT 
CTGCCCGAGG 
GGCTCGAAGT 
GGGAAGGCGG 
CCCGGAAGTG 



ATCGCATCOG 
TCGCGGTTTT 
CTGATTCCGC 
CTGACAACGC 
ACAAACGGAT 
TAGTGCCGGG 
CGGCGTTAAC 
GGTATGAGGC 
A GTT CGTGAG 
ATTTCTACGG 
CGACAGCGCG 
CACGCGCGGG 



CGACTGCTCT 
TGAACGTCGC 
GCCCCAGAAG 
CTAAGTTACC 
ACTTGATCCT 
TTGAAGGGAA 
AGGGATCGCG 
GTTCAAGGGC 
CTACGTGGAT 
CCAGGAATGG 
AGTGAGCGGT 
TGAAGCAG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



45 



SO 



55 



1428RP 

GATCATACAC 
ATGGGGCCCT 
TTTGTTCTCC 
TACATAATCC 
CCCAATAATG 
TTATATATTG 
CTGAAGAGAG 
AAGTAACCAT 
AGTGGGATCG 
ACGACGCGCT 
CGTGTG TGGT 
GAGGGGTTTT 
GTC 



GCATTGCAGG 
TACCGTAGTA 
GTGTATTACT 
ATATGGACAC 
GTGCCTAAAT 
TTTGTAGCAT 
ACATAGCAAC 
GAGTACCAAG 
ACTTGAACCA 
TGTGGAACTT 
CTGCG TTCAG 
CTTTGAAGTA 



TATACATTAT 
CTGTCTTGGT 
AACAAAATAA 
CTCGTCACCT 
GATGTGCTTG 
CTAGTAGAAC 
AGTGTCTTGT 
ACTCTCCTTA 
CTCGACATCT 
GAATGGATGG 
GAACGTGCCG 
GATGGCCGGT 



AGTGCTCATA 
AATGCAGCGA 
TTTCCTCGAG 
TCCAGCGACA 
GTGTAATGCG 
CATGGTAGCG 
GCAGACAGTC 
ATGAAGCCAG 
TCTGGCCTAA 
CCAOTTAATA 
TGGCCCACGA 
GACTGGGTCA 



ATTATCGGAT 
CGCTCAGGCT 
CACAGGGAGT 
TTAACATTTC 
CAT TATAAA A 
AGGTCTTTGG 
TGCCGTCGAA 
AGCGTCCAGA 
AGAACATATA 
TGATTCTCTT 
ACGTCAGGCC 
GGTCCAAGGG 



TGCAAATAGA 
TAAGAAGCTT 
AGAGATGAAT 
CTTATGAATG 
TGTATGTGGA 
CCATACCCTT 
TGTTGCCTTG 
TTTCGTGAAT 
GCGCACTGTG 
GGCCAATATC 
CTTTGGATCA 
AAGCATGCAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



328 



EP 0 866 129 A2 



1428UP 



GATCAAACCA GAGTGCGAAG CGCACACGCG GCACTGGCGG GAGCCCTTAC CGTAGTTTCT 60 

TGGGTGGGAG AACCAAACGT TTTCGTGAGC CATCTTGTCT GCAATGCGTT AGTACTCTGT 120 

5 CTGACCGCTT GGAAGCGCTC CGGCCCTCGT GAGCTGCCCA CACGCTCGGC GTCTGCGGCG 180 

TCCTCATTGC CCGCACCGTA TTCTGCTCGC ACCGACAGCT CTAGACCACA CTTCGCCCCA 240 

TCCTGTGCAC ATACGATTAT GCTTTGTCTC TTGGTATTAT CCTTAGATTC GCTAGACTTC 300 

GACACTATGG TTATCACCAC TGTTGAAGTC TGCTTCGGTT GGCACCCAAA GTCTCGGGAC 360 

TGTAGTTGGA AAGCGCAGTT CGCGGCAAAT CAAGCATCTC ATAATGTGTG GGTGCAACCG 420 

TTGAATGTGT GGGTGCAACA GTCAATTGTA ATTTCTTTTT TTGATCGAGA GATGGGATGC 480 

10 GATGAGCTAG TTGAAAAATT TTAGTATGGC AAAACTGGCA TGCATATCTG AGATGGGCCA 540 

TCAATTGCGG CAGCTTAGTG TTAGACGACC AATCCAGAGG TGGTAATTGG GCTATGGCAG 600 

GTCACTCGCA CAGGTCGTCG GTAAAAAAGG GCCACAAAAC GTTCAAGTCG AAGCATGCGA 660 

GCAAGGGCGC GTTGAAACGG CTGCACAAGG GCAAAGTGGA ACAGGAGACC GCTGCTGGGG 720 
TGAAGG 



75 

1429RP 

GATCAAAGTT TAGCATGTAA ATGTGCAACA AACTATTTAT TACCTCTGCA CTGCCCATGT 60 

CGCTTGAAAC CGCCGAGGAT CCAAACCAGT GCTTTCATAA TGGAATTGCA AAATTGAGTG 120 

20 CAGTAATTGA TAAGTATCTT GAGAAAAGCC CTCCCGACTT TACCCTAGAT GATTGCTTAA 180 

TATGTTCAAA AGCCTCCGAG TTAATAAAAA GGCTTGCTAC ATCCAAGGTG CATATAGATG 240 

TGATAGATGA GACTAACAGC ACCATTCATA AAAAGCGGAA GCGCAATTTT CGAATCACAT 300 

CACCCAGAGC AGTATACACA TCCATTTGGA ATGTCGTATT AAGAAAGTTG GATAGCGTTG 360 

TCGACCAAGG AAAGGTAGAA ACCGTCCAAT CCTTTGATCA GATACTTGAG AATTTCCTTA 420 

TTAACTTGAA AGAAGTCGAC TTTACTCTAT CTGGGGTTGC TCTGATGTAT AGCACTATTG 480 

o _ ACTACTGGAA CCCCCACATG ATCCCAGGCT ACGGCAAAGT TACGACTGTA GAGCATTTCC 540 

TGGTGCAGTA TATCTTACAT CGATATGAGG TATTATATGT GGCCGGCGAT GAAAGCCTAC 600 

TAGATAGTCT GGTTGGTGCC ACTATTCGGA AGCTATTTGA ATGCATGCAG TCACAGCATG 660 
ACCACCAGAG CCTGGTAGCG AATAGCCAGG CTGATACCGC ACGAAGAGAT AT 



1429UP 



GATCAACCGA TAGCGGAAGG CGGACGAGCC TCGGAAATAG TACTAGGCAG TGGTTGGCTT 60 

TTGTTTTTAG CTGTGTTTCA AGATGTCAGC GAGAACAAGC AGGGAGGCAG GCGCCTCCAG 120 

GGTGATGGGA GGTCGGAGTA GTATGGATGG AAAGTCCGGG ACAGGAACAG GGTATTTGGA 180 

ACAGCTGAAC TCGCCAAGCA TTCAGAAGCT CATGCACTCG GACGCTTCCA CGACAGCACT 240 

35 ATTGGAGAGG TTGAAGATGT CCCTAGTGAC TTGCGTGGAG TTCACGAAGT TCATAAGAAA 300 

GAAATACTTG CTAGAAGAGG GCCATGCGCA GGAGATGGGC AAGGCTTATA AGAACTTCTT 360 

TCCGGAGGGC GGTGAGTGCA GCTTGCAGAA TAGCATACAT AAGGTTTTGG AGTATGACGG 420 

AAAACTTGCG CAGGTGAAAC TTTCATATGT TGCTGCGTTG CAGAAGATGT ACGATGAGTT 480 

AACGTCGCTT CTTGCATCCA TGACTAAAAT GCGCAAATCC CTCAAGGAGA GCAGTCGGCG 540 

GTTGGAAAAA GAAGTCGCAG ATG CT AT ACA TAGCGCCGAA AAGGCAAAGG CAAGATATAT 600 

40 GTCCTTGTGC ATGGATTGGG AGAAGCTCAA GCTTGTAGAT CCTGCAAAGA CGAAGTTGAC 660 
ATTGCGGGGC TCAAAGACCA CTCGAGAGCA GGAAGAGGAC TTATTAGAAA GATTGATA 



1430RP 



GATCGCAGAG AGACACAATG TCCCTGTGCC CACTTTGTCT ATGCTTTATC ATTTATTGAT 60 

TCTTGTGCAG GGGAAAACTG AAGGCCCAAC AGGGAATTGT CAACCATGTT TAAACTTTTC 120 

CATGTGCATG GAGCTCCGTA TGTAGCAATA TATTCTCATA GCTAGAGATC TCACTATATA 180 

TTAGCTTGGC ACATTTATGT CATATCGACG TTCGTTTTTG TACACCTTTG TGTCAGGTAG 240 

CAGGGGCCGC ACATAACTAG TTATAAAAAC GATGCCGCCG GAGAACGAGA TCTACTATCT 300 

CTCTGAGTAG GCACAGTTTC CAACGTATTA GTCCTTAATG AGCAAGCGAA TCATTCAACT 360 

CATACTTCTC TCTGCCTTTG CGCGAGCTAA TTACGTGGAG CCCTTCAAAT CAAATCCATA 420 

CATTGCTTGC TCAGAGGCAA GCCATTGCCC AAAGGAATGG CCATGCTGCT CGCAATATGG 480 

ACAATGCGGG AGTG6GCCGC TATGCATTAG TGGCTGCAAC CCAAAATTCT CGCATAGCCC 540 

TGAGAGCTGC GTGCCAGTGC CGGCGCTACT ACCGCAATTG GAGATAGTGG CCAGCGATGA 600 

TAAAGGAGTA TACCTAGAGA TGTCGGGTCA GCCTGCCTTG GTCACAAAGT TCCAGCGCAA 660 

GAGCTCGGCG CAGTTGTTGG AGGTACATCA CGAGGAACAG CAGTATGGTG TGTCGGCATT 720 
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EP 0 866 129 A2 



1430UP 



GATCGATTTG GTTACCTT6T TGTCCAACCC ACGTACTTCA AGAGATTCCG ACGCAGAGTT 60 

GTAGACAGCG TACCTATTCC GAGCGACAAA AGTCGCAAAG CTTCCCTTAT CCTCAACTAT 120 

5 ATTTGTGGCA TCAACAGCAC CGCTAGCCTG TTTTGGAAGC AGGCAAAGAG CATACCTATC 180 

GCCATCCCTG CTACTTGAGT TCACGAGGAG AGAGTGTTGC GAGGGATTAT AAGAGATGGA 240 

CTTGAACACG TTATATGGCT TTCCAAAGTT TTTTAGAGAA ACAAATGGCA GAGAGGACAC 300 

CTTCTTTTCA TAGTCAAACA TTTGGACCTG CTTCTCTTTG TTGACAAAGT AAAGCTGGTT 360 

CTGGTTCACA GCCACAGGTG GTCTCTCACG GTCCAGTTTA AAGACCATGA TACCCGAGTC 420 

ATGCGCCGCG CCAAAGAGGT TCACATTAGG GTGCGCCCTA ATCGACCAGA ATCTGTCCTG 480 

w TTCTCTTTTG AACTGTTTTA CAGGAGTGCG CTTGTCTAGA TCCCAGACCC TAATGGTAGA 540 

ATCCTCGCCG ACAGAGATAA TTAGGTTTTG AAATGGGTGA AATATTACAC TGTCGACGTT 600 

GTTCGTATGA CCCTGCACTT GTCGACCTCC CACGCTTTGG TGGAGCTCAT ACGCCACAAC 660 
TTGACCTGTC TGTCTTCAGA ACCGGAGACA ATCAAGGGCA GAATCGGATG GAACGAAGG 



15 

1431RP 



GATCATGTTA TACAGACCTT CAAAGTTGAT ACCAAAACCC TCAATGGACT CGCTGACCAT 60 

ACTTGGTACT TCCTGTTTAG AGGCCCTGCG GCACACTTAC TGCCTCTACA AGAAAAAACT 120 

GTTGCCTCTG AATTGGATCA CCCTTTTTCG GACACTAACC ATTTGCAATA CAATGCTATA 180 

TTGCCTCTAT CAATGGTCTA TTGACCTTGT TGAATCCAAG CTCGAAATCC AGCAATGTGT 240 

AGAGATACTG CAGCATTTCG GTGAGAAATG GGTTTTTGCC AAGGAGTGTG CGGTCGTCTT 300 

TCAAAATATT GGAAATGCGA TACTAGATAT AAGTCTCTCC CGAGGACAGG TAGAAAACGT 360 

TGATAAATTG ACTAGGGAGC TATTTGGAGC TAGCAATGAA TACCAAGATA TATTGGACGA 420 

AAATAACGTA GATATATCCT GGATTGACCT GGCTATCTAA TTTCTGAAAC CATTGAGAAC 480 

CTGTTTAAAC TATTTGGCAG TAATTCATAA TGTATTGGTT GTTCCATAGC TGAATTGCTA 540 

TTGCCGCTAT GGAGTTGCTT ATGCAATACA CGGGTTAGTG GGTGATTGTC GTGTTCTTAT 600 

ACCCAAACTA ACCGAATCCG GTCTTAATCG ACTCCGGTAG ACTTTGTCAT CCAGTAAGAC 660 

ATGTCTTACA CGCC CGATTA ATGGTTGTAA TCTTTAATCG ATGAATGAGA AATGGTATAT 720 
GTATGTGACT 



30 143 1UP 



GATCTCCTGT ACCATCATGA AAGTCTTTTT ATCACGGGAA AACCCGTTTC TCAGGCACAT 60 

CTGACGCAGT GCTTGTCGCA CATCAAAGGT CAAGTTCCGA TCCCTTGTGA GCGCTTCCAA 120 

CTCCCAGAAC TCCTTCTGCA GATTTTTTAC TGGGCGCGGC ACAACTTCTG CCTGCCTCTG 180 

GGGCACATAT TTCTTTAACA CCTCCTTCGG AATCTTAAAG TCCTTCACAT TATAGCGACT 240 

35 TACGAGACCT TCGAATAAGA AGAGGCACTT TATATATACG TTTGACATAT CCAGTTTCAT 300 

CTCGCACCCC CGCACGATCA GGTCCCGGTA GTCCAAGTGC GCCTTTCTTC TTGAATTCGT 360 

AGAGCTCGCC CCCGAGGATG AGCCTCGCTG ATCAGAGGTG CCTGTCTTCA GCGAGAGCTG 420 

TGGCATACTC GGCTGTGTGG CAAGCTCCAC CTTCACCTGC TTGGCAAAGT TCACATTTAG 480 

GCCCTGCGCA AACGCGTCCA GTCGAGCGAA GATATGGTTC ACCAGCTCGA GTGGCATCGC 540 

CATCTTGTTC ACGTC CAGTG ACACGTTCCC TTGGCCTAGC TGGTGCACTA GGGCCGCGCT 600 

40 CTGTGTGAGT TGTCGCTGCC ACACAGAGTC CAATTCCACT CGCATCATGC GCATCGCGTG 660 

CTTCAACGCA CGCTCACTGA TCTCCCCTCG CTCAGGCATC TGTGGAGCCT CTTCTCGGCT 720 
TC 



45 



50 



1432RP 

GATCCAGGAC 
GCATTCTGCG 
CCAGAGAAAA 
TCCGAAAATT 
GCCCCCGCGG 
ATTGGCATGC 
CGGCCACCCC 
GACATGAGCC 
GCCA CCTC GA 
CGTCTTTTGG 
AGTGCCGCGC 



TGCCGTGCTT 
CTGCAGATAG 
AATTCCCGTA 
TATCCTCAGT 
GCTCGCCGCC 
TGAGCGACGA 
ACCCCAGGCG 
ACGATTCTGC 
CATCACCCGC 
CACTGCTCGC 
GCTCTCTCTG 



GGTTGCGCTC 
AAACGAAGAC 
CCGGTGCTTC 
GTCCTCCTTG 
CGCGCCAGAC 
CGAATTGCTG 
GAGCGACGAG 
TCCTGACACC 
CTCCGGCCCC 
GCGCCCCTTC 
AGCGACCGCG 



AAGGGAGACT 
AAGATGCCAC 
CCAGTACCAT 
TATCCTGCAT 
CGCACATGCG 
TGCCCCCCGC 
TTTGTGCTGT 
CGGCTCTCCA 
GTCCGCCGCT 
CGCCGCCCCT 
ACCGCTTCCG 



TAGAAATGAG 
CGTTACCCAA 
CCTGGTCAAA 
CCGAGCGCGT 
AGTGCCGCGC 
TATGCCAGCT 
TCGCGTAAAC 
CATCCGAGCC 
CCCCATTCCG 
CCCCCGTATG 
CTGCTCTGCC 



GTGTTGGGCC 
TTCCTCAGCC 
GGGTGTGATA 
GCTTTGGCCC 
GCTCATCTCA 
GGCGGCGTCC 
CACCGGTCGC 
CTCCCCCGCC 
CGTCGCTACC 
CTT CTTG AAA 
ATCCTTGCTA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
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GCCTCTGCCT GAGAAGAGCA TCTACCTCTC CTCCCTGTTT ATTCCGCCGC CTTTTTGCGA 
AACA 



720 



10 



1S 



1432OT 

GATCCCGGTC 
CCCGCCCACC 
CGCCTGGTCC 
CGCCAACTTC 
GCCAGCCTGC 
ACCTGCCATA 
GAATACGCCG 
TGGCACACTC 
GCCACACATG 
GTCACCCGCC 
CGCGCTCGGG 



GGCCGCTCCT 
CCACCGTACT 
GGCGGCCGCA 
TCGTCGTCGT 
GTGTCGCCGC 
TCCAGGAACT 
AGCTGCTTGT 
AGGAGTTTGT 
CGCCGCGCCC 
CGTCCTCGAA 
CGCCG 



CCTCGAACAT 
GCCCCGGGAA 
TATTCTCCTC 
ACTCCGCGGC 
CGTGCTCGAA 
GCCGCGCCAG 
CTGAACTCAT 
CTGACGTTGT 
AAACGCTTAT 
GCGCGTGTGC 



GTCCTGTACC 
GAACTGTGTG 
CTCCTGGTAA 
CGGCCGCGCG 
GTACAGCGAG 
CTCCGCGTCG 
GCTCCTACTT 
CGCTGGCTCC 
ACATATACAT 
GTGCCCTGGA 



CCGCGCAGCG 
TCCACCAGCT 
GCCTCCTGCT 
CTTGCAGGCC 
ATTGCCGTTT 
GCCACACCGC 
TCTGGCGCTG 
AGCCTTTTAT 
GCTACTTAGT 
AGTGCACCGG 



GCTGGAACAT 
GTTCGTGGCG 
GCAGAGACTC 
CACTGCGTGC 
CCACGTCGCC 
AGATGCTTTG 
CCGTGCTGTG 
ACCGGCGCGT 
CCGCCGCTTG 
CTGATCGCCG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



20 



25 



30 



1433RP 

GATCGATGCG 
GCGCGCCGAT 
CCAGCTGACG 
GGTAGTTCTG 
CGAGCAGCGG 
CTGGGTGCGC 
ACCGTGCTAT 
GCTTGCATAT 
CTTTGGATGG 
GCTTCCTGGC 
TCGGAATGCC 
CTGAATCGTT 



GACCACCGTG 
TTCGAGAGCT 
CGAGGTGTCT 
TAGCCCACGC 
CGACTCGCGC 
CATGTCCGCG 
TTGCCGCTCG 
TGCCCGCCGT 
TTTGATTGCC 
CAGCATGTAT 
ACCCGATGAC 
GAAGAATTTC 



CGGAGGAGGC 
CGCGCGTCCG 
CCCCCGCGGC 
GGCCCGTTAA 
ATCTTCTGTA 
CCCAGCCGGT 
TTCAGCACTT 
TTCTGTAGGA 
GGCGTATGTT 
GAAAGTTAAA 
CTGCTGGTGT 
GAGTGAAA 



CGCAGGTGGA 
CTGGCGTGCC 
TGGCCGTTTG 
TCTCGGCCAT 
TTTTGAGCAG 
ACTGTTCCTG 
CGTCATTCTC 
GAACGTGGTA 
TGACGGCGCT 
CCGCAG TTAC 
ACCTTGCTTT 



TATGCAGTTT 
CGCTTCGCGC 
CCCGACAGTG 
TACGTAGCCG 
CTCGCGCTCG 
CAGTC CAGCG 
AGCCACCGGT 
GCGCCGGATG 
CTTGCCCGTA 
TACTGGTACT 
TGTCATCACG 



GCGGCGCTGA 
AGCCACGGAA 
CTCGCCGCCT 
AGCATCTGCA 
ACCTTCTCGT 
TCTGTCACGT 
ATTCCCAGGA 
ACCTTACGTG 
ATGCTTCTTC 
AGATATGCCC 
ATGCTTCGAG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



35 



40 



1433UP 

GATCACGGAA 
CAACACTAAG 
GGAGGCTGAC 
GTTGTCCGGT 
CGGTAGAGGT 
CTATGTGCGC 
TGTTAAGGGG 
ACTGTTTGAC 
TGAAAATGGT 
CATTCAGGAG 
ATTCTG CTA C 
ATTGTGTTTG 



GAAGGCAAGG 
CTATACAAGT 
GAGAAGTTCG 
AACACCCGGA 
GGTCAATCCG 
AAGGTCGCTG 
CTAATTTTGG 
CTGAGGTTGG 
TTCAACCAGG 
AAGAAGTTGC 
GGTGTTGACG 
AAAATCTAGA 



TCAAGAAGGT 
GTGACAATAA 
GGTTCATTGT 
CTGTTCTACA 
CGGTGCGTTT 
AGGTGGCAGT 
CTGGTTCTGC 
CAGCCAAGAT 
CTATTGAGCT 
TCACCGAGTA 
ATACTC TGAA 
GATTGTTCCG 



TACATTTGAT 
GTTCCGGACG 
GATGGATGGT 
AAAGTTCACT 
CGCCCGTTTG 
GCAGAACTTC 
GGACTTCAAG 
TGTGAAGATT 
GTCCGCCGAG 
CTTTGATGAA 
AGCGCTAGAT 
GTACGTGTTT 



ATCGAGCCGT 
GAGGTGCTCT 
CAGGGGTGTC 
GTGGACTTGC 
AGAGAGGAGA 
ATCACAAACG 
ACGGACTTGG 
GTAGATGTAT 
GCGCTGGCCA 
ATTTCCCAGG 
TGGGTGCGGT 
AAGACTTCTG 



ACAAGCCCAT 
CGGAGCTGCT 
TTTTCGGTAT 
CGAAGAAGCA 
AGAGACACAA 
ACAAAGTTAA 
CCAAGTCTGA 
CGTACGGTAG 
ACGTTAAGTT 
ATTCGGGCAA 
GGAGAAATTG 
AA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



45 



50 



55 



1434RP 

GATCAGATGC 
TAGCCGAGGA 
CGCCTTATGT 
CTACAATAAC 
AGAGTGTATT 
CATTAACAAC 
AGATTGTAAA 
CATCTCTGTA 
TTCCTGATGA 
CATTGGAAAA 
AAGAGAAGCT 
ATATGGAATC 



TTCTGTGGTC 
CGAGTTTGTC 
GACCGCGGCG 
GGAATACAAA 
TCTTGTAACT 
GGAAGAGCTT 
ACAAGACGAA 
TGATGGTGAT 
TTCCATAGAT 
CGCTCTTTCT 
GCTTGTGGAT 
TGACTATCTG 



CTAGAGAAGA 
GATGCCATAG 
CGCGATTATT 
ACTGCAATTG 
TCTGCGGACC 
CAAGCCGTTG 
G ATGAA GTAG 
GTTTTGAAGG 
ATCGATGAAT 
TTAGATGAAA 
CCAGACCTAG 
CCGCTGATTG 



CTGCTATTCT 
CGGAACCTCC 
CCTCGGAAGA 
AATCACCATC 
TGCATCCATC 
CGAACAGCCA 
AGGATGTTCT 
AGGCAGAGAA 
ACCTCGATGA 
TCTTCGACGA 
AATTCCCGGA 
AAAATGGTAC 



TAACCCTTCG 
ATCGGCGTCC 
CACCGGGGAA 
CACCTTTGGC 
GGTGTCCTCT 
CCAATATAAG 
AGAATTGGAC 
AAA TGAT AGT 
AAACTTGGTT 
TGATAATGTA 
ATTAACTGGA 
GGAGGCTGTT 



TCAACGAATA 
GTGGATAGTA 
CGTTCTGAAC 
GACGATAACG 
GCGAGTCAAA 
ACCGAGGTGC 
TCGCCACCAG 
AGCAATGTTA 
A AAAACT TCA 
GTTTTTGGAG 
ATGGAACAAG 
CTACAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
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1434UP 



GATCAGGTTT TCCGGTACGT GAGAACGTAT CTAAGGCACA AAGGGCTTTG GGCGACTGT6 60 

CGGACGCTTG AGTTGCGAGA TACAGGACAA AGCTGTTACG GCGGCAACTG GTGCAGCACG 120 

AGCAGCCGAG GAGCGATTCT GCGCGAAGCG ACGGTGAATT CGAGCCAGCT GGTAGCAGGA 180 

GTGCCGGATC GTCTATTTAG TTGCGACGGG CGTCGGAACA GGATGCACGT AAACGTTGCG 240 

GTAACACGCG ACGCTGACGC GACGGCTGCT ACGCCGATAG CACGGGAGCG CAAACGACGG 300 

CAGCCGCTGT CGCCAGAGAT GTCTTCACCA CTGCGCGGTA GCAAGCTGCA GCGGCGGAAG 360 

CAGACACTTG AGGCCGGTCC GGGTCGCGCC AGTGGGACAC ACACGGTGGA CGAGCTGGCC 420 

GCGCAGCTGG AGCGCGGCTG CGAGCAGGCG TCGGAGCGGA AGCCGCCGTA CTCGTATGCG 480 

GTGCTGATCG GCGTTGCGAT CCTACAGTCG CAGGAGGGCA AGCTGACCTG TCGCAGATAT 540 

ACCGGTGGAT CTCGTCCTTC TTCCCTTACT ACCGGCTGTG TGACGCGGGG TGGCAGAACA 600 

GCATCCGGCA CAACTTGTCG CTGAACGAAG CGTTTGTCAA GGGCGGCAAA TCGCTCGATG 660 
GCAAGGGCCA CTTCTGGGAG ATCAAGGCAC TGTGAAGGCG CTTCTCCGCG ATGGG 



15 

1435UP 

GATCCGATGC TACCCGTCGC CCTGCCAACC CGTTCGCCTA GCGTTGACGC CTAGGTCTGA 60 

AACTGAACAA CAGGTGGCAT TGTGGGCGGG CCAGCAGGCC CTGGCGCGAC CATGCCGCCA 120 

TGGGCGGCGA ATAATACCAC CAGTTGTGAA GCCCAGGTGT CTGTAATCTG CACCGAACAT 180 

20 CTTTATCTAC CAAGGAGGAG CCTTGAAAAT TATATATCTA CCCCTCCCCC TAATATATTT 240 

GACCAATTCG CTCTCCGGAA ACCGAATGAT CGAAGACGCC ATCAGGGCAG CGGACAGCAC 300 

AGGAAGTGAG GAGTGATCTC GCAGGTACGA TGGAAGCACA GTCTATACAG TCTATTCGGT 360 

CGAACCAAAG CGTACGGAGC ATCSCGAGCA CGAGCGGAAC CGCAGACGAG TCGCTAATCT 420 

TTGAACGGAG CGTTGAGGAT CGTTTGGCCC CGTGAAGGAC GCGAAGGGTT GCAGCCTGTG 480 
TGGTGTCTCC CAGGCAGGGT CTCTGCACGC CGGGGTATCG GCGACTGGGG GCGCGTCT 

25 



1436RP 



GATCAACCTC GGAAACGTAT TTAAAAGCTT GTACTCGACA TCATTAAGTC TTCTCCTCGT 60 

TTCCTTTGGT AAAGTATWAG CATCCAGTAA AGTAACAACG AAATGCAATG CTGAAAGATC 120 

GTATACCCTA GACGACCTAA ATGGGGTATT TTGATCATCC ATACTAGCTT GAAGATCAAT 180 

GAAGTCAATA ATAGTGTTGA CAGACTCAGG GGAGAGTTTG GACTTGATGT ATTCCTCAAA 240 

GCCAGTCCAT CCCACCTTCC TAGCACTAGG AGTAATCTTC AGCGATTCTT TAAACGGAAT 300 

ACTTCTGATA AAATCCTCCA GCTTTTTTTC CTCGTAAAGG ATCTGTACAA AATTAGCAAG 360 

CGGGGTGGTA TCCTTGTTAA TTATGATTCT TCCAACTTCA ATGACCTTGT GGTTGGGGAT 420 

TTTCTTGATA AGCTCACCAA ATACCATCGG AGATTTTTCA AATACTTGGA CCATTAGAGT 480 

GACCAATAGT TCGTTAATAA TCGCCTTATT TTCAACCATA AGACTGAAAT GCTTCGTTTC 540 

TGAGATCAAA GTCAAGGCCA AATATTCGGG AACAATATTG TAATCATCGA AGAAACAATC 600 

ATGGAATAAT TGGAACATAG GACTGGAGCC AAACTCCTCT CTTGATAAGA ACAGTTCAAT 660 

ATCGAGCTTC GATACCGATG TGAGATATAA CAAGGAGTTC TTTGAGTTTG GGAGTACTTT 720 
AGAGACTT 



40 



1436UP 



GATCCAGAAG ATTATCCGAC AATATTAGTG ATATCAAGGC ACAGATCGCT GCCAACACTA 60 

GAGGTATTCA ATTGCTTAAC CAACTGGTTG ACGTTTTCGG TCTAGGGACT GTTACAAGGT 120 

ACATGGACGC AATTCAGGAA AATGCAGCTC TTACTGTAAA GAATGTCTTG CGAAAGATTA 180 

CCAAGCATTT TGGCAAAACC GTCTATTCGG CCGAGGATTA TATGGATGAT GGCTCTGTTA 240 

TAAAACTTAG GGTGGAGCTA AATGCTAAGG AAGATAAGTA TATTTTTGAT TTTACGGGGA 300 

CTTCTCCACA GGTCCACGGT AACCTCAATG CACCTGTTGC TATTACCAAC TCTGCCATCT 360 

TATACTGCTT ACGTTGTTTT GTAGACGAAG AGATTCCGCT CAACCAGGGC TGCCTAAAGC 420 

CCATTACTGT TATTATTCCA GAGAGCTCTA TCCTATGGCC GACCAAGGGT GTCGCGGTAG 480 

TGGGAGGTAA TGTCATGACG TCTCAGCGTG TAACTGACGT AATTCTCAAA ACTTTTAAAG 540 

TCATGGCGGA CTCCCAAGGA GACTGCAATA ACTTTACTTT TGGGACAGGT GGGAACGACG 600 

CTTCTACCGG TGAATATACT CAGGGTTTTG GATATTATGA AACCATATGT GGCGGGCATG 660 
GTGCAGGTGG AGATCATGGC GTGGTCCGGG GTGGCATGGA ACACATCCTG TTC 
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1437RP 

GATCGCGCGC GAGCTATCGC TTCCGCCGGT CAAGCTGCAC TGTAGTATGC TCGCGGAGGA 60 

5 CGCCATCAAG GCCGCCATCA AGGACTACCG CAGCAAGCGC AAGGCGACCG AGCTGCGCTG 120 

AGCGCAGGCC GCCGCAGCCT GTCGGCGGCC GGCCGGCGCC AGCCGCAGAG GGACGTCCGC 180 

GGGCCGGCGA GAGCCGCCCG TTTTCTATGT AGCGACTCKA GCATCTAATA GACATGGTAA 240 

TAGCTTCTCG TTTTCTACGT TTGCACACAG TATACAAAAT TTTCACGCAG CTCATCGCCA 300 

CTTCCACTTG CTGAAGCGCA GGTACGGCAC CAAGACCTCG GCTATGTCCT CGACTCTCTT 360 

TGACGACATC TTCACGATCC AGGAAGTGGA CCAGGGACGG TACAATAAGG TATCGCGGAT 420 

10 TGAGGCCATC TCCACGTCGC AGGACACGTG CAAGCTGACG CTGGATGTGA ACACAGAGCT 480 

CTTCCCGCTG CAACCACAAC AGCAGCTAAC GGTGATGCTG GCGACGACAC TCAACCTCGA 540 
CGGAACGGAG GACAGCCACG GGTCCTGGCG GCCTCCGGCC CCTGGGG 



,5 1437OT 

GATCCGGCGG GACCGCTACA ATATTCCCAT ATGTATTAYA GGCAACTTTA TACCCATCTC 60. 
CTAAGTGCAG TACGTACTGT TTGTCAGTCT AGCGTCTCGC TCGCGGTGAG CCCCGTGTTG 120 
CGGTCCACCA GCGCGCCGAC CGCGCGCCCG GGCCCGACGT GCAGCGCGGC CGTCGCGCCC 180 
GCCTGCACCG CCGTGCGGCA GGCTGCGACG AACTCGACCA CGTTCGTGCT CGAGCGCACG 240 
AACTTCTCCA CGGCCACGTC 

20 



1438RP 

GATCTCTTTT TAACGGCTGT TACCAATAAC GATACCGCAG CTACATCTGG AGAATAGTCT 60 

25 GCATCCCATG CCTCCAAGTT CCTGTGAACA TACTCCTGGG GATCGACCTC GAAGCTCTCC 120 

AAGGTCTCTT CGCTAGGACA AAGAAGCGGG AAGATAACAT GTTCCAAAAT GGTTGCATAA 180 

TGTGGGTCAA CTATCGGCCA AGTAGACTTT TGGACCACTG TTTGTTCAAT GAACTCCAAT 240 

ATGTAATATA GCGACTCCTT GCTTAACCAC AATTCGCCTG CACCCCACCT TTCAATCTGC 300 

TGGAAATGCA ACTGCAATAG TTGCGGCAGA AACTGCTCCA CATACAGCAT TTTAAATTCA 3 60 

GTGTACTCAA ACTTTTTGCT GAGAGATTCT GAGGCATAAC GTTGGAATAA TCGATACATG 420 

30 TTAGCATATG CCCACTTTTT GGCTCTGACC CATGGATGCG CCCGCCTATC ATCGACCGCC 480 

AGCGCCATCA CATGCTCCGG CAGCTGGCTT TGTATCACAG AAACATGGAA GTTGGCCCAC 540 

GGAATGAAGT TTTCCGACCG TTGGAGAGTG AACGGCAGGT CATTATATGT CACAAACTTG 600 

TAGATCTTCA GCACAAGCTT CAACATATTC CCCACGATCT CGTTGTGCTT TCCTCGCTGT 660 

ACAAAAGCGC GTTTGCGTAG TGCAGCAAGT CTGGGAAATA TCTCATGATC AGCATCTCCA 720 
GCTCCTGA 

35 



1438UP 

GATCGGCAAA CCTAATGCGT CTGGACGTAA TGTAATCCAA CAGCGACTGT AGAGCTGCCT 60 

GCGGTTCTCC GACAGAAATC AGCTCATCTG CCCGCTTCAA GGCGTTTTCA GGGCGCAAAA 120 

40 CAGGTGGAGC CATGCTGAAT TAGAGCTATT TGGTGACCTG TTTGAGTAGT GTGGACTTCC 180 

TTTGAATGTG GTGAACTTTG AAGTAGGTTA TTCAACTAGA AAATTTTTCA CCCAGAAGGA 240 

TGCCCTCTAT CAGCGGCCGT GTCTGACGAT GATCTCAACC GCGTAAAGGA CGAGAAGTCG 300 

TAGGTCGAGT CTAATCTACT ATTGGTACTG ATGAACGGGA CTGGCCAGCT AACGTGAAGG 360 

CACTGTCTGC GGGATGAGGC CCCAGCGCCA GCGCACGGGC CCTGCGATGA GCACAGGTTG 420 

CCTCGAGACG ATTCGCATCG GCTGACGGGA AGCCAGGTTT CCACAGCGTT GGCGGACTCG 480 

45 CGTCGTCAGG CTGGAACTGT AGAAGGGTTG TCTTGAGCTC CGCGCACGCC GCACGCTGCC 540 

CAGGTAGCTG GCGGGCCGTG TTCATCGCGC ACAGCGGTGG GCTCGCTGTC ACGTGGCATC 600 

GAATATGTCA CGTGATTACA CGCAGCAGGG CATCGCAGAC AATGCGCAAG CAGCAACAGG 660 

AGGAGGGTGT GATCGGTGGT GTGCGTTTAA GAGTATGTGA GCTGTGCAGC TGGCTCCCCA 720 
TCTCTGGGTT TACTCGTACC TGTGCGCTTA TATAGGCATT GCCAAAAGGT TTCC 



50 



55 
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1439RP 



GATCCTGTTG GACGTCTTGC AAAGTCGTGG TCACCCCGAC CAACTTCTCC TCTGTAATAC 60 

5 CGCTGTACTT CGTTAAGTAG TCCACAATGG GCTCATCTGG CTTGACAAAC TTGTCATAAA 120 

CTAAGTTACA ATCAAAATCG ACGACGCTCA CACGCGTCAA CACGTATCCG TTTTTTGAAA 180 

GGCACATCTC ACAGTCGATG GCAAACGTGT GAGAACCGTC GTGTTGGAAA CTGACAGTGT 240 

CCACCCACCC ACTGTACTTC TCCTTATTCT GATACTTTAG CAACAAAGCC TTTTGGTACT 300 

CCTCCGATAA GCCAGGTGTG TTTAGATGGA TGGGGTACTC ATTATGCAAT AAGTCATCAA 360 

CGGTCATTAG CAAATCAAGC AAAGTGATTT CCTTTTTGTT CAATTGTTCC ACCTTTGCGA 420 

W TCTTCTCCTT TTTTGACAAG CCTACATTGA CAAAAGAATT GTATGCAGAA AATAGGGAAT 480 

TCTTTGATCC CGGCGCTGAT AACGGCAAGA TACACATTTG CTTGCACATC TGTTCATTTT 540 

CACTAATCGA GTTTAGATGT GCGTCTTGCA ATTTCGGAAT ATTTTTATGA AACAATGAAT 600 

CCTTCGGTAG ACTGAAGTCC TCGGGTAAAA GGCCTGGAGT GAATAAGACG ACCACCTTCT 660 

TCAAAGAGGC CTATTTTCTA TCGTAATCCA GTTGGGAGAG TTGTTCGTAT CGTGGAATAT 720 
GTACTGGA 



75 



20 



25 



30 

1440RP 



GATCTATTCT TCATTCAGCA ATCAACAAGA GCTGGTGAAA CTTGGGCAAG AAGCTGAGCA 60 

AAGCGGTAAA TACAACTTGG CATTCAATGC ATACTGGATT GCAGGAGATA TCAACAAGGC 120 

CAGGGACGTG CTTTCGAAGA GCGGACGCCA TTCCGAGGCT GTGCTTCTGG CATCCACATA 180 

CACCTCAGAC AATGACGCCA TCAACGCTGC TGTAGAAAAA TGGAAGGAAC AACTGAACTC 240 

AGCTGGAAGA GTATCTATCG CAGAAAGAAT TATACTTTCC GGAGAAGACG ACTTCCCTGC 300 

AGCTCCCCAG ACTTTGGTCG AAATGGATGA CGGATCAGAG TCCGCGTCTA AATAAACTAT 360 

AATTTTAAAG ATAACAGCAG GAATAAATTA ATTACCACGA AGGAAATTTG TATGTACATT 420 

CTAACTAGAC CCAATGGTAG AATTTCATTG CGTAAACACG GCAACCTTAT CAATATCTTT 480 

CCGTTTGTCC AGTCCGACAA AGTAAAGTTC TTTGGATTCA GATCGGCATG CTTCCGGCTT 540 

AAAACGCCGC ACTTTGGTGA ATACCTTTCG CAGACGCCGT TCTAATAGCT GGTCTTCCTT 600 

GCCAGTGTAT AACTTGCAAA CGAATGAGCC ACCGGGCCTC AACAATGCAA TTGCACATAG 660 
CAGTGCTGCG TTCACACAAG TCCATCGACA TGTA 



45 1440UP 



GATCCTACAG AAATAATCCA GTACAAGGTA CCTCTAATCT ACTGTGTTAA CATGGAAAAC 60 

ATTTCGCCTT TAGGCTTTTT CTTTTCACCG AAAAGGTAAC GTGTTCGAAA CATATATCAC 120 

GGGTTCGAAA CTGACTAAGG TTGCTCATGC CTAAACCAGA TAGGCAGCAA TGGCAAGGGG 180 

CTTGAGGTGG TACCAGAAAA GCTGCCACCT CCTGCTGCGT GCTTACTCTC GCAAACGGTG 240 

TATACTATTA GTGTTGGAGT ATTTATTGCT TATTAAATAA CCGAATTGTG GGCCTAGAAG 300 

TGGCGATTAT CACTGAGCAG CAGCGGCTGG CAGCGCAGAC TGCTCGCGAA GCCGAGCACG 360 

TGCGTTTGAG GCAGCGTTTA GAGCTGCAOC CGTGACCATC AAACCCTCGC CGCGGAGGAC 420 

GAGTATGAGG GCTAGCTCGA GGCGCATCAA GAGCTTCTTC GATATGCCGC AGACCTTGCT 480 

GAAATACTCG TGGGAGTGCA CGGTGTCTTC CACAATCTTG GTTGAGACAC GTATCAAGGC 540 

CACTATGAAG CGATGCACAT ACCTCTCGGC GATGGGCCAG CGGATCTGCA CCGGACCGGT 600 

TTCCGAAGGA GGCCATTTTA GCGTGAGGCG GAGTAACAAG CAGCCCGCGG TCTGGTAGAC 660 
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TATGGGCGCA AACATGCATT TGGCGTTGAT GCCGTCTAGG TACTGCGTAT AC 



1442RP 



GATCAATTGC GTCTTCATCC GATGAGACAT TTTGAAAATT GTTGGAATAT TGGGCAACAT 60 

CAGGGTATGG TAACACCTCC GGTTCTAAAC TTCTAATCGG TACCCTCGTC GCGCGTGTAA 120 

CGCATGGATC ATCAATGGAC GGTGCTGGGG GCGATCTAGA CACGCCCGAA TTGGGGCTTG 180 

GTGTGAGGTT TTCGTCCGGA CTTCTCACTT TATCAGGTAT GACTATCACT TGATGATTCA 240 

TTAGATTCCG TGTATCCACA ACATGGACGT GGCTTTGGTG TTCCGAGATA AATAGTAGGT 300 

CATCAAACGA GCGGCTAAAC TTGCACACCC TAAAGGACCC GTTCTGTGCA TGTCTTCGAG 360 

TTGAAGGTAT CTCCGCAAGA GGCGTGTCCA TTTTTCTCAT ATCGTACACC AGACAGAGGC 420 

CGTTTTGGAA TATCGTAGCC ATGTGCACGT CGTTTTOGCT ATAGCTTGTG TAAAAGCCGT 480 

TATCACCACC AGGCGAATCG TAAATACGAT CTAGGACTTC GGATCTATCG ACCGCGGCAT 540 

ACCTTGGAAC GCACTTTGTG CGCGACCATT TTGAACCCCA CTCAGGAGCG GCGTCATATT 600 

GTAATGAAAA ACAACCGCTT AGTTCATCTG TCTATAGACC GCAAACTTGC TGGAATCTCC 660 

CGAAACCACC ATCGTCTTCC CATCGTGTGA TATTGCCGAG CAGTTTAAAG CAAATTTTAA 720 
GT 



1442UP 



GATCAAGGCT GGGAAGTTGG CGTTGACTGG CTTGGCCTGC GCAGGCTCTC TGTTGCCGCT 60 

CTTGCCGCCT CTGTTGCCGC CCTTGCCGCC TCTTTTGTTG TCTCTCTGGT CGCGAGACTT 120 

AGGAGCAAAG GACTCGGTGC CATCAAACTC TAGGAACTGC TTGGCCTTCA AGTGCTTCGT 180 

CTTGACGTTC TTGACCTTGG TAGCCTCCAT GAAGACCTCC TGCTTCTTAA CGAACAACTC 240 

25 AGCGTCGTCG AACTTCTCGA CCTTTCTGGC GACAGGGGCC TTGTTCAGGT CGGAGTTCTG 300 

CTGCTCCAAG TACGCCTCCA AGGTGACGGC AGCTGCAGTG GCCTGCTCCT CCTCGGCAGC 3 60 

GTCGGCGGCC AACTCCGCCT CGGCAACAGC GGCACCAGCC TCCTCATCGG CCTGCTCCTT 420 

CTCGTTGTCG CCCCACGCCT GCTTGATCTT CTTGGCAGAG TCAGTCTTGC CGGTTCTCGA 480 

GTGGCGGTCA AAGGTCTTTC TGCTGTCCTT GGCTGGCTTG CCTGGCGCAA GAGCGTCCTT 540 

GGAC'TTGTTC TGCGAACGGC CGGCCTGCTT GTCTCTGAAC GCAGCCTCGT TGCCG G TT G G 600 

30 CTTTGGTCTG TTGTTCTTOG CACGCGATOG GTCGGCAGAT GGAGGAGGCA CGTCCGCCTT 660 

CTTGGAAGAG GTGGTCTTCT TCACAAGCTC CTTTGGAGGA GACACAACAA CGGTGGCGTC 720 



3S 



40 



45 



SO 
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1443RP 



TO 



GATCTATGCG 
GAGCTTCTTC 
GGGCTATCTO 
CCGCGCGCCC 
CGCCATGCAG 
CTCGCTTCTC 
GGGGCCCAAG 
CGCGATATCT 
GCTCTCCTTA 
CAAGGGGGAC 
TCTCCTTCTT 
CCGTGCTCGG 



GTGCTGTGCG 
TTTCAGTACG 
CGGACGCACT 
TCGCCACGTC 
CGGCTAGTGC 
ACAGAGTGCC 
AGCAACTTCC 
CAGGCTTTGC 
CTCCAAAAGC 
GACTTCTGGG 
TACTTTGATG 
CACGAGGTCC 



CGTGCATCGA 
TCGAAGGCAT 
CCGTGCCGAC 
AGGCCGAGGT 
AGGAGTGCAA 
TCGACATATA 
CGCTTGAAGA 
GTGCTGAGCA 
TGTATATTAG 
TCATTGCGGA 
AGTTCTACAG 
CAGCGGCGAT 



CCAGCACAAG 
CTACTCGTAC 
GGCCAGCCAG 
GCTGCTGCTG 
AACGAGTGGA 
CCTGTCGTAT 
TCTCGTGGTG 
TGATTATGAG 
GGATAGAAGG 
TACCACGGTG 
AGAACAGTTG 
CTCGTAGGGT 



AGCTTCGAAT 
AGGACTGCGA 
TACGCCAAGG 
GGCATAGTTG 
GCCGTGACAT 
GTGAA CGATA 
TTTTGCAACT 
GTGAACAAGA 
ACCAATTTCC 
AAAAACTGCG 
GATTTGTTCC 
GGGAAAACGA 



TCGATAGCGG 
GCCTTCTTGC 
TCTTCCTAGA 
CGGATGCCGA 
CT GCGAGC TT 
CCGTTTTGCT 
TGGTGCGTGA 
TGCGCCGCGC 
TCTCCGCGGC 
ACATTACATC 
TGGCGCAGGG 
TATAAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



75 



1443UP 



20 



25 



GATCCGGCAT 
AACTGGTCGC 
AGATGGCCAT 
TCATAACTGC 
TTCATGC CGT 
CCGTAGGTCC 
AGATACTTAA 
CCATTGCGCG 
CCCTTTTCGC 
AACCTACGTG 
AAATAGGGAT 
CTGACCGGGC 



TTACATCTGA 
AGTTCGAAGT 
CGTGAAGGTG 
TTTCTAACAA 
TCAGCTTTGC 
CGAAATTAAC 
TTTTCCAGCC 
TGAAGAAAAC 
AGCGGGGGAA 
CTCCATTAGA 
ACGGCGATGT 
GGCCAAGCCT 



CATGTAACCG 
TGGGGTAGTA 
TTCCACAAAA 
TACATCTCGG 
ATATCCCCAT 
GTGTATCTTG 
CTTTATGTGG 
TGTGCCGCTC 
TAGTGAAGAG 
GTCATATGCA 
AGCAAGACCA 
GTCACAGAGT 



GGTGGTTCTG 
CTAAATTCGA 
CTATTCGTTT 
TCATAGTCTT 
TTCTTTACGT 
CATGGGACAT 
CCACCAATGC 
CGAGTTCTGT 
AGTTCCTGCG 
ACTGAGTGAT 
AAGGAAACTA 
CGAAGATCTT 



TAGGTAGGGT 
ACCCCGGTGG 
CACCCTCGGA 
CGTAGGCTGG 
TTGCTTCAAT 
TCGCACCAAC 
GTTTCTCATT 
AGCCAATCCC 
GGAGCTTAAA 
GGTGT CTGC C 
TTTGGTTTTC 
GCACTCGAAG 



GTTCAATGTA 
CGGTGGTAGA 
TACTTCATCT 
TGGAGGGAGC 
GTAGACGAAT 
AATCGGGTAA 
TAACTTCTTG 
GATGACGTCG 
CGAGTTGTTT 
GGGAAGCCTA 
TGAGAGATGG 
T 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



30 



35 



40 



1444RP 

GATCTGGTTT 
CATGCTGTAC 
GAAGAACATT 
CGGCGGGCGG 
ATTTGTGCTG 
GAACCCGAGC 
CTACGTGCCC 
AGGAGCTGCT 
TCTGTTATCT 
GGTATATCTG 
CGCAGCATAC 
TGCTGTTCCC 
CTTCGAGGGC 



TATAGGTTCA 
TTCGTGGCCG 
GGGTACTCGA 
CTATTCAGGG 
CAGCCCGCAC 
TTTCATTCGA 
CTGGCGCTTC 
CCGTGAGCTC 
CTAAATAGCG 
CCTGCAAGGG 
GCTCGCTCCA 
CCAGCTCGTT 
ACGCTC 



CGAAGGG ACT 
TGATGCATTT 
TCTTTATTCT 
GGCGACGCCG 
TATATATCAG 
CGCCGAAGCT 
AGTGCTTTCG 
GTGTGCTATG 
TTCTCTAGCT 
ATCCAGCTCT 
GGGGATGGAT 
TGTGCCGCGC 



CTGGACGCGG 
CTACGACGAC 
GAGCATTGGG 
GCGGCGGTCC 
CCAGTTCTAC 
TGACATAATT 
TCGGCAGCTG 
CGTGCGGCGT 
TGCTTAATCC 
GCGAAGGCTG 
ATCCAGCAGC 
TCGCGCCATC 



ACCCTGCTGA 
TACGAGCACG 
ATGAATCAGG 
TGGTGGTGGC 
CTGCTGCTAC 
AATCGCACGG 
ACGAGCTAAG 
ATTCGTCAGC 
TGGTTACCAC 
CAGCGGTCGA 
TCGCGCACAC 
TGAGAAGCGC 



AGTGTGCCAA 
CGCCGGTACT 
CACTGCATCA 
GGTCCGACAC 
TGAATGTACA 
TGCTGGTGGC 
TCACTCGGGC 
GGGATGAACA 
ACTGTCGAGC 
CGCGTGCATA 
TTCCCGCCCC 
ACGTCGTGCA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



45 



SO 



1444UP 

GATCCAAATA 

AGGGAGCTAA 

GCTATCGCAG 

GAGCAGGTGC 

AAGAAACCGG 

AGAAGACCAA 

GAAAATACTA 

AATGCTAGTC 

AC TG ACAAAG 

ATAGACAAAA 

GGGCACTCTG 
2 rr> * Ti/^^r^r*^ 



CATCCGGTAT 
TGAGCATTCT 
AGACTGAACT 
AGAAAGAGCT 
TCCTGCAAGA 
TCAAGCCGGA 
CCAAGGTTTC 
TAACAGAATT 
AGATAAAGTA 
TGGATATCAT 
TGGACCTAAA 



ATATGCTACT 
ACAGGAAAAG 
CTTGAGCGAC 
AGAGCAATTG 
GATT CAGT TG 
ATGCTTTGTC 
GCGGTACGTC 
GGAAAAACTC 
CAAGTTCGCG 
TAAACTTGTG 
GGACTACGAC 



TGTGCCAGAA 
GCGGAAGAAT 
AAAGAAGATG 
AAGAAAGGCA 
GGATGTGAAT 
AAACGCCTAG 
CAGAGATTGA 
TGCAGAAGGG 
GTCGAGGTGG 
GCGAAGGAGG 
AAGCTGGTCA 
T^rTCTGTGG 



GACATGAAAA 
ACTACGTTGA 
AAGAAGAACT 
GTGGTCCTGT 
GTATGGTCTT 
TACAGGAACT 
CACCCATCAC 
TGCTTGCTCC 
TAAAACGTAA 
TCGGTAAOAG 
TCGTGCAOTG 
CTCTTAAAA 



GCAAGCATCA 
TGAACTCAAA 
ATCTGTGGAA 
GGATACCAAA 
CATCAAGACT 
TGCATCGTCA 
TGATTCCTGC 
TCATTTCCAT 
CTTCAACACG 
TGGGGATTGG 
CTATAAGAAC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



55 



337 

BNSDOCID- <EP 0866129" ' - 



EP 0 866 129 A2 



1445RP 



GATCATCTTC CGAACATACT CGAGGGAGTT CGCGTTCGGG AAGTTCTTGT ATCGTTGCAT 60 

GTAGTGGAAT TGCTCGTAAT CGTCTGTAAA TAGAAAATTG GCGTCAATCA TGTTGTCCCC 120 

5 GTTGGACGCG CCGGAAATGA ACATGAACGG TGGCAGCCCG TAGCGCACCT TCTGGCCCCG 180 

GCACGCGCGC AGAATCGCAT CGTTGGTGCG GAAAATATCG CTGTACGCGA CCGGCATCTT 240 

CTCTTCTTCG ATGGGCTCCA ACACCGCCAT CTTCAACAAC TCGCGCCCAT AGCTCATCTC 300 

CATCTCCCGC GAGAGGAGAT TGTAGTGCGC CTGCGGGGGC CGACTCGTGC CCGACTGCTC 360 

CGAACGCAGC AACGTCGACG TGCTATTCAA GCTAGTGTTT GAAAAGTGCA CATGCTCGTC 420 

ATACGAGGAA CAGCTGAGCG CCATCTCGGT CACGCTGAGA AGGTACTGTT CTTCCCGCGT 480 

10 GTACAAAGAC CCCGCCTTGT ATGTCGAGCC TCTGGTGCAT TCCATTGGTG TCGCCATTGC 540 

TCTGGCGCAG CCTGATACAC TCGCCGTCGA AATACTACCG CACCACCGCA CGAACGACCT 600 

TTCCGCCATT CTTTTGGTTT ATAAAACCCG ACTACGCATA TATTTCATCC TGCTCTGGCA 660 
TGTCC CGATG CCGTCCTCCG TGTGACATAG CTGCTTATTC ATCCTGGGCG TTCATTT 



1445UP 

GATCCTTACT GACGAGGAAG AATCGAGCAA TAAAGTTGAC GCCGCTTCGA GCTCTAATAG 60 

CGGTAAGAGC ACCGCTAGTA AACGTCCAGC CAAAACTAGG AAGCCTAAGG CTGACACTGC 120 

GGCTACGAAA AKCGGAACCA CCTCCCGGAT GCCCAAGACT GCTGCTTTGC AGGCGCTGCT 180 

GAACAAGAAA AGGGGGGCTT CGGCAGAATA GACTACTGGT AAACGTAAGT AATAGTATAA 240 

20 ACTTGGTTTT TTAATCCCTG GCTATCTCAG ACTGCTAAAG CATGGCCGTT TAGGTGTGGC 300 

CTCCTCGGTA GATGGTTTGC ACCACGCAAG GTGAAAAAAA GATCACCAAC CCTGAAAAAC 360 

GTTTAACACT TGTCAATCTC TAAAGGCGCT GCAATCAAGG CATATTACCA TTGTGGAGCC 420 

ATGAATCTTG CCAATGAACC GAAGTTCCAA ATACAAGTTG ATGAAACAGA GGATACAGAG 480 

TGGAACGATA TTTTGAGGCA GCATGGTGTC ATCCCAGAAC GGCCACCTTC ACCGACCGCA 540 

CAGCTCGAGG AAGCGCTCGA GGAAGTGCTA CNGAGACCAC ACGAGA ATAG ATTAGAGAAC 600 

25 AAAGACTCTC TGAACTGGAG GACTGGAAGA TGAAGAAGAT GATGAATTTT TGGAGTTTTA 660 
CCAACGTAAG AGAATGGCAG AAATGCAGAA GCAACAAAGA AGCGCAAGTA TGGGGAC 



1446RP 

GATCTGCAGG CTGCTACGGA GGAACTCGTT TCCGAGGTTG CTCGCCTGAG TAAAGACCCA 60 

AACTTTCCTA GCATTTTCGC GCAGGAGCTA CAGAAGCTTA CTGGTGAGCC CCATATAGGC 120 

GGCAAGGTGG ATGATATAAC GGTAGTGATG GTGAAGGTAG ACTAGTAGAT TGCACATATG 180 

TAGAATTACT AATATCATTC GAATTTCTGG CTTAAGACAA TGTTCTTAAT CCGCTCTCTC 240 

TCGCTCTTCA ATCTCTGCTC GCCTTCTAGT ACGTCATGAA CAAACTTGAC GTCGGTCGGC 300 

AGGCATATCG GGCGGAGTTG AGTCCGCTTT CCTGATTTGC TGAGAAACGT AAAGGGCACC 360 

TTAC CCGCTT CGACTTTTGA TGACAGATTG CTGTTGACCT GTGTGCTGGT CCCAGATCCA 420 

ACGATAGGAA TGTTGTTCAT GGGGATTTTC TCATTCTTGC GGGATTCTAA AGATTGTTGC 480 

ATCACAGCTT GGTACATCTT TTCCATTTCA TCTTCTGCTC TCCGCTCCTC CTCCGACTTT 540 

AGCTTTCTTT CGTATTCTTC GTTTATCTTT TTGCGCTCTA GATCTCTGTC AATAGTAAAC 600 

ACGTCTGTGT CGTCGTCAGT ATCTTCTTCA CTTTCACTGC TTGACGGGGA ATCACTATCG 660 

TCGTCATCCT CATCGTTATC TTCCTCTGAT AAGTGCTATT AACGTCTTCT TCTTCTACCT 720 
CGCTGGAGTC GGCACTGTCT CCACTACTAG ACTCGTAGCC ACTATCTTCG TCCTC 



1446UP 

45 GATCAATTAC ACT AC T AGCA ATCTACTTTT CAACAATCTG ACTGTCCGCG AGGTTAAACT 60 

CTACCGTGAA CAGCTGATGG TACTCAAAGA GCAGAGGTTT ATAGTGGAGG GCATGCTCGA 120 

GAACGCCAAG AAACAGCGGC GTTTTGAAGA GGTTAATACG TTAAAGGAAA ATACCAAAGA 180 

GCTAGACAAT CAGATAGCCC AGCTCGAAGA AACCCTAGGC GACCAGGGTT TTGTTTAGTA 240 

TCTAGCATGG AGTTTTTTGC TTAACTATAA TTACTGTGTA GATGCCGCAG ATAGCATGTC 300 

GTAGCATAAT TGCGAATTTT CACCAACATG AAAAAGTGTA TGTGTATAAG GCATCCAGTG 360 

SO AACTCCTAAC ATGCTGATGA GGTTTTAAGT AAAGATATCA CTAGCAATGA ACGTAAGTGC 420 

AGTTTTTGAG CTTTATGTCC TCTGTAGAAC ATAATATTAA CGACAGGGGG ATAGGATGAA 480 

AGAAGACAGC AGTTATTTGA GCTGAACAGT GAAGCCTGGT CTGGAATTGA TGCGTTCCCG 540 

AATAAAACCA GCAAGCTTGA CTCAAGCATC AAGAGAAACA CAGGGTTTAT CAAAAAGCTG 600 
AAACAGGGTA TCACGAAAGA CTCGAAAGAT C 



55 



338 



EP0 866 129 A2 



1447RP 



GATCCAGGAT GATGAATTTG ACGAGGAGGG GGG TGCAGAA GAGAATGACG ACTACTCACG 60 

GTTTAAAAGA TCCTGCATGT CCTCCCACGT CCCCGCGTTG TAGTAGGCAT AGCGCTCGTG 120 

5 GTACGCGCCG TGCGCCATGG CCGGCGCCAT GGGCGCGGGC CCATGCGCCC ACCCCGTGGC 180 

GTACATGTCG TACATCCGGC GCCGCGACGC GTCCGAAAGC AGCGCGTAGG CCTCGTTAAC 240 

CAGCTTGAAG CGCCGCAGGC GTTCGTGCTC ACCCAGCCCC TGTTGGGCAG CCCCCGCCGT 300 

GTCCGGGTGG TACAGCTTCG CGAGCTCGTG GTACCGCTTC TTTAGCTGCC GTGCATCGAC 360 

GCCGGTCTTC ACCAGTCCCA GTACCTCGTA GGGCGTCGGC TGCTTGCCCT GGGGCCACGA 420 

TAGCCCCCCC TGCCACCCGG CGACGGTGCT AGCGCACCGC ACCGTACTCC GACCTGACGC 480 

10 TGTAAGCGAG ACCGCCAACG TGCGCCAGTC CTGAGCAGTG CAGTCGGACG CGACAACATA 540 

ACACTTAAGC TCCTAGTTAA CGCTTTGGCG ATGGAGATCT TGTCGGTGCA TGCACATATC 600 

CAGGACGCCG CTCCGCCTCC GCTCGACTGC TGGCCGTCCA GGCTCCAGTT GGCGCGCTTA 660 
GCCATATCGG CGAAAAAATA AAGTCCTGCT CGAGGCGCGA TGA 



15 

1447UP 



GATCCAGCAG ACGCTCCGGC TGGCTGTTGG AGATGCACTG GCTCTTCGCG GCCGAGTGGC 60 

GGCAACGCGC CCGCCGGCGC AGACGCGCCC GCCGCCGCGC CGTGCGGGTA CATCCGCACC 120 

AGGTTCTGCA GCTCAAACTC CAAGGCCAGC TTGTTTCTGT TCTTCTTGCG CTTCGGCTTG 180 

T AC TTGTAGC CCGGGTACTT CTTCGCGTGC TCCTGCTKCT CCAGTTCCGC CTTGTCGTGC 240 

CACTCCTTCT TCTCCTCCGC CGTCAGTTTT TTCCACTGGT AGCTGATGAT CTTGCTCACC 300 

TCGCAGTTGT GCGGGATGTC CTGGCCGGAC TGCTTCCAGT AGTCTGTCAG CAGCTTCTGC 360 

TGGTGCGACC GGAACAGGAT GAACGCGTTG CGCGGCCGCG GGATGTGCTG CTTCTGCTTG 420 

TAACCAGCGC GCCCGCGCCG GCCTCGCCGG CCTCGCCGTC CTCGTCCGCC ATCCTGGTGC 480 

GCTGCCACTC CTCGCCGCCG GGGGGCTGGT GCGAGAAAAA CTTCTGTGCC AGAGGCGCTG 540 

CCGCGCTGCC GCTGGCTCGC CGGCTCGTCC GCCGCGGCTG CGCGTTGCCT GCGTTGGTCA 600 

AAGGCAACAA TTGCCCGGAT CTCCCGCCGC TGCTGGCGCT GGTGTACGAT CCGTGTGATG 660 
GTCAGCTTCT GCTCCAATCA CAGA 



1448RP 

30 

GATCCGCTAC GTATACAACG ACATATTGCT ACGTATCGAA TGTGATGTGA CAACATGCAA 60 

GATTCTCAAC AACAAGCGCA AGTGGTTTAG TGGTAAAATC CATCGTTGCC ATCGATGGGC 120 

CCCCGGTTCG ATTCCGGGCT TGCGCATATT TTTCACAACA TGCACACACT GTGTGGCTAT 180 

CGAGACGGAG TCCACTACGA GCATCGTCAT TTTTGTCTAT AATTTACAAG CATATTGTAA 240 

CTATTGTGTC ATTGATCTAA ATGTCGAGTC GATAGAATCC TTCAGCTCCT TGTAGCTAAT 300 

35 GATAATGCAG TTCATCTCGT CCGGTGTCAC CAAGATTATC TTTTCAGATA CGCCGGTGTC 360 

GAGTTTGTTC AGGCACCGGA GTACGTGGGT GAGGTCCATC ACGGATTTGC CGTTCTCGTC 420 

CACCTGGTGG AACACGTAAT CGTAGAACAG AATGATGGGG AACTTGTCCC CCGCCTCAGA 480 

CCAGTGGATG TCCATGCTGG ATTCCATCCT ACCAAAGATG AAATTTAGCT TGCACATGAG 540 

CCTGAAGAGC CTGCCATTCT CTAACTCCCG CGACAAGTGC TGCTCGATGT TCTCCGAGTA 600 

GGTCTGCGAC GAACTGATTA TGTCTAACAT CTTGTGGCTG AACAGGGCGG TGAACTCCGC 660 

to AATCGTCTTC TTCTCGTCCG ACAAAAGGTA CGCCAGCACC CGCTTGAACA GCGGGTCG 



1448XJP 



GATCTCGCCA GCGCTGGCAT CCGCAGCGCC GCAGGCGCCG CGCGCGCGCG CGCGGCCGCG 60 

45 GCCACTGCGC CACAATGCTG TCCCATAGCC CTCAACATCC CAACTAGCTA GTCACCTTGT 120 

GCAATCGGTC TACCGATGGT GTGTGCGGCG GGGACAAAGC CGTGGTGAAA CGGACACTTT 180 

TCAAAATGGG CTGATCTGCA GCAGTACACG ACCGATGAGC TGCGCGCACG GCGACAGCAG 240 

TCGCGGTTCG GCGCCTGGCT GCGCATAGGG AACTTACGTA TAGTATAGAA GGGCCGTCTA 300 

CTTGGCGTAG GCAGCGAGGA TGTCGTCGTT GTAGCGGAGG TATTTGCCGT TCGCGCAGTC 360 

CGGGATGCCT CTCAGCGCCA GGTTGGCGAA GATCGTGGCC GGGATCTGCG GGTCCAGCAG 420 

so CTCGCTGTTC TTCTTGAGCT CCGTGAAGCG GCGCAGTGCC TCCGGCOCCA TGCGATGGCC 480 

GAACTTGTCG CGGATGTCGT TCTGCATCTG CGTGTCGACC ACGCCCGGCG CCACGGCGAC 540 

CGCGCGCACC GCAGGCTCTT CCGCGGCCAG CGTCATCGCA AAGTGGTTCA GCGCGGGCTT 600 

CGACGAGCCG TACGCGCCCC ACGCGGACTG TCTCCGAGTT AGTAGCTGCC CCTGCCCTGC 660 

TCTGCGTCGT ACATACATAT GCCTTCGTGC TCGCGCCCGA GCTCACGAAC ACCACACTGC 720 



55 



339 



EP0 866 129 A2 



1449RP 



10 



GATCCAAAGA 
TCTTACTGGC 
CTCCCGAGGC 
AATTTTTCAA 
AAATACAACC 
ACCGGGTCGC 
TGGGGTGCGC 
CGCGAGGCAG 
CGCGCGCCCT 
ACTCGCCGCC 
GTGGGGGGTC 
GGCCGAAGCA 



CCGCGTGCTC 
GGTGAAAGAA 
CGACGCTCTA 
AAATTGAAAA 
GGACTCTGCA 
GGCGTCGCTG 
GCGCGCCTGC 
ACCCGCGCGT 
TCGTTCGCCG 
TTCCTGCTGC 
TACAGCTGCG 
CGCATCCTGC 



GCACTTCCAC 
AGCCCGAATC 
TGTAATCGCT 
CTTCACCATG 
GGTCGATGCT 
CCTCATTCCG 
CGGCATTCAT 
GGACGTACCT 
CGTACATCGA 
TCCATGAGGC 
ACGTGGTGGC 
CGTCRAGAGG 



ATGTCTCCAA 
ACAAATGCCC 
GCGCCAGAGT 
GCTCACATGC 
CCCTCACCTG 
CCTGCATCTC 
CGCGCGCGCC 
CGCGCGCTCG 
CCGTCTGCTG 
CACCGCCATC 
GCTGTTGCCG 
TTCGTGG 



GCTGGACGCG 
ACGATGCTGG 
CCTCCA GTAA 
TGACTGCTTT 
GGCCCCCAAC 
GCTTCCAGAG 
TACGGCAGCC 
CGGCTCTTCC 
GCCAACGGGC 
GCTCCTCTGG 
CAGGGCCTGC 



AACAAC GAT A 
AAGCACGCAT 
GCCAAACCTG 
AATATC CTGT 
TCTCCCTTGT 
GCGGCGCTTC 
CACCGGGCGA 
AGCGCCTTTA 
CGGTGCCAAC 
CGCTGCTGTG 
TTGACTACCT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



15 



20 



25 



1449UP 

GATCGGCTCA 
GGCTCTCGAT 
GCTCATCTCA 
TCAATATGAG 
TTGTCCGGAA 
TTGCACCTAT 
GGTTTGTGTC 
CACAGTTCAA 
AAGGCGATGA 
CCGAGGGTGA 
GGTCCTGCCG 
AGGCTCCATC 



ATGGGTTGCT 
ATCTCGTTTC 
TCTACAATAG 
TAAGCAGGTA 
TATTCCGTTT 
TAAGCATGCT 
GTTTGCTGTG 
GGGCCGTCTT 
GGCCGAGGCA 
CGAGGCGCTC 
CGACCCGACC 
CCGCGCAAAG 



GAAGCCGTGT 
TTTTTTTAAC 
TATGTCTAGC 
AATGATACTA 
GATGCTACGG 
GTGATCGTAA 
GAAAGTGATA 
CTGAGGGTGG 
CAGACCTCCG 
ATGCGGGGCA 
AAGCTGAAAA 
CGGATGGAAA 



CTTTCGTAAG 
AGGTGAGCTT 
ACGCCAGCAA 
GCAAGAATGG 
ATGCAGAGCT 
AAGATAATGC 
CACAGGCTGC 
ATGTTGCCAA 
CGGAGGACGC 
AGCCCAAGCT 
AGATCTTCGG 
GCTGTGTGGG 



ATGACCTCAA 
TGGAAAATTT 
AGCTTGCGTA 
TCTTGACCTA 
GACAGACTTC 
GGGCTCGAGC 
ATTGGACAAG 
AAGAAGAGAA 
GGAGAAGCCG 
GATCATTAGG 
TAAGTTCGGA 
TTGCATTTGT 



CTTAAAGGCA 
TTGGTTCTCA 
ACCGCTCTAT 
AAGACGCTGT 
TTCTCGCAGT 
AGAGGGTTTG 
GGACGGAAAA 
CGTTCGAAAA 
ACTACTGCTC 
AACATGCCGT 
GTGGTTGCGG 
CACGA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



30 



35 



40 



1450RP 

GATCAATTCT 
AAAAATACCA 
ATCAATCTTA 
GTAGAAATGG 
TTTTGAATGT 
CCTTTTGACA 
TGCCCTGTAA 
ACCGTAATCC 
GATACGAATC 
AGATGCCATA 
TGTTTTAATA 
TCTCAAAATT 



GTCTTGAAGT 
ACCCAATCAT 
TAATCGACAG 
GATGGCGTAA 
AGCGCTTGCC 
AACGCACCCT 
CCTAACAAAG 
CGGAGTTGTT 
GCAGAATCGA 
TTATGCCAAT 
AATACCTTCG 
AAATTGACAG 



AGGTATTAAT 
CTTGTAAGTT 
CATAGGTGAG 
GTATAAAGGT 
CATTGATAGA 
TCGATTTCAG 
ACATTGCACG 
CGAATTGGTT 
TACGCCGTTG 
ACTTATCCCT 
TTACACCCAA 
CATCTAAGGT 



CAATGGGTCA 
GGTGAGCGAT 
TTGATTATTA 
TTTGGGTAGC 
GAATACGACA 
CTCATT ACAA 
CCTCTCCTTT 
CCCATGTTTC 
TAAAAACCGC 
CATGTTTTCC 
CTGATATTCA 
ATTACCTTGC 



GGCTGGGTGG 
ACGTAGACAA 
ACCAGTGTCT 
CTTTGGGCCG 
TGATCATTAA 
GAAAGGTAGT 
CTGCCACCCA 
ATCTCACGGA 
CGCCAGGCTC 
AAAGCAAACA 
GTCACAGGAA 
CATGT 



AATTGCTTAC 
TTTGCCTCAC 
TTCCGATAAT 
ACCTACCAAA 
TTCCAGCTTT 
CTCCCAGGAA 
ACAACTTGTT 
TAGCACGCTG 
TCTGAATGCG 
AGGTCTCAGG 
TTGAAGTATC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



45 



50 



14 SOUP 

GATCGCAAGT 
CATCAAGCCT 
GGTCATCGTG 
GAAGAAACCA 
GGCGGCCATT 
CGCCTCGCTC 
AAAGATATTG 
CTACGAGCAT 
TGCAATGGGG 
GGAGTTTATT 
CGTCCTCCCG 
GTCAGCGACA 



TGGAAGAGCG 
CAGACAGTTA 
ACGACCGGTG 
CGCACATTTA 
GGTGCCCAGG 
AACATGACCT 
TTGTTGAACA 
CGTTATTCTC 
TTCAAAGCAA 
AATTGCAAGG 
ATGGTCCCTG 
GCAAGCGGAG 



AGTATCCATA 
TCACTCGGCT 
TAGGTCAGCA 
TCACATCAGG 
TAGCCAAACC 
TGATGGAGAT 
ACGAAGAGCA 
ACACCCATCA 
TGCGCC TAGA 
AGCCCGTGTT 
CCGGTAAGGC 
CTTCGCAGCA 



TGATTACTCG 
CTCCGAAATC 
CCAAATGTGG 
CGGCCTCGGT 
CGATGCGATT 
GTCCAGCGCG 
GGGAATGGTC 
GCTAAATCCG 
GGCGCAGTCG 
ACTCGAAGTG 
CTGCATGAGT 
GGCGTACGG 



CGCGAGACGC 
GCAAACGCCA 
GCCGCCCAGC 
ACCATGGGCT 
GTCATCGACA 
GTGCAGGCGG 
ACTCAATGGC 
GACTTCGTCA 
GACATGGAGC 
GCCGTCGAGA 
TTATCTACTT 



CCGGCTCGCG 
CCGGAAAGGA 
ATTGGACGTG 
TTGGTCTACC 
TCGATGGCGA 
GCGCCCCAGT 
AGTCTCTATT 
AGTTGGCTGA 
CCATGCTGCA 
AGAAGGTTCC 
CGACCCAGAG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
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10 



GATCAAATGT 
GACATATTTG 
TGGCTGGCTT 
ACTAACACAT 
TACTGTGAAT 
GGCAGCTCCT 
TGCACAGTCA 
GGAGTCAGCG 
CAAGACGTTG 
GCGCCAAGAC 
AGGTATAACT 
CTCTCGCAGC 



GGCTCTACAA 
TATTGTCACG 
AGTAAGGCTT 
ATCCATTAGC 
TACACATGGT 
CCATCGCTTC 
CAAGCTGCCA 
AACTCTCCCA 
CCAGAGTTCG 
CCACTGCGGT 
TGTGTTTATA 
TGCAGACAGG 



GGGCGGAAGT 
GTATTCCACA 
AATATTAACT 
ACATGTTTCG 
CCTCGAGAAG 
CGAGAGAAGA 
TCGACGAGTA 
TCCTCAAGAC 
AGGGCGACAA 
ACGGGGACTA 
TGTTTGCAGG 
TTGTCGGTGC 



GGCAGAGAAT 
TTCCTTTGAG 
GAAAAGCGCA 
TTCAGTACTA 
CCTCATAAGA 
GCAGAAAGAG 
CAACAGACAG 
AGAAATAGGC 
GAATCCCGAG 
CTCATACAAC 
TTGGTTAAAT 
ACTCCGTGAT 



ATTAATGAAT 
TACGTATGTC 
GCAGTGTAAT 
CGTCATTCTT 
TTCTTCACTA 
TTCGAACGGC 
TTCGAGAATG 
TCGTTCTCAC 
ACAGGGGAGA 
GGCCGCGTGA 
ACATAGCTTG 
GAATTTCGAG 



CAGTTCCGCT 
CGTCTAGGAA 
CCATCTAGTA 
ACGCCGTCCC 
GCGATGAGAA 
TTCAGAAGAT 
ACCATACGAA 
CGGAATTCAG 
TTGGCGGGCC 
CGGACTTCTG 
CGCTCCAACT 
TCCAGCTTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



1S 



1452UP 



20 



25 



GATCACCAAC 
TATTCTGTAA 
ATCTGGAGCG 
TTTCTCACTG 
GTTCCACTTG 
TATTATCTAG 
AATCATTACA 
CTCACTTAGA 
GGCGCAGAAG 
GGGCGGGAAG 
TTGACCTGAG 
CTGCGGCGGA 



TCTACAGCAA 
ACAGTTTGTT 
TTTTCAGCCC 
AGACGGTGCT 
TATAATATTC 
GTCATGTTTT 
TGTCAGAACC 
TCCAGCTTCA 
GCCGTGTCTT 
GAGCCGTTGG 
GCGCAAGCCG 
TGAACAGAGA 



GAAATCCTAC 
ACTTCTGGTC 
GAAGTTGTGC 
TGAACCTTTC 
CTTCATCAGT 
AGAGAATAGG 
GACCATCTCC 
GACGCTTATT 
CCTGCCCGGC 
CTCTCGAAGA 
CAAAGCTGGC 
ACACATCCAG 



GCCCAGCAAA 
GCTTGTATCT 
TACCTTCTGG 
TTGCTCATGG 
GAGAATCTCA 
TCTCTTCGGA 
AAGTG TCGA A 
TTCTGTTTCC 
TGGCACACCG 
TCCGACTACC 
AGAGGACCCA 
CAGCAGAACT 



AGCTGTCCTC 
GCATGCGCTA 
GCTGGAACAT 
TGGCGGGCTG 
TAGTATTGTC 
AAAAATTGGC 
CCGTCCCCAC 
TGCAGGGTTT 
CTGAATCTGC 
CGAGTGGTTA 
TTAAAGCGCG 
TCCTGGCGAA 



GATGTTCTTC 
TCATCTTTTC 
CCTCATCCAC 
ACTGTCTCTA 
ATATATTAGA 
TACCACTGCC 
TGCAAATCCT 
ATGACCAGCA 
TTATAAAGAA 
TGGAAGGTGC 
GAAGAAGGCT 
GATGTGAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



30 



35 



40 



45 



SO 



55 



341 



EP0 866 129 A2 



1453RP 



GATCTTAATT TAAAATTTTA ATTAACTATT TATAATTTAG AAATATATAA TCTAGAGATA 60 

TATAATCTTA AAATCATAGG TAAAAATACA TAAGATAGTA AGAATAAAAT TAGTAAAATA 120 

AATAGAAAAC CATAAGTTAA TTGATTCATA AAGAAAAATG GAATTATTTG TGGCATCTTA 180 

ATTTTTATTA TTTAATTGAT TATTATCTAT TTAACATAAA ACATTTTAAA ATGT TATAAA 240 

ATAAATAAGA AATTACTTAT AGAATATTTA TTAAATAGTA TTTAATTTAA TTTTAATATT 300 

AAATATACCA TTTTTATTAA TAAATAGATT ATTAAGTTTA TTAATATTAA GTGATATATA 360 

ATTTAATTTA TATAAATTAT TTAATTTACT TCATTGATAT ATATAATTAT TAAATGTACC 420 

TTTCATAATA TTTATTTTTA TTAGTCTAGT AATATTTCTA TTTAATAGTC TACCCTTTAA 480 

TTGGATATTA CTACCTACTA AATATTTACC TAATAATATA TTATTA AGAA TACTTAAATC 540 

TAATAATTTA TTATCTAAAG TATATAAATT AATTAAATCT TTTTTATTAT TATTTAAATT 600 

ATTATTAATT AGTAAATTAT ATTTATTTAT TTTATTAACA TAATTTTTTG ATAATAATAT 660 

ATCATAATTA AATGGTAATT TATTAATAAT TATCTTTAAT GAATTTAATG ATAAACCATT 720 
ATTA 



15 

1453UP 



GATCAAAATT TCAACAATTT CCATTTCATT TAGTACTACC ATCACCATGG ACCAATTGTT 60 

ACATCATTTA GTTTATTAGG TTTAC TATT A ACTTTAG CTT TTACTATACA TG GTATT ATT 120 

GGTAATATTT ATC CTTTATT ATTATCTTTA TTAGTAGTTT TATTACTAAT AACTTTATGA 180 

TTTAGAGATA TTGTAGCTGA ACTTACTTAT TTAGGTGATC ATACTTTAGC TGTAAGAAAA 240 

GGTATTAACT TAGGTTTCCT ATTATTTGTT GTATCTGAAG TATTAATTTT TGCTTCTTTA 300 

TTTTGAGCTT ACTTCCATTC AGCTATAAGT CCTGATATTC TATTAGGTAA TGTTTGACCA 3 60 

CCAGTAGGTA TTGAAGCAGT TCAACCAACA GAATTACCAT TATTAAATAC TATTATTTTA 420 

TTAGCATCAG GTCTAACTAT TACATATAGT CATCATGGTT TAATTGAAGG TAATAGAAAA 480 

CATGCTTTAT CAGGTTTACT TATTACTTTC TGATTAATTG TTACATTTGT ATTATGTCAA 540 

TATATTGAAT ATAGTAATAC ATCATTTACA ATTACAGATG GTATTTATGG TTCAGTATTT 600 

TTTGCTGGTA CTGGTTTACA TTTCTTACAT ATGGTTATGT TACTAATTAT GTTAGGTATT 660 

AATTATTGAA GAATAAGAAA TTATCATTTA ACATCAACAC TCATGTAGGA TATGAGACTA 720 
CTACTATTTA TT 



30 1454RP 



GATCATGCCT CACCGGCGTG GAACATGCAG GTGAGGCGTA TGTACCCCAT GTTGCCTTAT 60 

TTTTTCACCT GAAGCGGATT GGCTCTTGTT TATACAGACT TTTCTGCATC CCTTGGGGCC 120 

CAGAGCTAGG GCCTAGAATC CGTGTCGTAA GCGTTGGGCA CTGATTCAAC ACGAGCACAA 180 

TTCCAGTGCT GCTCGTAGAA ACGAGGCCCC TGAAGTATAT GGTGATATCC ACATTGCCGG 240 

AGTATAGTTC TCTGTGGGGG CGACTTCATG CCATGTGCAT CTCCGGCTTA CTCCACAGCC 300 

GCACACGCTG CATTGTTTTG GGAACATCAT GTGAAATACT GGTATAGAGC GCATTTCATA 360 

GGGGTGCCAG CAGCTGTAAT AGGGCGGCAT ACCCCGCTCT ATTTCATGTG TTCATGTGCT 420 

AGTTTAGAGG TATTTTTGAG GTGCATGGGT TATGGCTTAC TTTGCATATG GAGATCTCAT 480 

TCGCTCGTAA CGTATATAAC TGAGGTAGCC GTAAACTTGC ACTGGTTCCC ATTGCCAGAG 540 

CGAAGCTACA ATAGCACCAT CTGGCTGCAA GTTGTGAACA ATGCATTGGA ATCGCATACT 600 

CTTTTGGGGC TGTGCGCTTT TGCTGCAACA ATTAACAAAT GCCTTTGATG AAGGAGTGCT 660 
AAGGAAATGT TATGAATCTG GTGTATGCCA CCGGAACAGG CATTACGGAG AGAA 



1454UP 



45 GATCAAGCGC TGTATGGTTC CCGGAGCGCC AGTAACAGCG GTCCTGTACG ATTTCAACGA 60 

TTCCAACATG GACGATGATG GCTCCAAAGT TATGTTCCCG ACCACGCTTG AACTCAAAAA 120 

GGTTTTTCAG GCTATTCGTT TTGAGGCCAT CAAACGGGGG CTGCAAGTGT TTCCCATTAG 180 

GAATATTGCT CCTATCTTCC GACAGGTCGG ATTCAAGAAC GTAAAATATA CCGTTCTGAC 240 

ATTCAAGCGC GGCGATTTCG TGAATGAAAT GGGGTTCGTG AACGAGCTAC TTGCAACGTT 300 

TCACTACGAT TTTCTAGTGC GAACCTTTTT AACTGATCGT AGTAAGTATC CAGTTGGAAC 360 

£0 TGACCCACAG ACACTGCCGA GGAGGTACAT TGATGAGCAC ATGGGCCAAA TAGATGACAA 420 

TGCAGGATGC TTGCGTCTTA TTGCAATCAC GGCGGAAAAA CCAGAGTAGG TTTCCACCGT 480 

TGCTATTGCT ACCCGGGGCA ATTCTCCCGG TCATTATATA TGTTAGCAGG TGTCAATACC 540 

TCCTTACAAC CTAATATTTC AAAACCTAAT ATCTTCTGCT CCTTAGAAAG AGCCACTTCC 600 

ttitaTG^ aTAT^T^HCG CTAGTTCTAT CTAATAATTT TATAATTTTG ATAAATCTTG 660 



ACGTACATCT TATCACTAAG GAAGATCTCA TCACAAACTC CGCAAAGTGT TTCATATATA 720 



342 



EP0 866 129 A2 



1455RP 



10 



GATCTCTTCG 
AGCGGGCAAT 
GGAATCACGT 
CTCTTCTTCG 
CGCTCGCTCT 
GAAGTCGCCA 
ATCAATGCGT 
CTTCGCGATG 
GCGCAGGTTG 
AGACTCTGAC 
GCTCTGCTGC 
GGAACCAGAA 



ACATAGTGTC 
GGCCCATCTC 
GACCACACAA 
CATGGTAACT 
TTCTCCTCTT 
TCCTTGCTGC 
CGCTTTCGCA 
GCTTTGGTCG 
TGCCAGGGCG 
TTGCACAACT 
TTTGCATGTA 
GTAGTTTAAT 



TTAATAGGCC 
ATCAACACTT 
AACTCACGAT 
CGCTGCTGTC 
CTAACAGCCT 
GTTTCGCATC 
GTTGGTTTAG 
ACTTGAACGA 
TGCTCACAAT 
GCAGGCAGGC 
ACTTGAGATA 
CCCGGTACCC 



TGCTGAGGAC 
AAAATTTTTC 
TTACTGTTGA 
CACTTGCCGC 
CTCCCGGTTA 
ACGCAGGAGC 
CAGCTTGTTA 
CACCTCGCCC 
GCTACATTGT 
ATGCAGCACA 
GACATGTGCG 
GTGCTTGAAC 



TTCACTGAGA 
GTGGCAAAAG 
AGGGGAGCAG 
TTGCGAGCCT 
GCTGTGATGT 
GTCTCGACAT 
TCACGCCCTG 
GGTTTCATAT 
GCCTGCTTGT 
TCCCGCGGCA 
CTGGCATACT 
AAAAGGTCGT 



AAGCTTCAAT 
AAACAACACT 
GCTACGACGA 
TCTTTGCTGA 
AGTGGATGAA 
CGTCGTATAT 
CACATTGCAA 
ATCCAGATTT 
TCCCTTGTAC 
CGTCGCTGGA 
TGTCTACGTT 
TC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



75 



1455UP 



20 



25 



GATCCCATCA 
TGGTGGGCTT 
GTATGTCGTC 
GTAAAGCATC 
GGAGCGTAGG 
TAGGGTATGC 
GGAAAAACAA 
GTTGCAGCAC 
GGGTCGGGCG 
GCGACGTCCG 
GCCGCATGTG 
GGATCTGGCT 



CATGAAATGT 
GGCTAACCGA 
ATCCGGGATT 
TAGAATCAGC 
GGCTGGGAGT 
GTCCGTTGAA 
CCACTAATAT 
AGTCATCCTC 
CAAGCATTTC 
GTGCTAGCTC 
GCGCCGCAGG 
CCCGGCCAGA 



CTAGAACTCC 
TGTTCGCAAC 
CGTGCAACAG 
AACCCTAGAG 
TGCGGTGGCT 
CAGAATGGAT 
GAAGTACACC 
GGGGTCTGTT 
TAGCACCACG 
CGGTGCAGCA 
TGGCGCCGCC 
ACACTCTGGA 



CTGCATGACG 
TGCAACAAGG 
GA GAGAAG AA 
AACGTTTGTT 
ATTCATGCGT 
CCGTCTCAGA 
TCCGCTATTC 
ACCGGCAGCG 
ACAGTCACCG 
GGCGGGGCCG 
GGTTCTAACT 
ACAGAACACT 



CGAATGAGGC 
GGTACCTGGT 
CGGGACCACA 
CGTCGTTGGC 
GGGCACGCCG 
ACAATACCAA 
TACTCGCTCA 
CTGCCCCCGC 
CCTCAGGTTC 
CTGGCGGGGC 
CCGGCAACTC 
CCGGCCCAGA 



CAAGAATGTC 
GTTTATAGCC 
AGGAAACGCG 
GCAAGAGCAC 
GGTATATAAG 
AATCGCATTT 
AGTCGCTTTT 
TCCGGGTGCG 
TGGACCAGGC 
CGCAGGTGGC 
TGGCTCCAAT 
ACACTCTGGA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



30 



1456RP 



35 



40 



GATCCACGCC 
CCTGGAGCAG 
CTACGCCACG 
GTGCCACCTC 
CCTCGACAAG 
CTCCCCCACC 
CGCGCCCGCC 
CCTCTTCCTC 
GATCGTCTTC 
CGCCCTCGCC 
CCTCCACCAG 
CCGCAAGCTC 



GCGCTGCTGA 
CGCCTCGTCA 
CCCGCCCACG 
CCGGACTGGA 
TAGCTGTGTA 
CCCATGACGC 
CGCGACACCG 
GCCTGGCACG 
AACCACGTCA 
GTCGCCCGCC 
GACCGCTGGT 
CGGACTTCGC 



CCAACGTCGT 
ACGACCTCAG 
TCGACCGCCA 
AGCTCGGCTC 
GTATGTAACC 
CCCCCGCCCG 
TCGAGCTCTA 
ACGCCCTTTT 
TCCAGCCCTG 
TCGACCCCGC 
TCGACACGCG 
GCGCGACGCC 



CATCATCGGC 
CCTGCAGTTC 
GCTGCAGAGC 
CTGGGTCACC 
GTATGCCGCG 
CTTCGCCGCC 
CCTGGACTAC 
CCCCCGCGCG 
GCACCCCGCC 
CGCCTTCCTG 
CACCGCCGAC 
GCCGGC 



GGGACCTCCC 
CCGCAGTACA 
TGGCAGGGCG 
AAGCAGGAGT 
ACCCTGCGGT 
TCCCACGCGC 
TGCTGCCCCT 
CGCGCCGACT 
TCCCAGTACA 
CCCTTCTCGC 
AAGTCGCGCC 



TGCTCCAGGG 
AGCTCTCTAC 
GCGTCAACAT 
ACCTGGAGTC 
TTCTTTCCCG 
TGGCGCCCGC 
TCTCGCGCCG 
CGCGCTTCCA 
TGCACGAGGC 
GCGAGCTCTT 
ACGCCGTGTA 



60 
120 
180 
240 
300 
360 
420 
460 
540 
600 
660 



1456UP 

45 

GATCTGGAAT ATTACCGGCA CAAACTTGGC GCTGTGCTTC CACACCAGCC TCCGGTACCG 60 

CTTCACGGCC ACCAGCTCCT GCAGCAAGCG AATGCACACG TATGCCAGCT CCATGCGCTC 120 

CAGATTAGTC AGAACCCGCA GGTAGTTGGG GTTCGACACC AGCGCCTCCA CCAGCTCCTC 180 

GCTCTGCAGC CCCTCCTGGA TCAGCAGCGA GACAACGTTG AAGCACGACA GCAGCACGAA 240 

CTGGTCGTCC GCCGCGCTGT CCGTCAGTGT CGACTCGTAC AGCTTGCGCA CAAGCTCCGG 300 

so GCCCTTCTTG AAGTACCGCA GCACCTCGTG CACGTACTTG TCGCTCGTGA ACAGCTCCGA 360 

CAGCAGGTTC AGCACCGCCC GCTTCGCATC CAGGTTGTTC GACGTCGCCA GCAGGTGCAC 420 

CAGCGCCTGC ACGCCCTGTT CCAGCGGCAG ATCCAGCGCG CCGCCGCGCG CGTGTTTCAA 480 

CAACGTCGAC TCGAGCTTCT TGGCAATCCC CGCGTCAAAC TCGCTCAGCT CGGGOGAACG 540 

CACCAGCGCG TCCCACGCCA CATGCCTCGA GCTGATCGTA TTGCGGATAT CGTTGAAGTG 600 

CGTGCTATCA AGCAGAATCT TTTGAACCCC CTGAGCCACG GGCATCGTCA CAGCTAAGAT 660 

ss nvzrnrwrr irr.mccciT ACTGCCCACT TTGAAACCCG TGGGACTAGT CAATATCTGG 720 



343 



EP 0 866 129 A2 



CGTGGTCTGG CGGACTCCC 

5 



10 



15 



20 



25 



30 



35 



45 



50 



344 



EP 0 866 129 A2 



1457RP 



GATCAATATC GGGACGAAAT CTGTTGTATC TACTACCGGC ACGGCGACT6 CGCCCAGCGC 60 

ACCAGGATCT CAGGCTTCGT CAGCGAGTCC GGATTCGTCA GCTAAACAAA AGAAAGATTC 120 

5 ATCTCCACTA CC TCTT GACT TACCTCCACC GAAGGATTTT AGCAAAGAAA TCGAGGAGAT 180 

TATAGAACAC GATTTGACTA AATTGGCCTT TCAGAATCCT CTTTTTAAAG ATGAACTTCC 240 

ATATTGGTTA CAGGCCAAGA GGCCATTGAT CCAACCGTAC AGCACTATGT CTGAAAGAAT 300 

GTTGAAACAG CTGGAATCCT CATTACTTAA CTGCCCAGAT TCGCTTGACG CTGACACACC 360 

ACATCTCTAT CAACACCCGC TCTCTTTACC GCATCCCACC TCCATTTTCT TCCCTAGTGA 420 

ACCGATCAGG TTCGTGGCTG CTGGCTGGAA TAACGATAAT ACGTCCACTA AAGATATCTA 480 

to TGGAAAAACT TCTATGGTTC AGATAATGAC CAAGTTCGAT TTGGATACCC TGTTTTTTAT 540 

CTTTTATCAT TATCAGGGAA CGTACGACCA ATTCCTAGCT GCCAGGGGAA CTAATCATCC 600 

GTGGGTGGAT ATTTAATAGA GTCAATCGGT GCTGGTTTTA CAAAGAAGTT GAAAAGCTGC 660 
CCCCTGGAAT GGATCAAAAA GAAGAGGT 



1457UP 



GATCGAGGAC TTGAAGCAGT TCCGGCAGGT CGGGTCCAAG ACCCCTGGGC ACCCTGAGTA 60 

CGAGCTTCCC GGCGTGGAGG TGACCACCGG CCCTCTAGGC CAGGGTATCT CCAACGCCGT 120 

TGGCTTGGCG ATCGCGCAGG CGAACTTGGC TGCCACTTAC AACAAGCCGG GTTACGAGTT 180 

GTCGGACAAC TATACGTACG TGTTCTTGGG CGACGGCTGT TTACAGGAGG GTGTGTCCTC 240 

CGAGGCTTCC TCGCTTGCAG GCCATCTAAA GTTGGGCAAT TTGATTGCGT TCTATGACGA 300 

CAACAAGATC ACCATCGATG GCCACACTGA GGTGTCCTTC GACGAGGATG TCTTGAAGAG 360 

ATACGAAGCA TACGGGTGGG AGGTGTTGAA CGTTGCCAAC GGTGACGAGA ACTAGAAGAC 420 

ATTGCCAGTG CCTTGGAGCA GGCCAAGAAG AACAAGGACA AGCCAACTTT GATCAAGTTG 480 

ACGACCACTA TTGGGTTTGG CTCCTTGAAT GCGGGCTCCC ACACTGTGCA CGGCGCGCCA 540 

TTGAAGCGGA TGATGTCAAA CAGTTGAAGA CGAAGTTGGG CTTTAACCCA GATGAGTCCT 600 

TCATTGTGCC TCAGGAGGTT TATGACCTCT ACCACAACAG CACTATCCAG CCAGGTGCCG 660 
AGTCCGAAAA GGAGTGGAAC GCTCTACTCG AGAAGTATGC GGGTGAGTAC C 



1458RP 



GATCCGCAGT AGCTGATTGT TCGGGTGGCC AGGCGAATAT TGCTGGAAGC GGTTCAGGCG 60 

CGTATATTTG CTCTGCGGAC CGCCAAAGTA CCCGCCGAGG TTACT CT TGC TGGTCGTACT 120 

AGAGAAGTTG CGCACTGCCC TAGCAAGTGC GGTGCTAGGT ACGGGATTTA GCTTCGCCAG 180 

TAATGGTGTG AAGACGTTGC GAAATGGCAC AGACGCCTGT ACTGGTCGCA CTTGCAAGTG 240 

GATAGCGTTG CTAAGAAAGA AACACCGCCC ATACGAGCGC GTGAACGTAG ATAAGCTCAT 300 

35 GGTCAGCAAT CAACAAGCCT AATGATGATC TTCCTTACAA AATGAGGTTC TAAAGCGACG 360 

TTAAAAAGGG ATGCCCAACG CTATGTTCGA CACCTATGGA ATATCCGTAT GAATGACTGT 420 

GTATCATTAA CGACGGTACT TCCTTACAGG GCAATGGCAG GATGGTAACG CCGAGTAATG 480 

TCCAATAATC ATCATATATA CTCTAGTTAT ACGCTATGAG GGGTCATTTG ATGTATTGTT 540 

CGTTCGCCTA TCGGCTATGC TTCAAATTCG ATGAGGTTGG GCAGCTCGCC ATTCGTACCT 600 

GCGGGTGGCA TGTTCACTTT CTCTAGTCTC TTTTGTGGGC GGTTGTCTTC GTCTTGGTCC 660 

40 ATGTCAAGGT CCAAGAGATC ACAGAAAA 



1458UP 

45 GATCTGTTGC ACCTGCTATT TCAGGCAGAT 
TCTGCTTTGG CGCTCGCTGC GCGCGAGTTG 
CCCGTCTTTG ATTTCCCCAC ACGCCGCCTG 
GAAAGCCGCG AATCCGGTAC AAGCTCCGAG 
CGGTCGCGCA AACTTGACTC AGCGCCAGCA 
GCACCTGCGT TTTTCTTCCC GCTGGCGCAC 

so TTTGACGCCC TGTTCAAAAA GCACTACCTA 
AACCCGCATG CAGAATTTGA CCGGATGTCC 
GAGGCGCACG ATATCAGCAT TGAGTAGCCC 
ACTCCTGCTT GCAAACTGTA TCCCGACCAC 
GCCAATTGCA CGCCTAGAGA GATGTGAACC 
CCGGCAGTAT CTGCTAGTAC ATACTCTTTG 

55 CCGG 



TTGTCGCTGC AGCAGCGCAT GGCCATACTA 60 

CGGGGGCTGG AAGACAAATA CGTGCTCAAA 120 

CCCAGAAATG ACGCACCATC AAGAGCCCTT 180 

GGGACCATCT CTGCACACCA CACCGTCTGG 240 

CCAGAACGTC CGAACGCCTT TCGGAAGCAT 300 

GCGTGGCTGA ATGGCATCGA CCTGGGCACT 360 

AGCACCCTGC GCCTTATTCT TGCAGCCGCC 420 

GAACTCATGA GCTACGTTTT GCAGGACGCT 480 

GTCGCGCATG TGTCAGCGCA TCTGTGGACA 540 

TACCATGCAT TAGTATGAGA TCTATAGAGC 600 

TCGCAATGCA TCTCTTGGGA GTCTCTGTGG 660 

TAACTCTACA GAGATGTGAA GTCTTGTTAC 720 



345 



EP 0 866 129 A2 



1459RP 



10 



GATCATGCTG 
ACTCAGAGGC 
CAAGCAATAT 
GAGCCTGAAC 
GAACTTCTAT 
ACTTGTTGGA 
GCAGGTTACA 
GCTTGAATAC 
GGAACGGCCC 
AGTTTCCACT 



GGGCATATCT 
TTGGGCAGGA 
GTGGTGCTGC 
TCAGCAGATC 
TTGTTGGTGT 
CGTATAGGTG 
GAAGGTGATC 
GATACAGATT 
GCGTTGTCCA 
GGACGCCGAA 



GAATGCTCTT 
TGCAGCTTAT 
CCCCAGATGA 
CAGGACTCAA 
ACATTGGCGA 
AGAACTCGCC 
CCGCTGCCGC 
CCGTGGATTA 
CCGAGCTGTG 
CTATGGTGG 



GAACAACGGA 
GCGGGAGCGG 
GACAGTAAAA 
CGACGTTGAC 
AGAAATAGAA 
CCGGATGCAC 
GAAGTACCTG 
CCTGCAGGTG 
GATGAAAAAG 



CTAGATTAAT 
CTGTTGGAGC 
CTGCAGCGAG 
CGCATGGCCC 
GCAGACGTGC 
CTCATGAAGG 
AAGAACCTGC 
GGCAAGAAGC 
CTGCTGTCGC 



GGAGCCTTGC 
TTTACAATAC 
AGGTGACGGC 
TAATGGAGAT 
TCTACCGCAC 
CTACGTTACT 
TTGAAAAGCA 
TAATTGCGCT 
CTGCTAGAGA 



60 
120 
180 
240 
300 
360 
420 
480 
540 



15 



20 



1459T7P 

GATCACGTGC 
ATTATGGCCG 
GCCCGCGCAG 
GCTGTATTTT 
CGGTACTTCC 
ACGGGTTTGG 
CTCGCGCCAA 
ACAGCGTAGG 
CAGTAGCCCA 
CTTGCGGTGG 



CTGCGACATG 
AGAGGTTAAG 
GTTCGAATCC 
GCTTGTTGCT 
CGTAGTAGTA 
CGAAACGCGA 
GGGCGAGCTC 
TGCTACCAAA 
TCGAGCCACC 
TGGTGGGTGG 



GCGACTTCAT 
GCGTGAGACT 
TGCTGATGTC 
ATTTAGATAA 
GGCTGTGCCG 
TGGCACGCCT 
GAGGCCGCCC 
AACGAGACCT 
GATGACGGTG 
TGCTGTGGGG 



CCACTGGCGC 
CGAACTAAAT 
GTTATTTTTT 
ACGAGATAGC 
AAGCCGCCGA 
CTGATGAGGC 
TCTGCGTTCT 
GCAGCCAGCG 
AGCGCGGCGA 
AA 



CCAGCTACGT 
TGAGGGATCT 
GCTTGCGCGG 
TAAACTATGG 
GGGCGGTGAG 
CGGTCAACAG 
TCCGGAGCAA 
AGGGCACAGA 
GAGTGAAAGA 



GGTATATGAC 
CTTGGGCTCT 
CCTACGGGGG 
GTAGAACTCG 
CACCAGCGGG 
CATCACGGAG 
GTACCCTGCT 
CCCTTTACGC 
GGGATGTTCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 



25 



30 



35 



1460RP 

GATCCGGGTG 
CTCGTGGATA 
CTGATAGAGA 
CTGTACCCGC 
AAAGGCGAGC 
GCTGCTATTG 
GAGCAGGGAT 
CTACGCCTGC 
AACTGGCTAC 
GCACGGCGGG 
GGTCAAAGTA 
TACAAAAACT 



GAGACACGAA 
CATTCCAGCT 
TTTTGCATTT 
TGGAGCTCAA 
TGCGCTCCCC 
TGGCGAGCGG 
TCACCATGCA 
TGAAACCCCC 
AGAAGTGGGA 
AATACGCTAG 
TT AGCG GCAG 
CATTTGCTAA 



AGTAGACAGA 
GCCCCAAAAG 
CGAGGGGAGC 
AGACAACGAG 
ATACTACGTT 
CTGTAGGATA 
CCACCGTGTA 
GCGTCCAGAA 
GGATCCATAC 
AGAACACGCC 
TATAGAACTG 
TGGGTTGA 



CACGGACGGC 
ACACATAATT 
GGCTCTGACT 
CGGGCCTTGC 
ACTGCACTCT 
ATAGATGACT 
TTCTCTCTGA 
TCGCATCAGC 
CCAACGATCC 
AGAGGTGAGC 
AGCCTAAATT 



TGTTGGGTGG 
TCTA TGTGCT 
TTTTGCACCT 
TTGCAGACGC 
CTTCATACAT 
ACTGGGAGCA 
ACGGCACGCA 
AGGGTGAGAA 
AGGAACAACC 
ACATAACGAT 
ATAAACTTCC 



AAGGAACTAC 
TGTCGACGAG 
GCATAATCAG 
TGGGTTGATC 
CATTTTTGGT 
GCCCTTAAAG 
ACTTTCATTG 
GCTGGATACC 
AAATGCTGAA 
GATTGTTCCA 
TAAGTACCAC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



40 



45 



50 



146 OUP 

GATCCAACAA 
CGCCTGTCTC 
CAAACAGCTG 
CCTCCGCACC 
TGTACCTCGT 
CCCCCACCCC 
GGTCGCAATC 
AGAGTTGCTA 
CGGTCAATTC 
ACACCATCTG 
CTGTCAAGCC 



TTCCCGCAGC 
AATCCCGCAC 
GATAAACAGC 
AGCTGCTATA 
CGTAGTTGTG 
AGCTCCGGAA 
GTCTTCTGCA 
CAGACTTTCG 
CAAGTCCTCT 
GGATCGGCGC 
ACTCTTTTTG 



GCCGCTCCAG 
AGCTGCCGTC 
CCGTTCTGCT 
TCATCGCCCC 
CATGTCGCTG 
CGCTACGTAA 
CCGGCTGCCG 
GCGACTCCCT 
GTTACGCAAG 
CGCGACAATG 
CAGACAGCGG 



CCGTCGTCTC 
CATGCGCCAC 
CGCACCCCCG 
AGAAACTCTC 
CCTCTTCCGG 
TACAACACAC 
CTGGGGCTTG 
AGCCGAGATT 
C CAAG AACAA 
GTTTTCCTGA 
AACCGCCTGG 



CGTCGCATCA 
CTCGAACTGC 
CCGCAGCTGT 
TACGAATGCC 
CTGAATTTTG 
AACCAAATGC 
CGCGCAAGCT 
GCCCTCGTAC 
GAGGCCACGG 
TAGTAAATAT 
GCGCCACAT 



AATGAGTCCA 
ATCCGCGACG 
CCAAAGAGCG 
CCCATCGCCG 
ACAGTCTGGC 
CCTACCCGAA 
GGTATGCTCA 
CGGGTCCGTC 
GACAGCGGCA 
CTGAAGCAGG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



55 



346 



EP 0 866 129 A2 



1461RP 



10 



GATCAAACCA 
GTTGCAGACT 
AATGCACCGC 
CGGTGAACGA 
TGTATAGGAC 
CACGCGGGGT 
CCATGTACTC 
CCAACTGGTG 
GCCCTTGCGG 
GCGTGTTGGC 
AGTGTATCAA 
TACAGTAGTC 



CCACGGCACA 
TTGTTTCTGT 
ACATGCTTTG 
GCTGTCCAGC 
AATCGCCAAC 
GCTCGTGAAT 
TTGGTCCTTG 
ACCATAGCGG 
AAGCGAAACC 
CCAGGAGATC 
AAGCCCGGGC 
TATCCCACAG 



TCATCATAGT 
ACCATTTTCT 
AGATTGGTGT 
CATAGATTAT 
CAGAGCAATG 
GGTAGGAGTT 
GGGTTCGGCG 
TCCACTAGTG 
ACCTCCCGGC 
TCTGCTCGGG 
AAACCCACGG 
TTGTTCAA 



TGATTAAATC 
TGGGATTAAA 
TTTGGGATTT 
TTTTAACTGG 
TCTCGTGCAA 
GGTTGCTTCC 
CGACGCTGAC 
ATAGCATGAG 
ATTTGAGCAC 
AGTCATCTGC 
GCACAGCCCG 



AATTAGGTAA 
GAAGTAGGGA 
TAGAAGGCCA 
ATGAACCTTG 
CGGGTTCTGG 
TATCCCACGG 
CTTTAAAATG 
TGCCTCTAAC 
CGCAGACATT 
TTCTCATTCA 
CCGCACATCC 



GGCAACCATA 
GTCACGAGGA 
GTAACGAAGA 
TAGCACTCGA 
ATGACAAGCG 
TTGCTAAATG 
TATTTGAGGT 
GGCAGAAGAA 
AACTCCAAAA 
TCCCCGAGGA 
GCGTCCCCAT 



60 
120 
160 
240 
300 
360 
420 
480 
540 
600 
660 



15 



20 



25 



1461UP 

GATCGCGCAG 
AGGCCACCGA 
TGGCCCTTTC 
CTGTTTCTGG 
AGATACCATT 
CCTTGATAAG 
CAGCAACAGT 
ATATAGGCTT 
TCGTAAGACA 
ATACGACTAA 
ATCGTTGAGC 
TGCCTGAGAA 
GTGCTGGC 



TTTAAACTTA 
GTCGACGTGG 
TAGGTTGATC 
TGCGATCCCG 
GCATGCAATC 
GACTGACACA 
GCCAATGTGT 
CGGTATGCCA 
TGCATAAGGA 
CTATCTGATT 
AAGTCGCGTC 
GCTGGAAAGC 



AAGTTGATAG 
CCCTGCACGT 
TTGGAGCCAG 
ACCTTGAAGC 
GAGTCACCGA 
CCGTTGCCGC 
TCCACTATAC 
TCTATGCATC 
AATGGCGGTT 
ATACTTTAGG 
TATCGGGAAA 
GCTCTTTTAA 



AGTTCCCGTC 
AGTCCCCGCC 
CTTTCCAGCT 
TATCGGCCGT 
TGTGGCAATC 
CTGCCTCGCT 
CGGTAAACAT 
TTCTTTTCTG 
CGCCATGTAG 
ACTATCTCTC 
ATCACTTGGT 
AGTCTACTTC 



GTGCTCTCTG 
GTAGCGCCTG 
GCTGACTTCC 
GAACTCCGTC 
CGCCAGTATC 
GGCATCGTTC 
CCTATCAACT 
CTACCGCGAG 
CTG ACTAATA 
CTT GCGC TGG 
TCCTTTGTCG 
GAATGGTGGT 



GATACAATAG 
TCGTCCGAGA 
GTCCGATAAA 
ACCGTCAGGC 
GGAGCCGCAT 
TCCAAGTACT 
TCTATGGGCG 
CTTTTTAAAC 
AAACTAGAAG 
TCACAGAAAC 
TAGAGCTAAC 
GTACGTCTGG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



30 



35 



40 



1462RP 

GATCTTAATT 
TATAATCTTA 
AATAGAAAAC 
ATTTTTATTA 
ATAAATAAGA 
AAATAT ACCA 
ATTTAATTTA 
TTTCATAATA 
TTGGATATTA 
TAATAATTTA 
TTATTAATTA 
ATCATTATTA 



TAAAATTTTA 
AAATCATAGG 
CATAAGTTAA 
TTTAATTGAT 
AATTACTTAT 
TTTTTATTAA 
TATAAATTAT 
TTTATTTTTA 
CTACCTACTA 
TTATCTAAAG 
GTAAATTATA 
AATGGTAATT 



ATTAACTATT 
TAAAAATACA 
TTGATTCATA 
TATTATCTAT 
AGAATATTTA 
TAAA TAG ATT 
TTAATTTACT 
TTAGTCTAGT 
AATATTTACC 
TATATAAATT 
TTTATTTATT 
TATTAATAAT 



TATAATTTAG 
TAAGATAGTA 
AAGAAAAATG 
TTAACATAAA 
TTAAATAGTA 
ATTAAGTTTA 
TCATTGATAT 
AATATTTCTA 
TAATAATATA 
AATTAAACTT 
TTATTAACAT 
TATCTTAATG 



AAATATATAA 
AGAATA AAA T 
GAATTATTTG 
ACA TTTTAAA 
TTTAATTTAA 
TTAATATTAA 
ATATAATTAT 
TTTAATAGTC 
TTATTAAGAA 
TTTTATTATT 
AATTTTTTGG 
A 



TCTAGAGATA 
TAGTAAAATA 
TGGCATCTTA 
ATGTTATAAA 
TTTTAATATT 
GTGATATATA 
TAAATGTACC 
TACCCTTTAA 
TACTTAAATC 
ATTTAAATTA 
ATAATAATAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



45 



SO 



1462UP 

GATCAATTAA 
CTACCTGATT 
ATTGAGTTTA 
TCTTAAAATA 
GTAAAACATA 
ATCATTAATA 
GGTGTGTACC 
AATTAA ATA A 
GTTATATTTA 
ATGACCAATT 
ACATGGTATT 
AATAACTTTA 



TAAATGGTTT 
TTATTGAATC 
TATTAAATTC 
TT CTTA ATTA 
TGTTTTAGGG 
TAATAACTCT 
TTAGCTCTCT 
ATAAATAATT 
AATAGATCAA 
GTTACATCAT 
ATTGGTAATA 
TGATTTAGAG 



AACTAATAAA 
AAATAATATT 
ACCACCTCTT 
TTAAATTATA 
ACATATATCT 
TTAATTAGAG 
AATTAAAGTT 
AATTAAATTT 
AATTTCAACA 
TTAGTTTATT 
TTTATCCTTT 
ATATGGTAGC 



GTTAATAATA 
TTCTTAATGA 
ATTCATTCAT 
TAATAAAAGT 
TCAGTTCAAA 
TGGTACCACA 
ATAAAATTAT 
AAAATGTTTA 
ATTTCCATTT 
AGGTTTACTA 
ATTATTATCT 
TGAACTTACT 



AATCTATTAA 
ATACTACTAA 
TTAATACTCC 
TAGTGGATAT 
ACTGAATATC 
AGAATGCTGA 
CTTAACTAAT 
AAAAAAGAAA 
CATTTAGTAC 
TTAACTTTAG 
TT ATTA GTAG 
TATTTAGGTG 



TTATATAAAA 
ATCATCATCT 
TCTAATTCAA 
AGTTTAATTG 
TACATATTAT 
AAGCATTAGG 
AAAAATAATT 
TAAATAATAT 
TACCA TCACC 
CTTTT ACTAT 
TTTTATTACT 
ATCATACTTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



55 



AGCTGTAA 



347 



EP0 866 129 A2 



1463RP 

GATCCCTGAG TCTGCTACCA AGGAGGTCGA 
GCAGGAGATG AAAGGCAACA AGGAGGCCTC 
GCTAGCCAAT CGTTGCTGAG ACTATCTAAC 
AGCGAACACT ATAATGTATA TGTCAAGTTA 
GGTCTTAAAG ATGTCATAGG ACAGTCGCGT 
AAATATATGG CGGTCAGCTT CATGACCACG 
GAATTTCTCA ACGGGAGAGA AAACACTAGG 
CTCCTCGGTC CACAAGTTGG CCTCTGGTAC 
ACCGTGCGCA GCCCAATCGC TGACACGTGG 
GGCGTCCAAT AGGACATCCG ACAGGTCGTT 
TCTCTCGGTC CCGCGTGGAA CGGTAGGAGT 
CCATCAAAAT GTCGGAAGCA CGCTTGGC 



GGAGGAGGAC ATCGATATCG AGCAATTGAA 
TGCTTTGTAA GCTTGCTGTT TGCCGCTTGT 
TTGTATACAT GCCGCTATCG CGGCACGCGA 
AATACATCAT ATATTATCTT GTGCCTCAAG 
GCTCAGACAC ACGAATATAA TCATAATAAT 
TCAAGCCTTG ATACCAGAAG ACACTTCTAG 
GTGTAGGTCG TCATTCGTCA AGGACATCTG 
ATAGTCTGGT TCACCGACAC CCAATAAGCC 
AAGCTGTAGT GTCTTCCAGA CGTCATCCAT 
CGTGTGGCCT GGAGTAGGAA TGATACGGAG 
TGAAGGGCCT GTACGTAGAT GCGATGCTCT 



1463UP 

GATCAAACAG TAGAAGTATT AGAGCTGCTT 
ATGTCGACAA ATTAAACAGA AAAATATCAT 
AGAGTATAGT TCTACATGTT TATTCCGTAA 
TTTTACTTAT CTACGGAGTA GCAGTGCAAG 
TGCAGATGTA TAGTAAAGCA ACGTCTGTTT 
AAAAATAGAA AGTCAACAGG GATTGGGAAG 
AAGTCATTCA GTTGATATGA GGTGCTTAAA 
ACAAAATGTG CAGTTGTGAA TCGTGAAATT 
CTGTTTGCCA ATTGCTTCTC GAGCTGCTCA 
TTTAGTAGTT CCAATTCAAT ATGCG TTTC C 
ATCTCCTGGT TCTCTTTTGT CAACATTTCG 
TCTTCGTCAT AACGGCCGAA TCGGGTAACG 



GCAAAGGGCG TCATAAACAA GAGAGCTGTA 
TATTAGTGGA TAAATAACCA ACTTGCACTG 
CAGAATTTCT ATCCAAATAG TTTAATTCCG 
AACCTTGTAT CCCAAAATGC TAGAGGGACA 
CTTTGGATTT AGCAGCGTCA GGCGAACAAA 
TTATGAGAGT TGATATGTTT GTCCATTAGT 
TGTTTGTAAG AAGCAAGAAC GAAGAGAGAT 
GACAC CAGAG GACGTCACTT CCCGTTGCCA 
ACCTTGCGCT GTAAATCTCT ATTGACTTTC 
TTCGATCTTC CATAGCTGAG CAGTTTCGCC 
AGTCGGACAA TCATCTTGTG AGCGAGGGCT 
GAATTAGAGG GATT 



1464RP 

GATCGAAATA ACTTCCGCTG 
ATATCCACGA TATTTCTAGG 
CAATGGCGCC CAGTGTGTTG 
AAACCACCAG ccacgcgcgt 
CGCGTTCTTC TTCCTCTACC 
TCGTTGGGCC ATCGCCAAAA 
ACGATGGGCT GACGTCTAGG 
TGTCGATGAC CACCATCGTT 
ACCACAGACC ATCTATCTAC 
TATCAGTCAT CCTGTGGCGG 
CCGTCGGCGG GATTCATCCT 
GGGCCAGATT CCAACGGGCC 



AAAACGCAGC AGAGGCAGCC 
GTACTGTTGC TTGCCAGTTG 
TACATACCCC ACACCGGAAA 
AAGCCGCCAT CCGGGTATTC 
TTTTCGTCGC TGAGAGGGAC 
AGCTCTTTGT CGCCCACAGC 
GCTACGGGCT CATCGCCATG 
CCTAGCACGT ATGGGAGATG 
TTAAATACCT AATTATCTGG 
CCTTATCACC CATTAGGGTC 
CCAAAATGTC TCAAGCGATG 
AGGAGGCAAC TAATAGAGG 



AATGGTCAAA TGGAGCGAGA 
GTGCTCGGAA ACATAACCCT 
CAGACCCATG AATGACCCGA 
GTTGGAGTTA TCGAGATATG 
AGTCTGCTGA GCGCACGTGG 
TGTGGCTCTG CCGCTGTCAG 
CCGTACTTGA ACGCTGTCCT 
CTCCGAACCG CGTCAGCGCC 
TGTCCAGCTA AAAATCCGAG 
CGCTTTGCGG TAGTGCATTA 
CCTTGATTCC GAGTGTACAA 



1464UP 

GATCTTGCGC TTTTTCTTCA GACCGCGGTG 
GTTGAGGCGG GACGAAGAGG GCGCAGAGGG 
GTCGGCGCGT TGCAGGGGCA GCGCGCGGTC 
GGGCGGCGCC GACTGTGCGT CCAGCGGGTG 
GTCGCGGAAC TCGTACTCCT TCTGCGGGTC 
GGCACGGCGC GGGACCTTGA GCCCGTTGGA 
CGGATGCTTC TTTCCGCCAT TGCGTTTGGG 
GGCCGGCGCG GCATGCAATT CGTTCTCGTC 
AGGATCGCGT CCACGTTAGT GAGGTCGCGG 
TTGGCGCGGT GAGCCGCGTG CACCGCGTCC 
ATGCCCCGTT CGGCTGCATG CCTCCAATCG 
ACCCCGTAAC TTATCTCGAA GTATGCCTGC 



GGTGTAGTAT TGTTCCTCCT TAATGTTGGA 
GTCTGGCGAG GCACCGGTGG AAAGGGGCCT 
GTCGTGGTCG TAGTCGTGAT GTTGGGGCGC 
GCCGTCGGAC GCGAGCGCCG AGAACTCGGC 
CTCGCGGCGG CGCTTGGCCG GCGGGTCCAC 
GATAATGAAC TTGTGTTCGA CCGAGCCCTT 
CGCCGGCGTC TGCGCGTCCG GCACGGGCGC 
TGGCGAGACT GGGGGGGGAT AAACTCGCCC 
TTGCCGTCCT CTGCGGCTGC GTGCTGGTGG 
TCCTCGTGGG GCTTGGGCTC CTGCTCCGGC 
ACTTCGACGT CGTACGATCC CATCCAACGA 
ATACCTATAC TGGTCGTTCA 



348 



EP 0 866 129 A2 



1465RP 

GATCCACTTC TTTGGCGACA AGACATTCGA GGGCGGCAAC GACTGGGAAA TCTACAACGA 60 

CCCGCGCACC ATCGGCCACA GCGTCCGCTC CCCCGAGGAC ACCGTGAGGA TCCTCAGAGA 120 

5 GCTGTTCGAC CTGTAGGCGC CGCCGCTAGC TAGTTCTTTG TAATTGCTCG ACATTTACAA 180 

TGCATATTCC TATATACACC GCGCGCAGCG CTCAGCTGAG CAGCCGTACG TACGCCAGCA 240 

CGAGCGCAAA CGTACCCGTG CACACGCCGA TCAGCCACTG CATGACCTGC GTCTTGACCG 300 

AGTCGATTTG CATCTTCATA TTACTGACCT CCTGGTCAAT TCGCGTGTCA ATCTCCTTGA 360 

TCTGCAGATT GTGGTTGCTG GACTCCTCCC GGATGCGTCC CTTTTCCAAC GAGAGATCCA 420 

GCTTGAACCC TGCGTTCGCC TTCGTGATCT CCTCTCGGAG CCGGTTCCGC AGCTGCTCTA 480 

10 GGTCGTTTCG AATCCGCTCC TGTTCGTTCT GGATGGAGTG GATCTCGCTG CGGTCCGCCG 540 

TCAGCAGTTG GTCCCGCAGT TTTGCAAAAT CCACCCGCTG CTGGTACGTC AGCTTCGTAA 600 

GCTTCTCGCG GGACGCTAGG TCCTGCGAGA CATGCGTCAC GCCCCCGCGC AGTGCGTCCG 660 
ACATGATATC CACGATCGCA TTCGCCTGCT GGCTTGCTGA AGT 



15 

1465UP 

GATCCCGCAA TAGCTTGATT CGATCGTCTG GTCGCGTACC TGCTCGACTT CTCTTGCTCT 60 

TCTCTATGTT CGTTGCTCAC GGCCGGAAAA CCACTACAGC ACAAAAAATT CACAAGGTCC 120 

GCCGCACCAG CCTTTTTAAT TAGCGCAATG GCAGCGAGTC CTGGTATATA AGGCAAAAGA 180 

20 CGGGAGGCGG ACAGCTACTA CAGGCTCATC GAGGCATGGT ATGTTGCGCG ACAGTGGCGG 240 

CAGGGGGCAG GACTAACCTT GATGTTCGAT AGAATGCGTT GTACAACCAC GCGGTGAAAC 300 

AGAAAAAGTT GCTGGAGCAG GAGCTGAATC GATTTGAGCT CGGGGTGGCG GCGCCGGTGG 360 

GGCTGCAGGG TTCCATATCG ACGGCACTGG TGGGACTGGA GCGCACAATT GAGCAGTATC 420 

AGGCGCAGGT GGCGCAAACG GGCAGCGGCG CGGAAGCCGG CAAGCATGCG CAGCGCGTGG 480 

GCGAACTGAC GGAGTGCGCA ACGAACGCGC GGCGGCGGTT CGAGGGGCTG CGGGCCGCGA 540 

2s GCATGCAGCC GGTGGCGTTC CAGAGCGGGG CGGCAGCGCC GGAGGGCGCC GTGAACCAGC 600 
CGGCGGCGGG GGCGCGCAC 



1466RP 

30 

GATCTCTTAC TTTTCCTACT CACCAATGTC TTTAACAGAC ACCCAGAGTC ACGGCCGGCA 60 

GCCTATCTGC CGTGCTGGCG CCATGCCCCG CCCCTGGTAC TGGCCCGCTC GTGCTCGCGG 120 

TAGTCTCACA GCAACGGAGC TTGCTCCAAT TGGGCTGCAT TCTCCCGACC ACAGTCTGTT 180 

TGTCACGTGA CTCTCAGCCG TCCCGAATGT ACATTTCTAT TTATCTACTT CTTGCCGCCT 240 

TGCCGCCACC ACATCCGGTG CCGGGCAGCA CACCGACCGC GCATCGCGGC CCTCGCGTTC 300 

GTAGAACTGC GCACAGCACG TGTACAGTGC CTCCACTGCC GCCGCGCAAC GGCCCTCCTC 360 

35 GTACCCTGTG CGTTTCAGAC ATGCCTGGAT CGCACATGCC TGGGCCTTGC ATGGGGGCTG 420 

TCCCTCTGCG CTGCGCCGCC TATTGTCCAT GTTTTGTGTT CTATCTGTTG GCCGGTACCA 480 

CGTTGTTGTA CCAGAGTACA TTGTCGCGGT GACCCCGTGT AATGTCACCC CGTGGGCCAC 540 

AGATGACCCT GCCACATGCC TCATTTCTTT GACCGCACCG TGCCGCGAGA CCGCCCACAT 600 

GGGCCGTGCG CACTCCGACG ACACCCACGG GGCGGCACTG CAAGGGTCGC AGGTGCGGAT 660 
GAGTCAAAAC AAACCAGGTG TGGCGCTGGG CGGGTGAAAA TCGACTCATA GAGAC 

40 



1466UP 

GATCTTATTA ATTTTGATGG TGCTATATTC TAAATTCAAG TAATGATAGC GCGTGATGCG 60 

45 GTACGTACCT ATACATATAA CGCACAGTTC ACCATCGTCT ATGCGTGTAT GAAAATCACT 120 

CCAGCCGTGC GACACGCCAC GTGTAATCTA GTGAGTTTCA AGTTCTTCCT CCTCATCGGC 180 

AGAAAGTTCG CCCGCGGCGG TGAGGTTCTT GAGCCGCTCC TTGAGCTGCG CGATAAGGCT 240 

ATTCTCCCTT TGAGCATGCA TGCGGATACC CTCTAGAGAC ATATGAGCCG AATCTGCACC 300 

ATCTAAACCA TGTTCGCTGT TGCTGCCAGT GGCAGCTGCC AGTTTGGGAC TGGACAGACC 360 

TGTCTGTCCA TCTTTGTAAG AATCCTCGGT CGTTGCCGAG TTGGAATTCA TGGTTCCCAT 420 

50 AGTGTGCAAG ATTTTCTCCT CTTCTGTTAG TTCCAGATGG GTACCTGTCA GATTGATCAA 480 

GGACCTGCCG CTTTTACGGC GCGAGAGCTT GGGCAGAAGA GAGTGCCCGG TTGGCGTCGC 540 

TTCACCAAGG TTTGTAATGG AGGTGTGAGA TCTCGGAGTC CTTGGTAGTC TCAGACACGA 600 

AGCACCGGCA TCATGTATCC ACTTCGCAAC AAGCGAAGTC CAGCCACACT GGTGTGATGC 660 
GCCCAAGCCC CTACCAGTGT CACCATCQAA GTAT 



55 



349 
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1467RP 

GATCGCAGAC TCCGCCGGAG AGACTTTCGC 
CGGCCGTTCC GTGCCAGACT CTTGTTTATC 
ACGCCCTTCT TGTTCGTGTT TCCACCAATT 
TTCRRKCTAT TGAGCACACC ATTGGCACCA 
CGTCCTATCC TACGGCCGGC TAATAAGTTA 
ATGTTATCGT CTGCAGCCAG ATCCTGTTTG 
ACCACGTGAC CATTATTCAC GTGATGAATT 
GGTTAACCAT GACTAGATGG GCATACCTCA 
GCGTCGGCCG AACCGCCCGG TGAATCTGTG 
TTCCTTAATC TGTGAGATGC ACACTGACAA 
CCTCATGCAC GTGCTCAATA AGGTCCAGGA 
TTGCAAGACA CAGACGATTG GGTTGTGCCA 



ACCTCGGGCA CAGGTCTTGA AAGAGAGCTC 
ATGTCCGTAA GAGCAGCGTT CGTGCCAGGT 
GATGGAATTT GAGACGTGAA CCTCTGCGGA 
CTTGAGCCCC TTCGCTCTGC CATCCCTAAT 
CTACCAGACT CTGGCCCTCA TCTGGGACTG 
TGACCCGATC GAAATCATCG AGTACGAATA 
TGGCGGTCCC TGTTGCCGAC TCTTACTCCA 
GATACGTTAT TCATGGGATC CGGAGTTGCC 
CTGACGACCT AAAAAATAGT GTGCGCAAGC 
ACTTGAAGGC TGAACCATCA AAGCGATACG 
AGTCTCGCAA TGGGGCAAGC AGACGGTAGA 



1467UP 

GATCGTCCGA GTGCAAATCC ATACCAAAAA 
CGAAGAAAAA TAGCCTCAGT GAAGTGCCCA 
AGAAATGTGG GACAAGGCGG TGGGGGGGCT 
CGGGAATTAC GGCGGTGAGA GGCAGGGGTG 
CCATGAGCGA GATGCAGCAG CCAATACCTA 
CCCAATGGCG GAGGGCAACA GGGCCCGCGT 
TGGACTTGAC GGTCAGCTCG GTTTCATAGC 
GGTGCTTGAG CAGGCGGTGC TTCTCGTGGT 
CTCGGATGCA TTTGCGTGCG GTGTAGCGCT 
CCTTCTGGCA CACGGGAATC ACGGTGGGGC 
GCTCTGGCGC CTGCGCTATG TCGTGGAAGA 
CGTCCCAGCG CGTGACCATG CCGAGGTTCT 



TGTGGACCCA GGTACGGGAT TCGAACTTCT 
ATTGCCTTAT AGTCGTTTTG CAGAGCATAT 
TGTCGGACGC GACGGAAGAA GGGATCTGGG 
CGGAAGAGAA AAAGGTGAAG CGAGTTGTTG 
TCCCAATGGT AAACGAGGCG GTCCAGATGG 
CCTTTTTGCG CGGTCTGCGG TGCTGTTTCT 
CGGACTCGGA CTCGTTGCAA AGGTTGTGCA 
GGTTGGACAT GATTATAGGG C TGCAGT ATA 
TCAGGAGAGC CGCCAGCGTG CTCTTCTGGC 
AGGGCGCCTT CTCGCACAGG CCGTCCAAGA 
CCACCATAAC CGCGAGGTAC CGCTGGCCCA 
TCACGTCAAA 



1468RP 

GATCTCGTCG CTCATTGTCG ACCTGCAAAA 
TAATCCTACG GCCGTGGCCT CAGAGATTGT 
GTCGCCGGCG CCTGCCGGCC TCGAACCCGC 
CTGGGCCACG CAGGGTCCAA AACCCACCCA 
GCCAGCACGT CACGTGCGGT TACCCGCCCT 
CTATCGCGCC CGAAAAAGCA ATTTGCCGGC 
ACAGGACTCA TGCCCCGTTC CCTTCTTTAT 
ATATTTATAT GGTGTGTTTT CCTCCGCACG 
GCAGGGACTG ACACCCAGCC AGAACAGAAC 
AACGCCCCCT GTAGATATCG ACAACATCAT 
GCCGGGGCAG CAGGTGGACC TCGAAGAGCA 
CAGCATCTTT ATCAAGCAGC CCATTCTTC 



AGTGTTCAGA AGGAAGGCAA CATGTGTTTT 
TCACTCAATG TCGTTCATCA TTATGAATGG 
GCCACACGGC CTCCGCCGCG CGCTGCCCCG 
AACTCACCGC GCCCACCCGG CTACACCGCC 
GCCGGCACTG AAAATTTTTC GCCGCCAACA 
CAACCACACA ACGATCTGTT ACCGAACAGG 
TTATTTACTA GCTCCACATA GATATTTTTG 
CCGCAACCCA GCACTTAGCA GACCACGGGG 
AACAACAGGC GACCTTACAA TGAGCATGGA 
CGACCGCTTG CTGGAGGTGC GGGGCTCGAA 
CGAGATCCGC TACCTGTGCT CCAAGGGCCG 



1468UP 

GATCTCAGAA TTATCGGCTA GCAATTGATA 
GGCATCGCAT CTAGACATAG GAAGTAACCT 
AGAGAGATTG CGCAACAACA ACGGCCAGTT 
TTGTAGACTC AGCAGTGTTC CTGTGTGTGC 
TCATTACTTC CATTGTGAGC ATGGAGAGCT 
TGGAATCAGC GGCATCGGGG GAGAGAACAC 
GGTAGCCCGA ATTGTCGTTC GCAAAGCAGT 
AGGTCAACTC ACCGTGCGAC GACGCACGCT 
CGTACACCAG CAGGTCTCCA GACAGCTGTT 
GATAAGTGAT TGTCAGCACG TCCCCGCCTT 
AGGGGGGAAG AAGTACATTG 



TTAGCATACT TAATTCGTGC TAAATACTTT 
CAAAAAAGCT ACGCAGATAG TAAACCTGGA 
GGAAAATAGA CCACCACTTG ACCCTGTCAT 
GTTCGCGAAT CTCGATGTAC TGTTGCTCGT 
TGCGCACCGC ACCCTCTAGC GTCTCCGAGC 
CGTAGGTATT AAACGTGACA TCCTTAGTCA 
ACTGGTATTT GCCATCTGTA GGCGCCTTCA 
GCGCATCCAG CACTGACCGT CCGTCAATCC 
GATGTGATTG TGGGTCTCTG TCGCCGAATT 
TCAACTGCTC AAAGAAACAG CGCCGCCCGT 



350 
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1469RP 



GATCAACTAC ATCTGCGAGC AGCAGCCGAA TTGTAAGGTG GCCATCATAG CATATGACAA 60 

GTGGCTGCGT TTCTTCAACC TGCGCCCGGA GTCGAGCCAG GCACAGGAGC TGATTGTGTC 120 

5 CGAGCTCAGA GAAGTCTTCC TGCCGCTGTA CAGCGGCCTC TTCGTGAGGC CTGCGGAGGC 180 

AATGCATGTC ATACAGGACA CGTTGGTCAA GCTCGAGTCG TTTATCCAGG ACGACAAGCT 240 

CTCGCACGGC GCCGAGGCGT GCTTCGGGTC GGCGCTCGAG GCCGCGCTGC TGGCGCTGGA 300 

CACTGCCACC AATGGTAATG GCGGCAAGAT CATTGCGACT CTGAACACGC TGCCCACCGT 360 

GGGCAACGGC AATCTGACGC TGCGGCGCGA CGACGGCCTC AAGAAGAGCC TGAAGTGCGA 420 

CAACAGCTTC TACACCGCGC TGGCGGACAG GATGCTGAAG GCGTACGTCG GCCTGGACCT 480 

io CTTCTGCACA GGCAGCGCCT TCATGGACTT TGCCACGCTC GGCCACCCCG TGCTGGCCAC 540 

CTCCGGGACG TTCCGCCACT ACTCGAACTT CCAGCTCGAC GCGACGAGTT CCCGCTGGGT 600 

CAACGACATG CTGCACGCCG TCAGCAGCAC CGTCGGCTAC CAGGCGCAGC TCAAGGTGCG 660 
CTGCTCCTCG GGGCTGTCGT CAGTCG 



15 

1469UP 



GATCGGGCGA GCAGGACTAG AGATGAGCAG CAATGACAGT GATTATCTCC TGGTTACCTT 60 

CAAACTCTTC ACTCTCCTCA AGAACTTGTT ACCTGATGAC TCCTTCTTAT TGTCTGTGTC 120 

ACGCGCGCCC GTGTAGGCGT CTTCGTCGTC CTCCTTCTCG TCCTCAAGAT AGCCAGAGTG 180 

GGTCTTAGTC AGCTTCAGGT TGCCGTTCCT GGGGTCGGGG CCAATCGCCG ACGCGGACGG 240 

AGGGCTTTTC GCCAGCCTGT GGCTCAGAGA CTTCTTCCTG CCCACCGTGC TCTGCTTCAT 300 

CGCCTCTATA GCGACAGGGG CCGCCGGCGC GCCGTCGAGG AACGTCGTGG AGCCAAGCCC 3 60 

CTGTGTCACG GGCCCATGCA CAAGGTCCGC GGTTACCTTG GCGTCGAACT GCGTCACCTC 420 

CGAATGGTTC TTGATAGCGT TCACCGTCGA CGACGAGCGC TCGCCGACGT CGCGGCGCGA 480 

ATACAGGTAC GAGTCGTCGT CCTCGTCGAT GCCGAAGACC TCGTTCATCG CAGACTTGTG 540 
TGCGGTGGOC CCGACAACGT CGAGTTCGGC CG 



147 ORP 



GATCTTGCTG CTATCCAGAA ATGGGAAGTT CTTAGACRAC GGGGAATTAA GCCCCTTTTC 60 

CAATATTTTG AGCGTCGTTT CATAGCTCGG AAGACGCAGC AGAAGCCCCC CCAGTAGTGT 120 

CTGTTCATGT TCGCTCATGA AAGGTGTCTC TATCAAATCT AGCTCCATCA TCGCAGAGTA 180 

GTTATTATCT TTCTTCCAAG ACAGACGCAC ATGCCGCAAC TTCGTCAGGA TTACAGTAAA 240 

ATAATGGTAG AACCGCGGAC TCACAGAATC GACGACCGCT CGAAATGAAG TCGGCCCGTA 300 

GAAGATCGTG CGGCCCTGCT TCTCTATCAC AAGATGGAAC TGCGAAAGTC TGTTCACGGG 360 

GGACACCGTG CCCATAACGT GCTTCTGCAT GAACAGCTGC GGTACCATCT CGCTCTTCAT 420 

CCGCGCGAGC TCAGTCTCAA GCTCGTCGAT CCGTCGCAGC AGCTCCACAT TGGGCGTTCG 480 

AGCTGAACAG CTCCCGTGAG TTCACGTCGT GCGTAAACTC AGACAGGTAC ACACACTCGG 540 

GCAGGCCCTT CCCAATACAT TTAGAGCACT TCGGCCGCGC CTTGTTGCAC TTGACGCGCC 600 

GCTTGCGGCA GAACACGCAC GACTTGCTGA CCTTCCGCCT GGTTTTCACA ATCTTGCCAT 660 
CGGACTCTGC CATCCCGCCA GCTTCAGCAA AATGAGTAG 



40 



1470UF 



GATCGCGGAC GTGGAACACT GGCCGGAGAT GCGCGCGGCC ATCCTGGTGG TTTCTGCGGA 60 

CCGCAAGGAC ACGCCATCGA CGAGCGGTAT GCAGCAGACG GTGCACACGT CGGACCTCTT 120 

45 CAAGGAGCGC GTCGCGACGG TGGTGCCGCG GCGGTACGGA GAGATGGCGG CGGCGATCCG 180 

CGCGCGCGAC TTCGCGACGT TTGCGCGCCT GACGATGCAG GACTCGAACT CGTTTCACGC 240 

CACCTGCCTG GACTCATTTC CGCCGATCTT CTACATGAAC GACACTTCGC GCCGGATTGT 300 

CAAGCTGTGT CATCTGATCA ACGAGTTCTA CAACGAGACC ATCGTGGCGT ACACGTTTGA 360 

CGCGGGTCCG AACGCGGTGC TCTATTACTT GGCGGAGAAC GAGGCGCGGC TCTGCGGCTT 420 

CCTCTCTGCC GTCTTTGGCG CCAACGACGG CTGGGAGACC ACGTTCTCGA CGGAGCAGCG 480 

so CGCCACTTCG CCGCGCAGTT CGACGAGTGC GTGCGCGGCA AGCTTGCGAC GGACCTGGAC 540 

GACGAGTTGC ACAGAGGAGT TGCCCGCCTC ATCTTCACGA AGGTCGGGCA GGGCCCCAAG 600 
ACACTAAATC CTCGCTCATC GACCCCGAGA CGGGCCTGCC CCGCTGACGC TATTC 



55 



351 



EP 0 866 129 A2 



10 



147 1RP 

GATCAATTAA 
CATTAGCTAC 
CAGTCAGTAC 
TGGAGTACGG 
CACCTTCCTG 
AGAAGAAGAT 
ACCTGATCGC 
TCGCGGCTGT 
CAATGACATA 
AAAACAATCA 
AGTCTTGTCA 
TAGAAGCAAA 



CTATCTAGAT 
CCTATCGGAA 
TTGCTGTTGC 
CGCGTGCCGC 
CCACATCTCC 
GTAGAAGAAC 
ATTGGTAATG 
GGCGATAGCC 
CGCAATTGGG 
TAGCATTGCC 
CACCAACGGA 
CATTTCCTCC 



GAGTCTAATT 
CAGACCGTCT 
TTATGGAATG 
CTTGCAGAGG 
TCGACCTCTT 
GCAAAGATCA 
TATGGTGTAA 
ATGCCCTTGG 
GCCCAGGTAG 
TGCCGGTCTG 
GGCAAAAATA 
TGCCAAATCT 



AATTAATATA 
GCTACTAGGC 
CCTGTCATAT 
GTACCCATGA 
CCAAAGTCAA 
AACAACCCAT 
AGAAGGCGAT 
CTTTGACTCT 
TTGCAAAGAA 
GAAGAAGGCT 
ACCATACAAA 
ATCGACAGTG 



CTTAAAAGTC 
CGAAAGGGTA 
GCCGGCAGCT 
TTC TGAA CGC 
ACCCTTTGTC 
GAACACGTAG 
CAAAAAGCCC 
TAATGGGAAA 
GAAAAATGTA 
GATCGGGTCC 
CGGCCATTGC 
TTACATTG 



CCGTTAATAT 
AAGCAGTTGT 
TGTTTGTCAC 
CAAGGTACCA 
TCGGGGACAA 
CCGTAGTAAA 
CATATCCAAT 
GTCTCCGAAA 
GAGGCAGGTA 
ATTGGGCCAT 
CGCGGCACCG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



15 



20 



25 



1471UP 

GATCTTCGCC 
AGAGGTCGAG 
TTCC TACAA G 
AAAACTTTAA 
TCTATGTTCA 
AATATCCGAT 
AATACATGCC 
GAACATGCCT 
GGTCATCGCC 
ATATCAAATT 
TGATGCCGCT 
CGTTGAGCTC 



TTCTTCTACA 
GAGATGTGGC 
AGAAATGCTT 
ACTACAAACT 
TTAATATTGT 
TAATCTGTAT 
GAGATAACCA 
GTCGTTGGTG 
CCACTTTCAA 
TTTCGTCGTT 
ACATCGCACA 
GTTTATGCTT 



AGGAGGGTGT 
ACGAG ACTGA 
TTTTTGTTCT 
TATGACGTTC 
TTATTAGTTG 
ACGCCACTGA 
GGCCGCGTGC 
ACTTTGTAAT 
TCTTTTCAGT 
GGGCCAAAGC 
AGTGGAATAT 



TGTCCCAGAG 
CGTCCCATGG 
GGAGGTGAAG 
GCTAATCATC 
ACGAGATAGC 
TAATTGCAAT 
GGCGGGACTG 
CCGTCGCCGG 
CGAGCAGGAA 
GAGTAATATT 
ACAGGTGCTA 
CTGCAGCATA 



ACAAAGGGTT 
AAGTCCGAGT 
CCAGAGAAGA 
GGGTTAAAAC 
ATATGTAAAT 
GCCATATGAT 
GGCCCCTTCT 
CCAGCCGCAT 
ATTAAGATTC 
GTTCCGGCAC 
AACTATTGCT 
TTCAATATCA 



TGACTTTGGA 
CCTGGACTCC 
CCTGGGCTTA 
CTAAACCTAA 
TACTATTAAA 
ACTGCAAAGC 
CCGGCCCGGC 
GCCCGTCGTC 
GTTATAAATG 
CGCACGCCGA 
TAGTTGGCGT 
AGTCTGAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



30 



35 



40 



1472RP 

GATCTATCTC 
TACTGGTCAA 
CGAAAAGCCC 
CTTAGGGCTC 
GCACTACGAC 
GATATTGCTA 
TTGCTGCTAC 
AATATTTCCC 
TGGAAGGTCT 
CCGTCGTCTC 
AATAGTGACG 
TGCACCCACA 



CCAGCTTAGA 
GTTTTGTAGT 
GACTTTTATG 
CTCCTTCCTC 
ACGCCGTGCA 
CGACCCCAGA 
AAGAAATCAC 
TGGAGAACTC 
TTTACGACGG 
AGGACCTGCC 
CACCAGCGCC 
TTGCGCTCTA 



GAGACCGTCC 
TTTATAAGAA 
GGCGTAGAAG 
ACGTAAACGC 
TTCCCTCATA 
ACTGTCCGAA 
CTCCACGTTA 
CATCGCAGTA 
ACTCGCGAAC 
CACTGAGCCC 
ATCGCAGTAG 
CTTTTATGTG 



GGATGTAAGT 
AACATATATT 
TCGTGAAAAA 
GCATCATCAT 
CAACCTTGCC 
CCAGACAAGT 
GACTCCATCC 
GGCAAAGAGT 
GGAGCGGCTC 
GTCGCCGCGC 
CGTTTGCACT 
TCATC 



GATACCCAGA 
AAACGGCTAA 
GGCGAAAAAC 
ACGCCTTCTG 
AACACATGAT 
ACTTCGTTGA 
TGAACAACTT 
TTGAGAGCGT 
CTGGAGTTGC 
ACCAGAATGC 
CTGCCCTGGC 



CAGCCAATGA 
AGACAGAAGG 
TATATTTCCA 
TGAGTCAAGA 
CATGTCCAAG 
GCAGCGCGAT 
AAATGGCCTG 
GTCCGAGCTT 
CGCAGCCAAC 
TGCAGCGGGC 
TTTACACCCG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



45 



SO 



1472UP 

GATCTCGATT 
ACGACTTTTG 
CACGGCAGAC 
GAATTACCGG 
GATCCGGTGT 
ACATGCGATT 
GTTGTGCAGG 
GAGCTTGAGG 
AGAACATGCT 
ACGAACCGCT 
GGGCGAGACT 
GACACCGGAA 



GAATGCCAAT 
GTAAGACCCA 
CAGTTAGCGA 
AGGAGACGAT 
GGGAGTTTCT 
CTACAGAATA 
GCATAGTGTC 
ATGTGCCAGA 
TGCAAAAGCG 
GCACAGGGCG 
CTTAAGTACA 
CATAGACGCA 



GAAGGTTTAT 
CGGTGAGGAA 
CGACACAACC 
AGGTGCGAAT 
GGAACGGCCG 
TAGAGAGAGT 
TTCTCTCAAG 
GGATCGGGGC 
GAAGAGGATT 
ACGAAGCACT 
GCGAAGATCT 
CCACATGCTG 



GGCCGTCACG 
GATAGCTGGT 
AAACTCAGCC 
AGAAAACGTC 
GCATCGGGGC 
GCCAGTCAAG 
CCTGCAAAAG 
AATAACGGGC 
CTGACACCGA 
ATC GCGGC AC 
GGACTTTATA 
CGCTTGTGTC 



GGAGGTATAA 
TTAGCAGCGA 
TGAGCCAAGA 
CGGCGGAGCG 
AGAAGCGGAG 
AGTTTCTAAA 
AGGTAGTTGA 
AGGCGGTCTA 
AGCTGCTGCA 
TTTAATGAGC 
TTGTCCGACA 
TGGATATGAT 



CAGACTTGTA 
CGATGAGAAC 
TCGATGCAGC 
AACGCAGACG 
AAGACGAGCA 
CGCTGTGAAC 
GCACTGGGCG 
TGGCAAAACA 
CATGAGTCTG 
TGCGtACGAT 
ACTCCATGAC 
GAACAACGA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



55 



352 



EP0 866 129 A2 



1473RP 



GATCGCATCA TCCTGTACAC CAAGCGCGAC GTCTGCGCCG CGCCCACCCC CGCCGCGCTC 60 

CACCGCTGGC ACGCCGAGAC CGGCGACGAC TACATGCTCC TCGACGCCCG CAGCGCCGCG 120 

5 GACGCCGCGG CGCTGCTCGC CGCCGTGCGC GCACGCTAC6 ACGCCGCCGC TGCCGCGCCC 180 

GGCGCGCTCC CCCTCGGCTA CCGCCTGCTC GTTGCGGGCA TGCCCAACGT CGGCAAGTCC 240 

ACGCTGGTCA ACCGCCTCCG CGCCTCCGGC ACCGCGCGCC GCGCCAAGGT CGCCGCCACC 300 

GGCGCCCACC CCGGCGTCAC GCGCGCTACC AGTGAGTGCG TGCGCATCGC CGATCACCGC 360 

GCCGGCGTCT TCATGCACGA CACCCCCGGC GTCGCCCTGC CCGCCCGCGC CTCCTCCGTG 420 

CGCCGGATGC TCGCCCTTGC TCTCGCCGGC TGCGTCGGCC CCGCCGTCGT CGACCCCGTC 480 

10 ATCCAGGCCG ACTACTGCTC TACCTCCTCA ACCTTCAGGG CCTGGCCCCC TCCTACGCCG 540 

CCTACAGCCC CCCCACCAAC GACATCGCCG CCCTGCTCGC CGCCGTGTGC ACCCGCCACC 600 

GCCTACGCTC CGAGACCGCA GCCGCCCTGC ACTGGCTTGC CATCCGGGCC CCGGGCCTCT 660 
GCCTGGAACC GGAAG 



is 

1473UP 



GATCTAGACG GAGTTATTAT GCCGCGGCAC CTCCAGCGAC TGATACTCAA GAATGTGCGC 60 

TCCGTGCGGT GGTGGAGGTT CCGAGAGATC CACGAAATTA CGCTAGATCC TAATACGTTT 120 

ACCAAGAAAC AGGGCTTTGT GGGAACTATA CACGGGCCAG ATCAGGATCG GGTGGAAGTG 180 

20 CGGCAGATAA ACAGGGCTGT CATGAGTCAG GACACATACT TCCACTTTGA TAGTCTTTTG 24 0 

AGGGCCAGGT TCCAGAACCT CAACTACATC AGTCTGCACA ACGTTTCCGA GGAAATTACT 300 

GGCATCATAG TGCCTCACCG ACTGTATTGC AATGGCCGCA TCAGCATTGC AGGCTGCGTC 360 

GTGAAGGGGG TTGTAATGAT CTAAACTTGC CCGGATATCC CTATTGAGAA ATAAACACAT 420 

GGGTGAAGTT ATACATAGGC GCGGAAGAAG CCGCTTGAAT ATTGATAGAC CGAATAGTGC 480 

GATCAATGTA ATTAAATAGA TAGGTTACAG CCCTACCGGG CTGGCATTTG GTCCGAGATT 54 0 

25 GGTCTGCCTC TACCAAGTCA GCCAGTTACC GGAGGGTGAA GTAGTAGGAC ATCATAACTC 600 

ATAAAAAACG TTACATTCGT TGTGCTTGTC GGGAAATCAG TAATCATGCA GGTGCGTCGT 660 
GAAACCGAAG GAAACGTAAT GGCGTGGAAT AAGTAAAAGA TGC 



30 



1474RP 



35 



40 



GATCGTTCAG 
TGGCCAGGCG 
GCTGCAAGCG 
TAGGGTAGCT 
GTGCCCCCAT 
GTGTGTTGTA 
CTTTTTTGCC 
GCACGCCGCG 
GATGGCGCTA 
CGACTTCGCC 
TGATGAATTT 
GAT AGC CATC 



TTTAATCACC 
TTGCATCACG 
CAGTTCAGCG 
GCCCGACCGC 
TAGTGGCCGT 
ATCGTCAATT 
GCCAGCGTGG 
GTGGCTGCTG 
ATATTCCCAT 
GATGACGGCG 
GACTTTTGGT 
ACAATGTATA 



TGGGACGCAC 
GCATTAAGCT 
CTGATATGCT 
CGCAGCGGCG 
ATCATCGTCT 
ACCGCACTCC 
TTAGACCCGC 
CTGTGGCTCG 
CGCTATCTGC 
TCTTCCACGA 
ACATTTCTTT 
GCTCGCTACT 



TGCCTTGCGG 
CCTGTACATC 
TCCCGCCCGG 
AGCTGCGCGC 
CGATCCCGCC 
AGTCCTCGTC 
CCGTGGTGTT 
ACAGGGACGC 
AGGCTCCAGC 
CTTGATCAGC 
GGACCCATTC 
CTGAACCGCG 



TTCCAGCACT 
GCGCTCGTGC 
TGTAGACATC 
GCCCTTGTCA 
GTTTGCCATC 
CAGGTCCGTA 
GCTCCGAAGC 
TGCATAGTCT 
GATGGCGACG 
GAGCCCACAA 
CCATTATGGG 
TGGCAACCAC 



GCCTGAAACT 
TGGGCCTCCA 
TGCGGCAAGC 
GCCGTCTTCT 
ATCGGTATGG 
AAATACTTGT 
GGGCTCAAGT 
GCGACCTCCT 
CCAGCTGATT 
GCGACGAAGA 
GAACCGTCCT 
TGCAAC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



1474UP 



45 GATCGAATTC TCACAGGCCA GTACCTGCGT ATTACAGGTT TGCCATAGTA TGATTAGAAC 60 

CGTAAAGCCC AAGAATGCCA GGGCCAAGAG AGCTCTGGAG AAAAAAGAGC CGAAATTGAC 120 

GGAGAACGTG AAGCAAGCGC TTTTAATTCC TGGCCAAACT TCGAATAAGC TCTTGCACGA 180 

TGTTATGGTG GACCTTGGTG GACTCAAGAA GCCTGATGTG AAGCGCTTCA CGCGGAAGAA 240 

CGAGCTTCGT CCGTTTGAGG ATGCGTCGGG TGTCGAATTT CTCAGCGAGA AGAATGACAG 300 

CTCGTTGGTG GTGGTCTGCT CCAACTCGAA GAAGCGGCGC AACAACTTGA CATTCATAAG 360 

SO GACGTTTGGG TACAAGGTTT ACGACATGAT GGAGCTGCAG ATTGCAGAGA ACTACAAATT 420 

GCTAGCGGAC TTCCGGAAGC AGACGTTTGC AGTGGGGTTG AAACCGATGT TTTCCTTCCA 480 

AGGTGCGGCA TTCGACTCTC ACCCAGTATA CAAGCACGTC AAGTCTTTGT TCCTCGACTT 540 

CTTCCGCGGT GAGGTGACCA AGCTGCAAGA CGTTGCAGGG CTTCAGCATG TGATAGCAAT 600 

GACGATCCAG GGCGACTTTG AGGATGGCGA GCCATTGCCC AACGTCCTTT TCCGCGTCTA 660 
CAGGCTTAAG ACGTACAGAA GCAGCCAAGG TGGTAAGAA 



55 



353 



EP 0 866 129 A2 



1475RF 



10 



GATCCGACCA 
ACCGAGGAGG 
CGTTCAACCG 
CCTGCAATCG 
CACTCCTATC 
GCCATTGTGG 
GTCCCGTGTC 
CCCTGTCTGA 
ACGCTTCTGG 
AGCGCAACAG 
TTCATGTAAT 
GCAGGAACGT 
TCCTTCTGCA 



ACGAGCGCAT 
ACCAGGGCGC 
TAAATAGTCT 
CTCGCTTGCT 
AAAATATCCA 
AGTAGGGCCG 
CGTCCCTGGA 
TGGCGTCCTC 
GGGCCGCAGG 
ACGAGGCGCC 
TGCTGCCCTG 
TCGCCTCGCC 
GCATCCGCCC 



CTGCAGCCAC 
AAAGAAGGGC 
TATAGCCAGC 
AGCCGCACGA 
GCCGCGACAT 
CAACTCGGAC 
ATCCTGCTCC 
GACCGCTGCG 
CGTTGTGTGA 
TGTGCCGGCC 
GTCCGATGTG 
GCCATCGTTC 
TGAGCCGTT 



ATCGTTGATA 
GCCTTTGCTG 
ACGCCAGGCG 
TCACAGAATA 
TTGTTCTCTG 
AGCGACCACA 
AAGCCCTTCT 
TCCAGCAAGT 
AGCCAGTCGC 
GCATGGGCCG 
TATTGTGTCT 
TCGCAGCTCT 



ACGTCACCAT 
TTTGAAGCCG 
CCGGCCGGTT 
CAGCTACTTT 
TCTCGTGGGA 
GGTCGCCATC 
GGTCAAAGCC 
CCTCGTATGG 
ACAGAGAGGG 
CCGTGCCGAA 
GCGAACGGGA 
TCGGTTGCGG 



GATCGACGAA 
GATCCTGCGG 
CCTATGTAGT 
ATCCTAAATC 
TGTGGCGGTC 
ACAGCTGCCG 
AGCCAAGCTC 
ATCTGCGCCG 
TGTCGCTGTT 
TGCGTGCGGG 
AATCGGGGAC 
CACCAAAGCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



is 



20 



25 



1475UP 

GATCTTCCGT 
AAGCTAACCA 
TCTGAGACAG 
CCGAGGTGCG 
TCCAGTGTCG 
CCCATAGATC 
GAACGCAATA 
GCGGGCCAGC 
CAGTTGTTCG 
AGCGCGCCGA 
ATCGGCAGAG 
TTTAGTGGTT 
AACGCGGCAG 



CCCGAGTACG 
ACACAGTKCG 
ACAGACGCCC 
ACCGCGCTAC 
ATACCGGCAC 
CGTTCATTAT 
CTCGCTAGTG 
TAAAAAATCA 
TCACGTGTTG 
GCCAAGGACA 
TCCCAATACC 
ACCAAGAGTG 
TTGGTCCTTC 



GTCGTCTCTT 
CACGCTTTTC 
CTTGTTCAGA 
CTCTGTGTAC 
CTCCGCAGCA 
GCACTACGAC 
CTAGTTCCCA 
CCACTGCGCG 
CTCACGTGAT 
CTTCCTGTAT 
CTTGCTACTG 
TGGCGACAGC 



CGAGATATKA 
GAGCCGAGCT 
AGTAGCTCAA 
AGGAAGGTTT 
CGCTCGTTTT 

ctcgccctca 
cctaatatct 
ctcaccacgc 
tttacccggc 
cataacaaac 

TTGACATTAG 
CACATTGGGG 



GCACGCAGCG 
CAGGCGCGAG 
TAACACGTCC 
CAGGACTCAA 
CGACTTGTCC 
CTCAAGCCCA 
ATCTCATCGC 
ACGGTTCACT 
CCGTATAATA 
CAGCACAGGC 
GTGGTTCAAA 
ATCTACACCG 



CAACTGTATC 
GTGAACCAGC 
GGCTCGCTCG 
TGTCCTCATC 
ACCTGCAGCA 
GGGCCGTCTG 
CCATCGAGCA 
AAATACGAAA 
TCGGGTTCTC 
GGTAGGAGCT 
TGAGTGTCTG 
GGATGGTGGT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



30 



3S 



40 



1476RP 

GATCGTATCG 
AGTGACACTC 
AAATTGCTCG 
GAGATACGTG 
GATCTTGAAT 
ATCAGAATGC 
ATAGAGCAAA 
AAGGTACATG 
AAGGTAAAAT 
TTTGTATGCT 
GCGTCTGACA 
AGCTTCACAG 



CTAACTGTAA 
TTCAACAAAT 
CTACCAGTAA 
GGTGGTATCT 
GGTAGCCTTT 
TGCATAGACT 
TATTCTTTGA 
TATACATTCC 
TCGTAGGAAA 
GTCTTGGGGT 
GGGAATCAAG 
CAACTTCCAG 



TATCGAAAGA 
CATAAGAAGA 
GCGAT GTTAG 
CGATGCTTTT 
TGCATATCGA 
GATGCAGGAG 
ACGAAGCTGG 
TTGCGACATC 
ATTCGGGTAC 
GGTTCCTTGC 
ACCATCTGTT 
GGAATCTAAG 



AGCACAGACA 
AAAGTATGTG 
TAGCGTGCCA 
GAGGTACGCA 
TTCTTCAAGA 
AG CACTT AGC 
GTCTTTCCGG 
CATATCCTCA 
CCAGGAATGC 
GACGGCCAAC 
GAGCGAATTT 
CTGACAAGCC 



TCCCGGAAAA 
ACTAATGCTT 
TGGCATTCAA 
AAAAT TGGGC 
AGTCTGTTTA 
ACATGCCCTT 
AAGTCAGGCT 
ATACTGCTTT 
TGTTGAAATT 
AGGAAGTTGG 
GCGTGAGAAG 
CAGCTAC 



ATGACATCTC 
GCAGAAAAAT 
TAAATCGTAA 
CATATAAATC 
TAAGTTCTTT 
TATTCCTAGG 
TCATACCATA 
CAAGCATCGC 
GCGTCCAGAG 
GACAGAACCA 
GCGATCAAGC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



4S 



SO 



55 



1476UP 

GATCTGAAAC 
GTCGCAAGGC 
CGAGGACATC 
CAAGCCGGAA 
GTCCGTGAAG 
TACCGTGAAC 
GTCCAGTTCG 
CAAGGGTGCC 
CGCCCCCATT 
CAAGCCTGAC 
CGTCAAGGGC 



TAACAACAGC 
AAGTACACTA 
TACTCGATGT 
AGCATCGGCC 
TCTATTTTGA 
GCCTGCTATG 
TGGGACGGTC 
GC CCGGC CCA 
GTCTTTGACT 
TTCCGCAGTG 
CGTCGACCAG 



AGTGCGTGAA 
TCGGCTTGGG 
GTTTGACCGC 
GCCTCGAGGT 
TGCAGTTGTT 
GCGGTACTAA 
GTGACGCAAT 
CTGGCGGTGC 
CTGTGCGTGG 
A GTAT CCATA 
GCTTACCGCG 



CCAAGAGGCA 
CCAGACCAAC 
GTGCTCGAAC 
GGGTACGGAG 
CGGCGAGAAC 
CGCGTTGTTT 
CGTTGTTTGT 
GGGAACTGTC 
CTCGTACATG 
CGTGGACGGC 
CCTTA 



TTGGAG GCGT 
ATGAGCTTTG 
TTGATG AAGA 
ACGTTGCTTG 
ACCGACTTGG 
AACTCCTTGA 
GGTGACATCG 
GCTCTCCTGA 
GAGCACGTCT 
CACTTCTCAC 



ATGACGGCGT 
TGAACGACCG 
ACTACGATAT 
ACAAGTCGAA 
AGGGTGTCGA 
ACTGGATTGA 
CAATCTACGA 
TCGGTCCAGA 
ACGACTTCTA 
TAACATGCTA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



354 



EP0 866 129 A2 



1477RP 



GATCTTTGCG AGGGACCACT CTGCAATCCA AGAAGACTAG AGGAGTTGTC TAGGACAACA 60 

AAGTTTATAA GGAGACTTCT GGTGTTTTAC CGTCCTTTTC GATACCGATT CTCGACAGTA 120 

5 TATTCAAAGG CCAATAACGC CAAACAATAC GTTAAAGTTG GCTGCCAGTT TTTCAACACA 180 

CTACTACAAC ATTATGAGGG CATAAAGGTG CTTCTAGATG ATAGCAAAAT CATTCCTCAG 240 

CTCGCCAGTA CTCTCTATAA GGCTATGGAA GGGCATATTT TACCCAGTAA GCTCTTCTCC 300 

TCTTGGGCTC TCCAGAATAC GTTATGTGGC TCCTACTTCA AATTCCTCGG ATTGCTAATG 360 

AAATCTAAGG AAGGAATCAA TATATTAGAA AAATGGAACA TGTTCACTGT CATC TAT AAA 420 

ATGTTTCAGC CATCACCCCT AGCGGAAGAA TATTTGTTAC TCATGCTTCC AGAGTTGGAC 480 

10 CTCTCTCACA GCATACATTG TAGGATTATT TTTAGCAAAG CGCTAGTCGA CAGTAGAGAA 540 

GTCATAAGGA TCAATGCTAC CAGGGTTTTA GGCGAAATGA TCAGCAGCGT CAAATTATCT 600 

GATCCCACTC TGGAAGAGTT CATGTTAAAC CTGTTGGTCG CTCAGTTGTA CGATTTATCG 660 
AGTGAAGTGG TAGCAGTGGC CGACCAGATA CTGTACCATT ACTGTTTAAG TCAAAGTAT 



1477UP 

GATCCGAATG TCCTTAGTCT GTGGGAAGGA ACCGATGGTG GTGGTTGGGA ATAGCGGGAG 60 

CTTGAAAATT GGCTGCTGCT CCTTGAGACG CTCCCCGAAT GGTGCGGCTC TCGTGGATAG 120 

CTTCTCGTTC AAACCAGCAA CACGTCCTGG ACAGCAGGAT CGTTGGTGAT CGCAGAGGCG 180 

20 GCACGCGCAG CAATCGAGTC TGCATTTGCC TTCAACTCAG AGGAAAAGTC TTCGCCAGAA 240 



GCGTTCTTAG CGAGGACAAC AACCTCATGC AGCTTCTGGG TTGCAAAAGA GAACCAGTCC 300 

TTGATCTCTG GCTCCAAGGC AGACTCGTTT TCCAAGTCAA CTGGAGTGTG CAACAAGGAA 3 60 

GAGGACGTGG CAACAATAAC GCGGTCCCCT CCTAGTTTCT CAATTGCCTT AGAAATAGTG 420 

GCAGCCGACT TCGCGAAGTC ATTCTTCCAG ATGTTTCTAC CGTCAACAAC ACCTACAGAC 480 

AACGACTGGT TTTCGCCAAC GATCGCTAGA ACGTCGTCCA ACTGCTCTGG GTTTCTCACC 540 

AAGTCGAAAT GTAGGCCAGC CACTGGAAGA TCCACAAGCG CCTTCAAGTT CGGAACGACT 600 

GTCCCGAAGT AGGTGGTCAA CACAATGTCG AGAGACTTTT CCGCACCTAT ATGTTCATAA 660 

GCGGTCTTAA ACGCAGACTG TACGTCCTCT GCAAGATCTA AGACCAACAC AGGCTCATCC 720 
AGCTGA 



30 



1478RP 



35 



40 



GATCATTATG 
ACACCGGCTG 
GCTCGTTAGT 
TGAGCTTTGG 
ATGCAGGAAC 
AGCGCTGTCT 
CAGATCTATG 
GATCTTGTCA 
GAGCGTATCG 
CAAGACGCAC 
ACCCAAAACA 
TGCTGGCTTG 



CATTTTATGA 
GCAGACACAA 
AGCACTGCAC 
AATATATAGG 
TCCTCAAGCT 
GCGTA AATGA 
ACGCCTTTTG 
AATAGGCCTA 
GGCTCGCTTC 
TCCGTAACAA 
GGTCTTAATA 
AGGCC 



TATACACTGC 
CCAATGCCGA 
ACAGCGGCGA 
TAGGTGATGA 
CTTTAAGTTC 
CCTGGATTAT 
CGCCGAGGCT 



GTTGTGGAAG 
CTCTTTTAAC 
GGAGAAGGTC 



TATCAAAGAC 
GGATGAGGCT 
TGCTACTAGC 
GCTTTACAAT 
TGTAAAAACG 
CGCATTGCAA 
GGTACGCAGT 
TAGGCTAGCG 
CAGCTCGATG 
CACCTGTAAG 
ACCATCAGCT 



GACCAGTCGG 
AGTGAGGACG 
GAGTGAAGAG 
ACGTATTCGC 
GTATCAAAAA 
TAGTTGCTGC 
TCGCTGCGTG 
ATGTTCGCCT 
GACGAACCAG 
TAGTTTCTAT 
CTATATTTAT 



TAGTGAATAC 
AGTTAGAGGA 
GTATTTTACC 
TAACAATGAA 
CCGTTTTTCC 
TCTTCAAGGT 
GCATGCGGAG 
CACGAGCATG 
GAACAATGTT 
GCCTTATTCT 
GCTTGGAAGT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



147 8UP 

45 

GATCTGAGTA TCAAGATACC ATGAGCGATT CTTGCTCACT CTTGTACGGG ACTGCCCCGC 60 

TTATCCAAGT GCAGACAAGA TGCAACATGC ATACTGGCAG ACCAGGCCCT CTCGATCATC 120 

GAGTTGCTTT AAGCAACATA GTAGGAGGCT TCGAAGGAGG AGTTCTTCGG CTACCTATGT 180 

AAGAGATGCA GCGGATGGTT ACTGCTGGTC ACG TGCTAGA ATCATATACC ACGGAAAAGT 240 

GGATATGTTG CTTGCCCTTT AGATATGGCA GTTTTGCCAC CCTACTTGAC ACAGCTGTAA 300 

50 CAACGTTGAC TAAGGATAAA CAAGAGCTAC TGTCAACGGG CTATCCATAC AATGACATCT 360 

GATCTAATGG AGGTGGACTC GGCCCATACA CCGGATGTTT ATAGCGCAAG CAAGGACAAC 420 

GTTGACAAGT TTGTCGATCT GCTTCGCCAG GTCTCCAAGA CTACTATAAC ATTGGACTCC 480 

CGCTATGTGT GGAAGTCTCT TCGCGAGCTA ATGTCTTTGC GCAAGGAGCT GCAGCAGCAG 540 

ACCCTCACCA TCCTTATCAC GCTCCTATAT CCGGACGACT CGGCATTCAA GGTGCCATTG 600 

CTTCGTGTGG TGAACCAGAA CTCAAAAGCA GCGTCGAGGA TGCGGAGGCA TTCCAGGGCA 660 

55 AGTACCCCGC AGACTTTATC AGCTGACTGC TGACGGCAAG ATTGAC 



355 



EP0 866 129 A2 



10 



1479RP 

GATCCGCTTA 
GAAGAACTCC 
CCCCTGTTGG 
CAAGAGCTGT 
GCACCGTTTG 
ATTCTCGAAA 
CCGCTCGTCG 
ATTCCGGAGG 
AGGTCTTTTC 
CTAGAGCTGT 
AAAGACGTAA 
AGGATAGTGT 



CAGTAGCATT 
AACTCGAAGA 
CAGAACGCAT 
AGCTCCACGA 
TCGATGCATT 
AGCGTCGGGC 
TTTTCGTAGG 
CTGCGCTTGC 
TCCATTATTA 
TGCGCCAGCA 
AATTGGGACT 
ATATTTATAC 



GTCTCCGCAG 
GGAAGTTCGT 
GCTTGCACTC 
GCGCATCCTT 
CGTTGATCTC 
GCACTATCTC 
GCGAGGTGAC 
GCTGCACGTT 
TAGCACTATG 
TCGAGTTCTC 
ACGAAAAGGG 
TATTAGTAAT 



GTTGCCTGCC 
GCGGCACTGG 
TGCAAACTGC 
GGTAAGCCTG 
CTCTGTTAGG 
CCTGCCTGAA 
TGATGATGAA 
CACGTCAAAT 
CCAAGATCCA 
TTATATACAC 
AGTCGCCAAA 
TATGT 



TCAATTTTAT 
CATAAATTGT 
TGCACCTCGA 
CTGCCTCCGG 
TTGCCGTCTG 
GGCACCTTGT 
TCATTCATAA 
TGTTTCAACG 
GATGT GGCAA 
TGGCAGTTTG 
CAAGTGGCAA 



CCCGGCCCTC 
CTATGCCCAG 
ATTCGCGGAT 
AGCGGTCGGC 
TCGTCGGCGA 
TCTCCTTGTT 
AGCT GTTT TT 
CCCTCTTATA 
TCTGGGATTA 
TGTCTGACAC 
ACGTTGTAAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
6450 



15 



20 



25 



1479UP 

GATCCGGGCA 
GACGTAGACG 
AACACGCTGT 
GGGACGGGGA 
GTTGCGGGAG 
TTCCCGGAGC 
TCTGGATACA 
AATACTGTAT 
ACGAGCAACA 
ACGACGCAGT 
ATCACGCAGC 
ATTTCTGGGA 



TTACGGTGCC 
GGCAGCCGCA 
CCAACCTGCT 
AAGTCGCGCC 
AGATGGCGGG 
CATACGGGCT 
GTGGCCACCT 
CTTCGCAGAT 
TCTGGACCAA 
TCAACCCGAT 
AGCAGCCTCC 
AAAACGTACT 



CATCTACGAG 
GAAGCTGGGT 
TCCCAGTATC 
GTCTGCTGCG 
CAGCATCACG 
TGCACAGCCA 
GCAGCCCACA 
TACTTCGCTT 
CAATGGCTCA 
CCCCCTCCCC 
GCAGTCGACG 
CGTTCTCAAT 



GAGGACATTG 
TCGTACCGGG 
AGCGCGAAGC 
GACGCGGACG 
CCTCCGCAGG 
CGCACTTCGA 
GTCTCCAACC 
TCAAGCATGG 
AGCCCGGCAG 
GACTTTGGCC 
AACTCACTGA 
CTAATGCTTC 



TCGGGGACCA 
CGCGGGCCGG 
TGCACCACAA 
CGGGAGCCGG 
ACCTACATAA 
GCGAATCGTA 
CTGCTACGCG 
GCCAGCTGGG 
ATCCAATCAG 
AGTCGAACTA 
ATGTGCCCTC 
TAGCATATAC 



GGGCGGGACG 
GCGCTTCTCG 
CCGGAAGGGC 
GTCTACCGTG 
CGTGGTCAGC 
TACGTATGGT 
GACTCGGAAT 
AACCCCCAGC 
CAACATGCTC 
CTACGACGTA 
CGGGGGTAAT 
GCAGAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



30 



35 



40 



1480RP 

GATCCTC TGA 
CCGTTTATTT 
ACAAAGCGTG 
CTCCATGAGC 
CCTGGGAAAC 
ACACAACCAA 
AAAATTACTA 
TTAAGAAAGA 
CAAG ATAC AG 
GCCATTTTAA 
AATCTCACCA 
AACAAGTGTC 
ATCTATACAG 



GGCGAGCCCT 
ACATGAGTTT 
AAGTACGATT 
GGTTATCTCA 
ATAGTTCAAC 
AGGCAAAACG 
ATTATGTCAG 
AATCACATGC 
CAACATCGAT 
CCTTATTGAA 
GCATCAAAAC 
TTTGCAGATA 
CATGGTTTAA 



ATCCCAAGTT 
ACAC ATAACA 
TTTGTATGAA 
GCTGGATACT 
TGTGTCCTCC 
TGCAGAAAAC 
AGCAAGTCAA 
GGCAGCAAGT 
GACAACCTCT 
TAATGAGTAT 
TCTAAAGCAG 
TGACCTATGT 
AGTTATTT 



TATTCCAACT 
CCGGAGAATG 
GAAGAGCTAA 
TCGCGAACTT 
GCATTCCGGC 
ATGCTTGTCA 
AGCTCTACCA 
GATGAACTTG 
ACACAAGAGC 
GAAGTCGTAC 
GAAGTAGACG 
TGGTGTCGTT 



TCTTGCCGAA 
TTGATGTTAA 
TAGAGCGCAT 
TTAAACCGGG 
AATCAGCGAC 
GGACTGATGG 
GCTCATCCTT 
GCAGCATTGG 
CTAATCATAC 
AGCGGGAAAG 
AAGATATGCA 
GATGCAACAA 



AGGTAACAAA 
TGTGCATCCT 
TG GTAA TTTG 
CTCTTTGACA 
CCCCGCAAGT 
TAGCCAAGCT 
TTCCACTTCT 
CGAGGACTCC 
CAAGTCTAGA 
AACGGAAGTA 
TAAGGGAATT 
GGCGACTTGC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



45 



50 



55 



1480UP 

GATCGCGTCA 
GGATCTGTAC 
AGCTCGAGAC 
GACTACGATG 
TTCACTGAAA 
TGGGTTAATT 
GGTATCGGAA 
CACCTGAACT 
TATATCATTA 
AGGCGTTGCG 
AGGTGCTATA 
CGTGTGCTGT 



TGGGATACAT 
CGGAGAAGGG 
TCTGCCGTGA 
AAGCTATTCG 
ACATACGCGT 
CCTCTAATGA 
GGGAGCTGGG 
TTGCTTAGAT 
TGTATATGAC 
CGGTCATCCC 
TACAGTTGTC 
TTGCATAAAG 



AAACCACGGA 
CTACTATATT 
AGAGATATTC 
TTACGCTAAT 
TGCGCACCGC 
TGAGGAGGTG 
GAAGGCAGGC 
AGAGCAACTC 
TATGCCAGAG 
GCCAGTACCT 
GAGGACAGTA 
CGTAAGGTCA 



ATCAATGAAA 
CCTCCCACAA 
GGCCCTGTGG 
GACACTAACT 
TTTGTCCGTG 
GGAGTGCCTT 
CTGCAAACTT 
ATATATTAGA 
GTGTAGTGGA 
GCGTTGCAGA 
TGGCACGCAG 
AGTGCGACCG 



AGCTCGCTTA 
TATTTCTGGA 
CCGTAGTTGC 
ATGGGCTGGC 
ATGTCCAATC 
TTGGCGGGTT 
ACCTCCAGAC 
ATCACTTCAT 
ACCACTATTT 
ACGCGGGCGA 
TACC ATTATA 
GCTOGTTCCC 



CGAACAGTTT 
CGTTCCTCAG 
GAAATTCAAG 
ATCCTGCGTT 
TGGCACTGTG 
CAAGATGAGC 
TAAAGCAGTA 
ACATCAACTA 
ATCACGTGAT 
CACATTCAGC 
GCAAGTAAGC 
TGCACGAACT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



GTGTCAA 



356 



EP0 866 129 A2 



1482RP 

GATCCATTCG TTAATATGGA TTGTCTACAG TGAGAGCAAA GAGGGCGGGG GATTTAAAGC 60 

ATGGTGGGGC GACGCCTATT TTAAATGGGG GTTGTTTGCA ACGGTTTTGG CCGGGCTTCT 120 

TGTCCTGCAT AGTGAAAAGT TCATTCGCCA AAGAACGTAC GAATTCTTTC TGATACTGCA 180 

CAAGCTCTTC AACATTGTCT TTATTGTATG CATGTATATG CACATCAAAA CGCTGGGATG 240 

GCACGGCTGG GTCTGGTCGA TGGTTGCCAT CTACTGCTTC GAGCGTGTGG CCCGGATAGC 300 

TCGCATTGTA CTTGCTGGAG GCATCAAGAA GGCCACATTA ACAGATGTTG GGGATCGCGT 360 

GCTCAAGATG ACAGTGGAGA AGCCAAAGCA TTTCAAATAT TACCCGGGGG CTTATGTTTT 420 

CGTTTATTTT ATTAGTGGGA AGGATGCTTG GTTCTATCCA TTCCAGTCGC ACCCGTTCAC 480 

CGTCCTTAAT ACACCCAAGA TCGATGGCGA CAACCTGGTG ATTTATTTCA AAGTGCACAA 540 

GGGCGTGACG CAGCAGCTGC TAAACAGGAT CTTTCTATCC GGGAAAGAGT CCATCGAATA 600 

CAAGGTGCTT CTAGAAGGGC CCTATGGAAA CACCATTCGG CGGCTTGCTG CTCCTGACCG 660 

GCGCTACGTG GGCGCCAGCG CAGGTCTTGG CGTA 



IS 1482UP 

GATCGCGCGG TTCGGCGCGG TGGCGCCAAA GCTGAACCGG TCCGCGCCGA AGGATGCGAT 60 

GTGGCGGCTG CGGAATTACT CGATGAAGTG CAATGAGGCC AACGATGTGT ATCTGCTGCT 120 

GAACGGGTCC AGCCACGTAG CCTGCGACGT GAGCGACACA CTTCTCGATT GGTTGGCCAG 180 

CACCGAGGAT GAGCCGGTGA TGGAGCTGGT GCTGCGAGAG TGGCTCGACG TGAACCCGGC 240 

20 GCTGGAGTTC CGCGTGTTTG TACGAGGTGG GGAGGTCCTG GGCGCGTGCC AGCGGGACCT 300 

GAACTACTAT GACTACCTGA AGCCGCTGGA GGAGAAGCTG AGGACGGCCA TTGAAGACTT 360 

CGTGCACGAC GTGATGCTGC AGCGGCTCCC GGACGACACC TTT G TTGCGG ACGTGTACAT 420 

CCCGCGGCCG TTCACAAAGG TCTGGCTGAT CGACGTGAAC CCGTTTGCGC GGGAGACGGA 480 

CCCGCTGCTG TTTTCATGGA ACGAGCTGTG CACCTGAAGC CCAACGCCGA AGGGCACCGG 540 

AGCTGCGCCT GGTTGCGGAA AACTACATCG GTCGCTTCGC GGAAAACAAC ATCGGTCGCT 600 

2s TCGCAGCGAA AGGAGCACTC GGAACACCAG GTACCTCTGG ACGTGGTCGA GGCAGGGCTC 660 
AATCCGCAAA GCATGCAGAA GCTGGTTGAG A 



30 
35 
40 
45 
SO 
55 



357 



EP0 866 129 A2 



1483RP 

GATCCAAAAA ACCTCTWAAG GTACAGTCTC TAATTGCTTC CATSTCTTTT TGAACATACA 60 

TGGACCATGC ATCCTCGTTC TTGTTACGGA CAGAATCCTG YAATGCAGCA ATGGCACTTG 120 

GCTCGTTGAC GTGCTTATAA CCACCATCCC TCCAATGGTA TTCGCCGGCT TCAGGCAAGT 180 

TGACAGATCT CTTAATCKTA AACCTCGATG GATAMCCGCG CTCGTGCAAT GAAAAGGCGT 240 

CTTGSGCAAT GTATTCAAAG GTAACACCCT TAATTCTAGA AGCGGTTCCG GCAAAACACA 3 00 

AATCAATCAC TGAGTTATCA ATACCTAAAG CTTCAAATAT CTGCGCTCCC TTGTAAGATG 360 

CCAGAGTAGA GATACCCATC TTCGACATGA CTTTTAGTAT ACCGCCGTCA ATTGCTTCCT 420 

TGTAATTATG CAACAGTTGC TCATCTGTAA TATCAGAGTA GTCATCGTTA ACATTCCGAA 480 

10 CTAAACCTTC GTTATTCATT CTGACCAGGG TTTCCATCGC TAAGTAAGGG AAAATACCGT 540 
CACACCCATA GCCAAGAAGA ACACAGAACT GGTGAACTTC G 



15 



1483UP 



GATCATCAGC CCCGCTGCTC CGCCGCAGTA ACGGCTCCAC GTCGTAGTCT GGCGTCCCTG 60 

CTAGTCCGTG GCTCATCGAG AGGTCCTCTT CCTCAGGCTC GGAGTTGGCC ACGGAGGCAC 120 

TTGAAAGACT CTGTCTTCGA TTCAATCCCC CCGCCCCGTA TTCCTCGCCC TCGTGGCGTG 180 

GCTTGGTGAG GCCCTCCCGC TGCAGATCTT CAACGTCATC CTTCAGCTCC TGGAAGTTGG 240 

CAAGAATTCC GGTTTCCTGA GAGACATAGA ATTTGTCAAT TCGCCTCAGC TCCTTATCCA 300 

20 GCGCCGCAAT GAATCTTTCG ATGTAGCTCT GTGCAAGCGG CACCCGCTCG GGGTCCTGTG 360 

CAAACGTCTC ATGCTGGTAC AGCTTG TC TT TCTGCAGTGT GTACACGAGC TTCTTCAACT 420 

GCGAGTACGC GATATACTTC GACGAACACT CAGGGACCGC GTTGAATTGC AGCGAATGTG 480 

AGAACTTCAT CTTGGCTTCT ATCGCCTAAC GGCCCTGGTC CGTCGCGATA CAGGTCTGTC 540 

TCATTGAAAG TACGCAGCGC AGGCATAGGT TTAATTCCAG GCTCCCAGGA GATTTTCGTG 600 

CAAGAGGACG TTTTAATTCT CATTATATCA CGTGCCCTGG CTATATTTAT AAAGTTGCCT 660 

25 CTAACGGG 



1484RP 

30 GATCCTCTTC TATAACTCAA TTAACAATGT TTCCTCCTGT GGAGTCGTTC CTGCATCTTC 60 

CGTAACCCTT TCATTCTGAG GTGTAGCCAT TTTTATCTTC TGCGCTGGAA CACTCGGGAA 120 

TTCAAATTGA GTTATTGGCA CCTGTGCCTC CTTCTCCTTG TCCGGTATAC TTTCTTCAGG 180 

AGGATAAAGA GGCTCCGATG GTGATGATAG CAGTGTTTTC TTAATATCCG GTTCTGAGAC 240 

CTGCGGCTCA AAGCCAGTTA CTGATTGCGA CTGGCGATTC TCCATCGGCG AACTTTGTGT 300 

GGTATGTAGG ATTGCTGGAG TGAGTTCTGC AGCGTTGGAA GAGCTCCTGG CATAGCTACG 3 60 

35 ATATGTTGGC TCAGGTTGCG TCTTCTCGTA CGGAACAGTG TTGGCTGGAG AGGACTCTGG 420 

TTGTCGGTGC ATTTGATAAG TGTATGGATC AGAAGGTAAG TGTGGCATGG AATATTGTTG 480 

CGAAAGATTA ATATTCCTCA ATTGTCTCTC TAACATGGTG TCATAAATGC TCATTATATC 540 

CGAAATTTTG GCATTCATGT CTACCAAGGT ATTATATTTG TGAAACGTAT CGTTAAGGGA 600 

ATGGTTTAAC CGAGGCCGAG TTCCAAGGAC CTTCTGGTAT AGCATCTGCA GCTGTGTATC 660 
CTCTAACACG GCATTCATTG GCTGACCCTT CCTCTTCCTC CACTAGG 



40 



45 



SO 



1484UP 

GATCTCGGAG AACGTGCTAC AACACTCGTG CCGGGTCAAG CCGGACCCGA AGCTGATCGA 60 

CCAGCAGCCG GAGATGAACC CCCAGCACAC GCGGACTGCG ATCGTGAACT TTGCGTTCGA 120 

GCTGGCGCAG AAGACGCGGG TGACGAACGG GATCTTTTTC CACGCGGTGC GGTTGTACGA 180 

CCGTTACTGC TCGAAGCGCG TGGTGCTACG GGACCAGGCG AAGCTGGTGA TTGCGACCTG 240 

CCTGTGGCTG GCGGCGAAAA CGTGGGGGGG GTGCAACCAC ATCATCAACA ACGTGACGGT 300 

GCCTACGGGT GGGCGCTTCT ACGGGCCCAA CCCGCGGGCG CGCATCCCGC GTCTGTCCGA 360 

GCTGGTGCAC TACTGCGGGG GGTCGAACGT GTTTGACGAG TCGATGTTCA CGCAGATGGA 420 

GCGCCACATC CTGGACACGC TGAGCTGGGA CGTGTACGAG CCGATGGTGA ACGACTACGT 480 

GCTCAACGTG GACGAGAACT GTTTGATACA GTACGAGCTA TACAAAAGGC AGCTGGAGCA 540 

CAATCGGCAG TACGCCAACA AGCGCAACTC GCAGGACAGC AACGCGACCG AGGAGGACGT 600 

GTCCGAGGAG GACGAGGACC TGGATAACAA GATCCAGTTA ATCAACATCA AGAAGTTTCT 660 
GATAGACCTG GCCGTCTGGC AGTACGACCT CTTGAAGTAT GAGGTATTCC GAGCTA 



55 



358 



EP0 866 129 A2 



1485RP 



GATCCCCOCG TTATTAGCAC GGTGCCTTAA CCAACTGGGC CAAGGAACCA ATTACACTTA 60 

AGATGCTATT TGCAGATATT TGTAGTCCAC TCAAGTCAAC ACGGGCATAT TTTACTTTCT 120 

AATTCTTAAA TTCTTAACTC TAAGCCAATC TAAGTAGTTT ATCCTATCAT CACTTGATCC 180 

TTGCGTTTGT TTGGTCTATA ACCTTTAATT GGGTAGTGCT TATGGAAATA TATATAATGA 240 

GATATTACAT GGGTCCCATA TAACTTCCGT ATGAGAGTTT GGCCGAGTGG TTTAAGGCGT 300 

CAGATTTAGG TTATTCTCCT AAAATCTCTG ATATCTACGG ATTCGCGGGT TCGAATCCCG 360 

TAGCTCTCAT TATITTTTGT ATATTGTCTT TCTCAGGCAT GTGACATTTT GCATCATAAT 420 

CATACCGAAG ATATGGCTCC CACCGTGACC TGATACATTC TCGCATCTGA AGGCATGCAA 480 

TTTAATGCAA CTGTGGCTGC AGATGCTCTA GGTAGGAACT AGCACAACAT CTAACAACTA 540 

GCCTGCCATA TACAGCGCAA TGACAGCGTC TGAGTCGTTG TGGCACCGAT CATAAGCCAA 600 

TTCTGATTGT CTGAAGACAG GCTATGAGTC TCCCACAGTC CTCCTTGCTG TCCCATACGC 660 

ATATAAATAC CCTTAAAACT CAATTAGCCG GTATTTTATT TGAGCTGCAG AAGGTATCTT 720 
AACTCAGGTA TAATATACTG TAATGGGG 



75 



1485UP 

GATCGGAGGT AGTGTTTTCG GTGGGCACGG AGCTGTAGCA CGCGGGGTCC AAGAGCGGCA 60 

TTGTGCTGTG TATGTTGGTG ATGACCTCGA TGAGCTGCTT GCGGAGGTGC TCCACGTAAT 120 

20 CTTCGGTGCG GAGCCCACAT TCCTTCGGGT CGCGGAAAAT GGTTGCCAAG TACTCGAGCT 180 

GCTGCGAGAC CTTCTTGTAT TCTAGCTCGC GGTTCAAGCA GACGATGGCG TTGCGCTGAA 240 

GGATCGTGAG CTCGTCGAGC ACGTCAACGA GGTCGTCGAA TTGTGGCACC GCGCTCAGCG 300 

CGCCGTCGAT CGCCTTAACA AAGGCGCGCC GGGCCTTCAG GGCCTGTCCA CTAAAGAGAT 360 

CACTGCGCTC GAAAATGCTG ATTGCCTCGC GCATGTACGG CACAAGCTGG CGCGACACGA 420 

ACAGATAGCT CATGTGCCGG GAGTTCGACG TCACGCTAAC TGCCGAGTGC TTGGTTGAGT 480 

25 GGCTGAAGGG CCTACTGCCC CGGTAGGGCG ACCCGAGAAA TGCGTCATCA CCTCGTCTTC 540 

ATCTGGCTTG AGATACAAAT CCGAAAGCGG CACGTTGCCT GTCATCGCAG AGTTGTTTGA 600 

CAAGAGCAGC TCGTCTAGTC GCTGCTGGAG CTGGCCCACT TTGCTTTTGA GTAGTTCCAC 660 

TTCACTGCCC TTTTCGGATA GCATGAGCTG CAAGTGGCAG TTCTCGTTTT GCAACGCCAG 720 
CACCTCATCG GGCGCGGTAC CGCTGCTCTT GCAGA 



1486RP 

GATCCTTCTT GTACATTTCT GATTTTAACA ATGTCTTCAT AGCGTATATT TTACCGGTAT 60 

CTTTCTTCTG CACCAGACGG ACCTCACCGA ATGCACCCTT TCCTATGACT TTAACAGTGT 120 

GGAAATCTTC CAGGGATAGC CGTGTCCTAC GCAAGCGCAG AAACTGCGAC TCCTTTTTAC 180 

CCAGTGAAGA AAGCTGTCTG TTCTTTCTCT CTTCAGACCA GCCATGAGAT A&TAGCTGGG 240 

ATTCAAGTTC CACGCGTCTT TGGTTGCGCT CAATGGCATG ATTGACAGAT GATTGGTAGA 300 

AATTCTCGAC TTTCAGCTTC ACTGCAGCCG CTTTTTCTTG TGTGGATTTG CTCAGTAGCT 360 

CTGGACGTCT CTCGAAGTAC ATATAGTTCC CCACTCCCGA GGTTTGCCGT TGGCCCCCAT 420 

TGGGCGATTG TGGAACTGAA GAGCACTGCA GGGACTGACG GGATAGCATA GCGCCCTGCG 480 

AGCTCTGGTT TCCCACTAGC GTCTGATCGC CAAGGCTTCC GTCTAGTAGT CCAGGTAGAG 540 

CTGCAGGCTG TAAAGGGGAC TCCGACCCCC CAAACTGTTT ATACGCAGAG GAAGCAGGCT 600 

GCTGCCCACT GTAGTCCGAG CTGTTGGAGT AGTGTCCTGG TGAAGAATGG CCGGGGGCAA 660 

GAGTAGTGTC GTTCACGTTC CGTAAAAGAG TTGTTGTTCT GGCTGTAAAT GCTGGTCGCC 720 
GTAGGCGGG 



4S 

1486UP 



GATCAAAACA GCATGTCTAA GTCTGTTGCG CGCTGCCCGC AGTGCCACAC GGAACTGCGT 60 

AAGTGCCTCA TACAGCAGAA CTACAGCATC GTGATTTGCC CGAACGAGCA GTGCATGTAT 120 

CCGTTCAATG AGGCCGAGGT GATCCAGCAC CTGGTGCAGA CAAGTGACAA GGAAATCCTG 180 

GAGGCTGCAA AGGTGCGGCT GAAAAACGAT AATATCACAG GCAGCGGAGG CGCGCTCATG 240 

GAATAAGGAA CCAACCGTGT GCTATATACG TGTACTGTCT ATGTTAAGTA GGTCTCGTGC 300 

GCCGCGAGCC CTGCGTGGCT AAAGCTTTAG ATTGGAGTTG TACATGATGT CGCCATCGAC 360 

GCTGATGCTG ACACTGAACT CAAGGTCTTC GTCGGTGGAT ATGTCCCACG TTTTATATAT 420 

CATCATCAAC GCGAACACAT TGCAAATGCT GCCGATGAAC AACCCGTCGA GGTAGTGCTT 480 

GACGCCCTCG CAGATCTCGT ACGAGATGGT ATACATCAAC ACCTGCCGAG TAGTTATAAA 540 

AATGACACCC AAAATGGTCG ACCCTGTCAT CCAGAAGTTG GAGAGCACGA AGATGGAGAC 600 



359 



EP 0 866 129 A2 



CACGAGCTGG CACACCGAGT ACATTAGGAA CGCGAGGCCA TTGAGGCCGT ACATTACAAC 
GAAAAGGCGG TCGTGTTTGT TTTCATGTCG GGGTGGTGCT GAATCCAATT TGGTGAAGG 



660 



10 



15 



1487RP 

GATCGAGCGC 
GCGGGACGAG 
AGACTTGGGG 
ATACACTGCG 
CCAGCGGCGT 
CCTGATCGGG 
ATACTACTGG 
GCCGGTCACC 
GACCGTGTGC 
GTATACCGCC 
TACGCTGTAC 
GTCGAAGACG 



GAGCCCATCA 
GAGATAGCCA 
TCCATCGTGC 
GTAACCAGCA 
TCCAACAGGT 
GTGACAGTGC 
CTGACCTACT 
AAAAGAACGC 
GCGCAATCTA 
AACACACCAT 
ACAGCCCGCG 
TCGGCGTCGT 



ACAACGAGGA 
ACATCGAGCG 
AGCAGCAGAG 
CGAACCATGC 
GGTGCCTATA 
TTTAGAACAT 
CCTCCCGCAG 
GCCCGTCTAA 
CGCGGGCTAC 
CCGAGCCAAC 
TATGCACGGC 
CAGTGAGGCA 



GTTTGCCTAC 
TGGTATCGTT 
CGAGCTGGTA 
ATCTAACGAA 
TCTGCTTCTC 
CTCAACTAGT 
TTCCCACACG 
CGCCAGCCAT 
CACTTCCCAC 
GCTCGCGATA 
CGGCAGGACC 
CCGCCAGATG 



CAGCAGGAGC 
GAACTCAACG 
GACCACATAG 
CTGTCGCGCG 
GCTCTGCTGG 
CTACTATGTA 
TTCACGCAGC 
TTCACCACAT 
CGGCCAGCCT 
AGCCCGTCCG 
GTCTCTTGGA 
CGC 



TGATACGAAA 
AGGTCTTCCA 
AAAACAACAT 
CACTGAGATA 
CATTGCTCTT 
ACGCTTTAAT 
CGTCATCGCC 
TGATCTCGTA 
GTACCTCTTT 
CGCTCCAACT 
TCCACTCTTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



20 



25 



30 



1487UP 

GATCCCAATA 
ATGACAAGGA 
AGGTGAAGAA 
TGACCCGCAA 
AAGGGTTCGA 
TAGCCCTAAA 
GCCTAGCAGA 
ATGGAGAATA 
TATTGGTTGC 
CTCTTGGTCT 
CTGAATATAA 



CTGGGACTTT 
GGACAAGAAG 
AAACAAAAAG 
GGGTCTGATC 
AAACCTGGAG 
ACTTAACGAG 
AATGGGCTTC 
CAAGGTTGGC 
ATGTGCTGAT 
TCTTGATGTA 
CT 



ACTAATACCA 
AACAAATACT 
AGTGTAGTAA 
CGGAACCTGC 
GATATCGTCA 
ACAAATGAAT 
AAAAATAGAT 
ACAATAGCTA 
ATCCGGCAGG 
TCTTTATAAT 



GCCATGCGGG 
GGAACGCAGA 
ACTACCTTGA 
AACGATTTGC 
CGCTTTCTCA 
TTACCAAATT 
TGGATGATGT 
ACGAGAAGCG 
TCCAAAGAGT 
TATTGCTAGT 



CAGCTCTGCA 
CGCCGAGTAT 
ATCGAAGACG 
AAAGACAATT 
TTTGGAAAAT 
ATTGAAAGTC 
GCTGAGCTGG 
GGAGGAACTG 
GACAACCAGT 
CTATAGACAA 



GCAGCTGGTA 
CTGATCGAAG 
AACGACGAAA 
CTAATGAAGG 
AGACTGCTGG 
TATTGCATCA 
CTGTATAACG 
CTGAAGCAGA 
TACGCATCTG 
AGTTGGGAAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



35 



40 



1488RP 

GATCAACAAA 
TGTTGCAGGC 
TCATTAACTG 
TTGGCTCATT 
TGTCCTGAAT 
CTTGAATATT 
GAG TGA ACAT 
ACTGTGCTTT 
CAGTAGCTAG 
CTGATCCCCC 
CGCCCGCCTC 
ATATCCCTGG 



TGATTTTCCT 
AAATCCCTCA 
CCGGTCCCTG 
CATCGTCTCC 
GTACTTGTAG 
TCTACCATTA 
AGTCTGGCAG 
TTCCGCCTGC 
GAACCTCTTC 
AGAAAAGCGA 
CTTGATCTTT 
GCCGCCATGC 



ATTTTCCGCG 
CCGAGTATGA 
GGCAGTTCCC 
AATCCAATGA 
AACGTCATTA 
ATTACACATT 
GCTAGGCGGT 
GTCTCTGAAT 
GGCTGAAAGC 
GACCACACGT 
TTAAGCACCA 
TCCAAGGCCT 



CACCGATCAA 
AGCTCTGGTA 
TTAAGTTTGG 
TGC AGTT TTC 
CGGCTTTCAA 
TAGGG GCAAA 
AATAGTTTGT 
CGATATAGTA 
CTGCGCAATG 
CCTGGTGGGG 
TCACCGTGTA 
CCCAGGTGAA 



CGAGATATCA 
TGCTGTTGGC 
ATGATCGAGA 
TTCGAACAAC 
GAAGTGCCCC 
TAACTTGCCG 
GGACCAAATC 
GTTGTGCAAT 
CAACGTCCAT 
GTCTAGGTAT 
CTTCATGTAT 
CAAATAACGG 



TAGGAATCAA 
GTTGTTCCTT 
TATCCACAAT 
TCAGGCGCGT 
TGGAGGTAGT 
CTAAAAAAGA 
ATTTCTGGAT 
ATGGCAGCCT 
AATGGCGCTC 
ACGTACATGC 
TCCTCATCGT 
ATACA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



45 



50 



55 



1488UP 

GATCTCGTTT 
AAACCAGCTG 
GATTATTCCG 
GCCATCCACA 
GCGGCGCAAG 
TAACTCGGTA 
CTCCCCTAAG 
AATGTTCAAG 
GAAGTATATG 
TAAATTGAAG 
GAGTACAGAG 
TAGGGAAGAT 



AAGCTGCTGG 
AAGCGGTCTA 
TTTGCAGAGT 
TATGTTTCTG 
ACGTCCAACT 
GAAGGTTCAG 
GATGGCAAGA 
AACGACACTG 
TCCTTGCGGC 
AGCATCGTGG 
GAGCTCTATA 
TTGGTGGAAA 



TGAAGTTTGC 
TGGGCGATGT 
TGTTGCTGCC 
GGACGGAGAG 
TTTTGCAGGA 
AGAAGC GCAA 
CCAGTGTTTT 
TGCTAGACAA 
CTTTTGGCAC 
AAGACGATAA 
GTGCCGCCGC 
AAAT 



GAAGGGGTAT 
CTTCCGGTTG 
CTTCGCGCTT 
ACAACAGAAG 
GACACTAGAG 
AAAGTTTCTG 
TACCCATGAA 
TCTCTCCAGG 
TGACAACATG 
GAAGATAGAC 
TTCGCGCGGG 



GAGCTTTCAC 
GTGCCCTTTT 
AAGCTTTTCC 
AGAGTTAAGC 
GAGTCCTCAT 
AGCT TCTT CC 
GAGATTTTGT 
CCGCAATTGG 
CTTAGGTACC 
TACGAAGGTG 
ATCAAAGCCT 



GACGCGAAAC 
CTGCCTTCCT 
CCAACATGCT 
TAGAGGAGGT 
TGATCAATTA 
AGAAGGTGAA 
CCATCTCCAA 
TTGCCATGGC 
AAATCCGTTA 
TTGAGT CACT 
TCGGTGTTTC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



360 
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1489RP 



10 



GATCACGCCG 
GGAGAGTCAC 
TCCGGGCGGT 
TCTAGACTGT 
AGAGCATTAC 
CCCGTTCCTA 
TACCGCTGTG 
ATGGATGGCA 
TATCGGTTTC 
GGAAAAGCAC 
CGAGCCCGAA 
CACCTCTTAC 
CTATACAA 



GAGCACGTGC 
AGGGACCCAA 
CGTTTTAATG 
AACAAAGTGG 
GGTAAAATAT 
ACCGACATGG 
GATTTCTTGA 
GAACCGCGGT 
CCACCAGAAA 
AATGTAACGA 
CTAGATGAGT 
CGTCTAGAGA 



AATCATTGAA 
TTACCGGTGA 
AACTTTACGG 
ACATAGCACG 
TGAACGCCAA 
CTTTGAAGGT 
AAAGAGCATT 
ACGACAAAAC 
CCGAGCCTGA 
TTCCGGAGTT 
TCTTTTTGCA 
ACGTCTGTGC 



CGAAAGCCCG 
GAGTACATTG 
CTGGGACTCA 
TGGGATGGTT 
TAGGAGCTAC 
CTTCGAAAAG 
CATCGCAGCC 
CACGGGTCTT 
CCACTTTGAC 
CAGGTGCATG 
TGATCGTGCT 
TTACTTAGCG 



QGGT TGCTTC 
GTTGGTTTTC 
TACCTAATGG 
GAGCATTTCA 
TACCTCTGTC 
TTCGGTGGTG 
ATTAAGGAAT 
TCATGTTATC 
GCAATTTGCC 
TACGATGCCG 
GTACGTGAGA 
ACGATTGATT 



CTTTGGCGAT 
CCTACGTTGT 
CTTTGGGTCT 
TCTTTGAGAT 
GGTCACAACC 
ACCAAAATCC 
ACAAGAGTGT 
ATCCAGATGG 
GGAAATTTGC 
GCGAAGTACA 
GTGGACATGA 
TGAATCGTTA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



75 



1489UP 



20 



25 



GATCGTAACA 
ATGTCTTGGG 
GATTTCGGCG 
TCTCTGTGCG 
ACCGGCCTTA 
ACCAGACATT 
GAGAAAACAC 
CCACGCTATA 
TACGCGTCTG 
TCGCATGACA 
ACCAGAGCCG 
TAG AG TGTGC 



TTGCCCAATA 
ATGATTCTGG 
GCCAAGTATT 
TAGTTGCCCT 
GCCGATCTCG 
ATTTGTGTTG 
TACGCTGAAA 
CTTCTCTCTA 
ACGCTTCAAC 
TGTCCGTGCT 
TACTAGCTCT 
CATCAGCTTC 



GCTTGTTTAG 

CTAGCACAGC 
TTCTGAGCAA 
ACTGCGAAGC 
TGTGTGTGTG 
CTGCTAAATA 
CATATTTATA 
AGACCTTCAC 
GGTTTTTTCG 
TTCGCGTTGC 
ACAGAGTACA 



CTCGTCATCG 
GTCTCTGGCG 
GGTTAGGTAC 
TCTGTGGACT 
CTTGGCGGCA 
TGTGTGTTTA 
ATCCAGACAG 
CTTGTCCTTT 
TAGACGCTCG 
CGCTGAAAAG 
TGTCCTATGT 
ACGGTAGG 



TTTCTGATGG 
GCGTTACCGG 
ACAGGCGCGC 
CTACCGACAG 
GAACCAGCTT 
GTGTGAACTG 
GTCCCCCCAC 
TGCCTTCTAA 
ACCTGTGCGG 
GAAAGCGCGT 
GCACGCGAAA 



CTAGCTGTAG 
CCAACTCTAG 
CCGACCCGAT 
GGAAAGTCAA 
TACCTCCTTT 
CGTGTGCTAT 
CGCAAAGGAT 
TGCTCGATCG 
GCTGGTTTTT 
GGCTCCCAGC 
TTTCATACTG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



30 



1490RP 



35 



40 



GATGACCTTC 
CTGAGCCGCA 
GCGCGACTAC 
GAGAATGGGG 
CTCGTACAGG 
GAAGAGTTTG 
GGATTTTCGT 
TCAAAATCAG 
GTAGATATTT 
CCAGACTTTA 
TCCTGTGATC 
ACAAACCGTT 
ATCCTAC 



CGATACTATG 
TCCAAACGTA 
ATGTGGTGAC 
TAATGGTGGG 
ACCTCTTCTA 
CGAAAATAGT 
GTAAGAAGTT 
ACAAGATACG 
CTGCAGACCC 
ACAACAAGAA 
CTCTGAGGCG 
TATTTACATG 



CGAGCGCTTC 
CGGGTTCCGC 
GAAAACGAAA 
GGAGCCGAAG 
CAATGTGCCG 
GGATGTGGTC 
TGGCGAAACA 
GGCTGTATTT 
TGAGCACGGT 
GTCTATACCT 
AGCCCTATCC 
AGTTTACACA 



ACGACATCCA 
GGAGAGGCAC 
GAGAATCAGT 
CCGACGGCAG 
TCCAGGCTGC 
GGCAAGTACG 
CAGTACGCGT 
GGTGCTCCAG 
CTTAC ATCCA 
GCTGTGTTTT 
CAAGTTTATC 
TAACACCGGA 



AACTGAAGTC 
TTGCCAGCAT 
GTGCATGGAA 
GCAAGGATGG 
GGGCGCTGCG 
CAATCCATTC 
TAAATGTACG 
TCGTTGCCAA 
GTTCGGGCCA 
TCATTAATAA 
CAACTTCTTG 
GAATGTTGAT 



GTTCGAGGAC 
TTCTCACATT 
GGCTGTCTAC 
GACGACAATC 
ATCTCCAAGC 
GGATGGTGTG 
TGGGACTTCT 
TTTAGTTGAG 
GATT ACAA CT 
CCGCCTTGTT 
CCGAAAGGTA 
GTTAATGTGC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



45 



SO 



55 



1490UP 

GATCTCAAAG 
GCTCGCTTAC 
ATTTCTGGAC 
CGTAGTTGCG 
TGGGCTGGCA 
TGTCCAATCT 
TGGCGGGTTC 
CCTCCAGACT 
TCACTTCATA 
CCACTATTTA 
CGCGGGCGAC 



ACCCAGTACG 
GAACAGTTTG 
GTTCCTCAGA 
AAATTCAAGG 
TCCTGCGTTT 
GGCACTGTGT 
AAGATGAGCG 
AAAGCAGTAC 
CATCAACTAT 
TCACGTGATA 
ACATTCAGCA 



ATCGCGTCAT 
GATCTGTACC 
GCTCGAGACT 
ACTACGATGA 
TCACTGAAAA 
GGGTTAATTC 
GTATCGGAAG 
ACCTGAACTT 
ATATCATTAT 
GGCGTTGCGC 
GGTGCTATAT 



GGGATACATA 
GGAGAAGGGC 
CTGCCGTGAA 
AGCTATTCGT 
CATACGCGTT 
CTCTAATGAT 
GGAGCTGGGG 
TGCTTAGATA 
GTATATGACT 
GGT CATC COG 
ACAGTTGTCG 



AACCACGGAA 
TACTATATTC 
GAGATATTCG 
TACGCTAATG 
GCGCACCGCT 
GAGGAGGTGG 
AAGGCAGGCC 
GAGCAACTCA 
ATGCCAGAGG 
CCAGTACCTG 
AGGACAGTAT 



TCAATGAAAA 
CTCCCACAAT 
GCCCTGTGGC 
ACACTAACTA 
TT GTC C GTGA 
GAGTGCCTTT 
TGCAAACTTA 
TATATTAQAA 
TGTAGTGGAA 
CGTTGCAGAA 
GGCACGCAGT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



361 
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EP0 866 129 A2 



10 



15 



35 



ACCATTATAG CAAGTAAGCC GTGTGCTGTT TGCATAAAGC GTAAGGTCAA GTGCGACCGG 720 
CTGGTTCC 



149 1RP 

GATCATCTCC GAATAGGTCT CGGGCACGAC GGACACAAAG CGCGCGTCCG AGTCACTGCC 60 

GTCCTGCTGG GCGGGTGCGA AGAAGGAGAA GATGAACGAC CCCGACTTCG ACTTGTGCTC 120 

CGACGCCAGC TCCTGGACGA CCGTGTCCAC CTTGACCTGC ACCAGCGTGC CAGGACACGA 180 

CAGAAAGTCG TCCTTATTCT CAGACAGCTT GTTCACAGCT GTAGGCTGGT AGTCCACCAG 240 

CGCGTCCGCC GCCGGCGTGG CCCCGTCTGG TCCACCACGG ATGTGCTCTG TGTACACGAC 300 

CGTCGCGTCC ATGTGCAGGA TCGAGCCGAC CGGCACTGGC GCGCGGAAGG TGGTGGAGTC 360 

CAGCGATACG AACCGCGGCA GAGAGTGCGA GATCGATGAC GCCGCGCAGT ACGCCAGCTC 420 

AAATGTCTGC CGCATCAGGT AACCGCCGAA GATCATGTAC GAGTGTCGGT TCCGGTATTG 480 

CGGCTGCATG AACATCGTCG ACTTCAGGTT CGTGTCCTGC ATCGACACCA CGCCGCGCGG 540 

ACGCAGCTCG CGCGGCGTCG CGCGCGACGC GCGCCACAAC CCGTGGATCA TCCGCGACTC 600 

CTCCGCGGTA GGCGGGTTCG TCTCTAGACT CTCGCTCTGC GCCTGTAGCT TCTTCGCGCT 660 
GTTGTGGCTC TCCGCGCGCC GGAACTCCAC CCACTCCTGC TGGTTCTGCG GTAGCA 



20 149 1UP 

GATCTTGAAC AAAAAGTAGT TTGTTATTCT CCAGCTGCGC AGTCTCTTCC AGGGTTTTAC 60 

TTCCGATGCT TATTAATACT GGTTCTTTAG ATGGTTCCTG ACTTTGGCTA TAGGCCATTG 120 

GTTCCGGCGA CTTGTGAAGG TATGCATTGA GAGTCCTCTG GGTAGAACGT GTGGTCCTCC 180 

CTGTAGTTTT AGCAGCGGGC TTGGCCGGGA CTGGTACATC AGGCTGAGGT AAAATCTCGG 240 

CTGGCGTTGC AGGTTCTATT TCTGTGGGTG GCTCTACACT AGGATCCAAT ACTTGGGCGC 300 

25 TACTAGTATC GCATTCGTCA ATATCATCTA TGGCCACGAT GACAGAACTT TCTTCTTCCA 3 60 

TAGGCTGGGA GCATGCAGTA ATCTCGGAAC ATGTGGTAGT ATTATGTAGG TGATCGTCTT 420 

CGAATGTCCC AATCAGCTCC TGGCTGGGAA CGAGTTTGCG CCTTTTGACC TTCAACTCGG 480 

AGTCTTGATG TGGGACTGGC AGTGACGGTA AAGATTTAGG CAGCATGAGC TCCTGTTCGT 540 

TAAAATGCCC GTCCAGTTTC TCTGCTAAAC TTTGGAGGAC ATACTCTTCA TTGTGAAGCA 600 

ATACAGTCCT CTTATCCGGA GTCACATTCA CGTCTACAAA CTGCGGGGAG AGCTCAAAAT 660 

30 TTAGAATAAT GACGGGATAC TGGACGTTGT TGAAGCTTCG ATATATGTCA TTGCAACACT 720 
TCAGGACTT 



1492RP 



GATCTACTTC TCCAACAACG ACCTCCTGTG GTCCAATGGC TACCCCGTGA ACCGCTTTGG 60 

CCAGGGCGCG TTCCGCATGC TTATCGAGCG CCTGTACGGC GAGCTCAACG CCGGCTACAG 120 

CCTGGCCCAT ACCACCTACG GCAAGCCCAA CCGCATTGCC TACGACTATG CTGCCCGCGT 180 

CCTGGGCGCC TGGTCCGGCC TCCAGACCGC ACAGCCGCCC GCCAOGGTAT ACATGGTTGG 240 

CGACAACCCC CACAGCGACA TAATAGGCGC ATACAACTAC GGCTGGCGCA GCTGCTTGGT 300 

40 GCGTAGCGGC GTCTATCGCG ATGGAGACAC GTTACCATGC CAACCGACCC TCGTCGTGGA 360 

CTCCGTCTTG GACGCCGTAA CCGCCGCTCT CCAGCACTCT TCACATTAAC TTCTATACTT 420 

TTACGTCTTC TATATACCCG GCTCGTCCGT CCGCAGATGC CTAGATCTGA ATCTTCGCCA 480 

CCACAGTTTG CTCCTGAGCC AACTTGTCTG CGTTGCGCCG GCGCATATGC TCCTTGCACG 540 

TGCGGAGCCC GCGGCACGTA TGGTTTTCCA TCAGCCGGTG GCGCGAACAG AACTGGCCGT 600 
CACAGAACTG 

45 

1492UP 

GATCATGTTG GTGGCCTCCT GCGTCGGCTG CGGCGTGAAG TTGGGGTTTG ATTCCGCGAC 60 

SO GAGCGCCTGC GTGAGCCGGT TGATCTGCCG CACGTTCGCC TCGAGCGCCG AGGCCTTGTA 120 

CTCGTCGGCC GACACGTCGT CGTCTAGGGA GAGCTGCTTC GAATTGGAGT TATACTGGAG 180 

CATTGGTGAT CTGCCTGTCC GCAAGAGTGG TGGAAGACGT GTTCTTTGGC CTGTTCGCTG 240 

AACAAAGCAC TCCGTGTTTT TCATGGACGG CGTGGTCCCA GGAGCGCAGA CCGGAGAAGC 300 

GAGCGTCAGG GCCGCGCGGC AGGGACGTAG GCGGCTGCTC CCCACTATGT AATGCTGGAT 360 

ATGAAGAACA GAAATACTAG ATAATATATT TGTATTAGAC AGTCGTGCGG ACCGGCAGAG 420 

55 GGCGGCGTTC ACAAGTCCGC ATCGTCCTCA TCCGGCAACG GCAATGCCGT AGCGCGCTCC 480 

AGCTCCTGCT GGTACTGCTG CATCAACTGC TCGTCCCCCT GCACCTCTGG AGGCGCCTAG 540 
GCAGGCGAGC CAC 



362 



f 
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1493RP 



GATCGAATAA AGTAGGTTTG GCGCTGACCG GCATCACCCG CGGACGTAGC GGGAACAAGT 60 

TCCCCGTGTA AATGTTTGCG TAGTCGATGA AGGTATTAGT ATTCATCTTC TCCAGCAAAG 120 

£ ACAATTCATA CTGTTGGGCG GGCCGCGAAG AGTTACCAGT GTATTCTGCC AACGCTGCGA 180 

CGCTTCGGCA ACTAGATTCG AGTGCCTTCT GGAGCTCTGA AACATTATCT AGGATGTTGA 240 

ACGGATCGAA AGCGGTGTCG CGGGGCATAG CGGACATGGC AGTTCTCAGA TTCTGCATAG 300 

AACCGGCATA TAGAGCCAGT GCCTCCTGAT GCTTGCCTTC CTCTTGGTAA AGGGGAGCGA 360 

GCCCGCGGCC TACAAGCTGC GCACGGTAAA ACACCTTGAC AAGCTTCAGA TATGCAGTGA 420 

GCTCATCGTC TGAGTAGACA CCGGGTAGAC CCATAGCCTC CTCTGCATGG GTGATTATGT 480 

10 TGTTGATGAC GTGGTTCAGC TGCTTGTACT TCGTGAAGCG AGCGGTCCTG CGGCCTTCTT 540 

GCCATTCGAC CCACAGAGGT TGCAACAGCG CAACATCGCG GCCCATCGTC GCGCACAAGT 600 

AGTTGAATTG GAGGTATGTG AGCAATATCT GGTCGTCCTC TCCCTCATAG TGCACACCTT 660 
CCTCCTGTCT GCGCTCCATT GACTGCCTCT GGGCATCAAT TGCCGCGTTC CACTTCAGT 



1493UP 

GATCATACTT ATCCACCGGT CAAGCCAGGT CTCAATCTTG ACGATGAGCC AGCOGGGCGG 60 

CGTCGCCATC TGGAGCCAGC GCTCCCGGAA GCCAATTAGG TACCCTAGAC CAAGCCCGAT 120 

TAGGTGGCCG ACAAAGCTGG AGCCGGGCAT TAGCAGCGTG ACAAGTACCA GGAACACCAG 180 

CGGGATATAT AGGGTCGGCA TCTTCAGACT TGCGAGCTCG TAGTGGGGGC GGAAGCCCGC 240 

CTCCTGCACT GCGAAGTAGC CACACAGCGT AAAGCACCAC CCGCTCGCCC CGCCTACGTA 300 

AACGTTTGGG TACAACAACA TGCCAACTAA GCAGTACACG ACGCCCGTCA CAATGGCCAG 360 

GAGGTTGAGC GTGATTCCCG TAAACACCGT CCCGTGTGAC GCTTCGAACA TCGACAGCGG 420 

CACAAACAGC GACATCAGAT TCAACAGCAA ATGGAAGATT GACAGGTGCG CCAGTGGATA 480 

GAGGGAGAGC CGCGTCAGCT GCAGCTTCCT AAGCGCCCCC GGATCCAACA GGATCTTCTC 540 

GTTGATTGGG AACACCCAAT TCAGCACATA CACAAGCGTA AGGGAACACC GACAAGCCTG 600 

25 CAGTAAGAGC GCCCGGCTTA TGGACCCCGG TCCGTAACAT CGACTTCCAA TCCATCTTGC 660 

TCAATCAAAG TGGCAGTTTG CTTGGGCGTG GCAGTGGACT ATGCCTCGCC AGTTGCCCAT 720 
CAAAAC 

30 1494RP 

GATCTTCGTT CGTGAAAACC TTGCACGTCT TCATGAGCTC AAGAATTGCC TCTGCATCTA 60 

TTCTGTCCGG TTGGATTCTG CCTTCCTTAT AGTCCTGAAT CATGCGCGCA AAAGCGCGCG 120 

GCGTCCAGTC ATGACGGGAT CGGCCCTTAT AGGACTTCCC TGCAAGCCGC ATGAGGCTCC 180 

GCCAGCCATT TTCTTCAATA ATATTGACAA GTCCTTCGTT TTCCAACACG ACCTTGTTCG 240 

35 CGAGACTGTG GAACGTGTTG ACGTCTATCT GCTCAAGTAT TTCTACCCTT TCCTCAGCAG 300 

ACCATCGCAA GTTGCAATCT GCCTCTTGGA ATGTCTCCAT AAGCTTTTCA TTGATGTTAT 360 

CCACTGCTTT ATTTGTCAAG GAGAGGATTA GTATTTCATT AGGAGCTACA ATCCCTTCGT 420 

AAACCAGGTT GTAGACTTTA TGCAGTAGTG TCACGGTCTT GCCAGACCCA GGTCCCGCTA 480 

CCACATTGAC AGTTGTACAA GGCTCATATG GATGTGTTAC TACTCGTGAT TGGGACGTCG 540 

TCAGTGCTTT CATTCATGTA TGATACATGC TCGAGCGTCG GCGAAGGAAA TAAATTCGTG 600 

40 AATTTCCGTT TTAAGATACT CAAAAGAGAT GAGATAACCG CCCGCAAGGC GGAGTAGAAT 660 
TACAGCAGCT ATTGAATATA TTTAGTTTAT TTATCTGGCT AGCTTAACCA CTAGTGT 



1494UP 

GATCCTTTAG GCCATCCTCT CCAAATTACC CGTGCTTGGC TTCAGTAGCT CAGTCGGAAG 60 

AGCGTCAGTC TCATAATCTG AAGGTCGAGA GTTCGAACCT CCCCTGGAGC AAGTTTTTTG 120 

CTCCGGGAAA TAAGTATTTG GAGCTGGACT GAAGCGCCAA CCTATGCAGC TTTGCTGGTG 180 

CGAAGTGTTC ATTCATGTCT GCGGACTATG TCTATATATC TTGCGCGTCT TGTTCTTCTG 240 

CTGGCGAAGA GGAATTGGAT TCTTGGGCGT GGTCTGCAAG CTCTGCTAGC TTCCTGGCGG 300 

GCAGAACACT TTCAAACGCC TCTTTCCAGT CATGGTTGTC AAAGTATCTG AGCATGATCT 360 

GGATAACGTG GGTGGTGGTC AGCACCTTCC TGCCGCATAG CTTGATGTAC TCTCCTATTG 420 

GTAGGCGACG AGTAGGAATG CCCAGTTCTT TGGCCTTATT GTAACAGAGA GCTTT G TGGC 480 

GGTTCTTGTC CACAATGCCG CCCACTATAT ACGTCGTACC GGGTTCCAGC GTCTCCAGCG 540 

TCTCATCAGT ATCTGCAGTA AGGTAAACTG CGTTCGTAGT TGGAAGGGGG GATTCGTCTG 600 
TGAAAT 



55 
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1495RP 



GATCGAATTA GCGGGTTTTA ATGAAACATA AGGAACGAGG TCTAAATGCG CAACATCCTT 60 

GAATGCAGTG CCAAGATGTA TGCCGTTCTT GGTAAAGAAA ATTGTACCAT CGACATAGTT 120 

5 AATGCCACAT CCGATCACGT CGTCTCGACC ATAGGGCTTC GAGTACGACT TGAACAAAGA 180 

GCCGTCATTT ATGTAACCGT CCGACCCGTT GTAAATGTAG ACATCCTTAC CAGTGCTACT 240 

CTGTTGCGAA GTTGGCCTGG AACCCTCAAA AGGCCCTCTT AATATGTTGG AAGTTTGCCG 300 

GTTCAAGGCA GAAAATTCAC CCGGGTCCCT CGAAGGTGGA TCGCTAGTGT TTGCTTCGCC 360 

AGCATTTGAC GCGACTTTTG ACCAGTCCTT AAATCCAATA TTGATATTGC AGGTTTGGCC 420 

TGACTGCGCG CTGGTCACCG ATAGTACCTT AATTTCATAG TAAAAGATAG CCACTTTCTT 480 

10 ATGATTAATA CAAGCATTCG CCCAGGTGGA AGCCCACTGC TGCTTCTGGT TATTAACTGA 540 

AGTCCGTAGC CTATTATTTA CAATAGGGCT GTTGTCATAG CCAGAGTAGA GCTGCCAGTT 600 

GGGGTTAGGC CGCAAGTTTG TGAAACCGTC TGTTGAGACC AAAACTGAGT TGTTCGACTG 660 
TGTGGTCCAG AGGTGGGGCA AAAGGATACC TATCGAGGAG TATACGTCTG AGAAA 



15 

1495UP 



GATCAGCCAA CAGCTGAGTT CTGATTCGAT GAGAGCTATT AGTAAACTTT TTGTGTTTAC 60 

GGTGCTGGTC CTGGGATCGT TACAGTACTA CTGTGGACGC TACGGCGCGT GCCCCGCGCA 120 

GATTGCAGTG ATAAGCCATT ATACGTGGCC TTGCACGTAC GCGCCGGCAG TACGGGATAA 180 

ATTAGGGAAG GCCAGCGAGT GGTACGGGGC CAATGCGGCT CCGCATGTGT CGGTGGCGAG 240 

CGGGTGGATG CAAGGGAAGG TGATGCCGCA CCTGACGAAA GTATCCCAGT GGACGGAGAA 300 

GCATGTACAA CCGCGGATGC GGCAGGCTGG CGCGGACGCG ATAGTAACAG CGCGCGTGGC 360 

ATGGAATGTC GTACAGCAGT ACCAGCGGCG GCATGTGGTG CCTCTGACAG GGCGACTGCT 420 

GGCGAAGTGT CCGTGTCTCG AGAGGTGGGC CGAACAAGCT GCGCGCGGCT GGCAGTGGCT 480 

CTGCAAGCAT GCTCGGGCGC TACCACAGCA GTACAGCAGC AGTATCCTGC GTTTGTGGCG 540 

CATATGGGGG GCATATGGGA GCCTTTGCAC GGCGCCTACA ACCGGATCTA TCTGGACTTG 600 

GGCCGCCCAG TGCAGGAGAA GACGTCCGAG GACSCAGTGC GGCGCCCGGG GGGACTCAKT 660 
ACATCACATC CACTATCACA ATGACCATGA CTCGCTCGAT GAACTC 



1496RP 

30 

GATCGTTTTC TGTCAAACCG CAGTCGGGTT CAAGGAGTAC GTTGAATTTA GCTCTTGCAT 60 

TCAACAAGTC TTTCCCAGTT TCCACAATGT TGTCGATAAT GAAGGGTTTA AAGTCTAGAA 120 

GCTCTTCTTG CGTGAAGGCG TTCTGGTGAA GAATCTTCAG TTGTTGCAGT ACGGTCGATT 180 

TCCCGCTCTC GCCAGAACCC AACAACAAAA CCTTGAGCGC GCGATTGCTG GCACTCGGTT 240 

GCCCCATTGA CCCTGGTCCA GCCACTGCCG TTGTCTGCTG ACTCGTCCCG GATACCACGG 300 

35 AGCGTTTCCT GCCGCCCGCT GTAGCGCCGG ACGTGCTATG ACTGGGTGAC GTCTCAGGTT 360 

TGACTTCTGC ACCGTAATCT ACCCTCTTTG CTCCTGTTTC TACCTTCTGA GAAGCACCAT 420 

GTCTGTCCTG ACGCCGCTTT TCCGCGTGTG TTGCTGATCC CTTGTCCTTC GACGCGCACA 480 

ACCCCATTAT GTCGGGCTCT ATATCCACCA GTACTTGGAG CACTCTAGCG CCTGGCTTTC 540 

TTTGAAATAT TACCGTCCGG GCAAAAGCCA CTTATAGCGC CTGATCAATG GATTCCACTG 600 

CTAGAGGCTA ATTAGGCTGC CGCTTGTCAC TTCGCGGGCC ATCACATTAT ATTCATAGCA 660 

40 AAGTAGGTGC CAACAGAAAA AATCAGCCCG CCTCCTTTAT TGATCACGTG AAGAAATCCA 720 
CATGAACAAT CACGTGAACA CACATTTGG 



1496UP 



GATCGAAGTC AATGCCAGAC TATCTCGTTC TTCTGCATTG GCGTCCAAGG CAACAGGATA 60 

CCCCCTTGCC TATACTGCCG CTAAGATTGC TCTTGGGTAT ACATTACCAG AGTTGCCTAA 120 

TCCTGTTACC AAGTCGACGG TCGCCAACTT TGAACCCTCA CTGGACTACA TTGTGGCCAA 180 

GGTTCCAAGA TGGGATCTCT CCAAATTTCA ACACGTGGAT AAGACTATTG GGTCTGCCAT 240 

GAAGTCCGTA GGTGAAGTGA TGGCGATCGG CCGGAATTTT GAGGAAGCTT TCCAAAAGGC 300 

TTTCCGTCAG GTTGATCCAT CTCTACTAGG TTTCCAGGGC TCTGACGAAT TCGCAGACCT 360 

AGATGAAGCC TTGCAATTTC CTACAGATAG AAGGTGGTTG GCTGTGGGAG AAGCGCTAAT 420 

GAACAGAGGT TACTCTGTGG AACGTGTACA CGAGCTTACG AAAATTGATA GATTTTTCCT 480 

GCACAAGTGT ATGAATATTG TCCGAATGCA GAAGCAATTA GAGACCCTAG GATCAATAAA 540 

TCGGCTAGAC GAGGTTCTGT TGCGGAAGGC TAAAAAGCTC GGCTTCTGTG ACAAGCAGAT 600 

TGCACGGGCT ATTTCAGATG ACCTCTCTGA ATTGGATATT AGAGCGCTCA GAAAAAGCTT 660 

TGGCATTTTG CCATTTGTTA AACGTATCGA CACCATGGCG GCAOAAGTTC CTGCGCTAAC 720 



CAACTACTTG TATGTTACCT ATAATGCGGT CAAA 



364 
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1497RP 



GATCATTTGG TCTTCTTCGC CTCTACAAAC TGTGAATATC ATACTAGACC TGAAGTCAGG 60 

TAGGGAGCAA CCCAACCCTT CGGTCGCAGT AGAGGCTGGC AAATCCATTA AAAAGACCGA 120 

5 TTCGAATCGG AACTCTAAAA TTGAAACTAA GCAATTTCAT GAACTCTCGA CAGTTCCTGG 180 

TCTTTCCAGT ATTGACTATT ATAACCTTAA GAGAAGGTAT CGAACTTACA AATCTCTGAA 240 

AAGGGCGACT ATTGAAGATA TATTACATGT TGTTGTCGAC AGAGATCTGG CGGAGCGCAT 300 

TGTTACTCAT ATCCAAAGAG AATCTGAGCT GCAACAATAT GAGGAGGATG GGAGGAATGA 360 

GGTATGAAAT GTTCCCCATT TGGATTAAGG TATCAGGTGG TCACGATATC CACTATATGG 420 

TGCTATTAAC GGCATGCAAA GTGTAGAATT AACCTAAAGA ATATGTTATA TATATATATT 480 

10 ATAAACTACA AACTAACGGA CGCAA TGAAA TCTAAGTGTC GCAAGGTTAG CCTTAATACC 540 

GGTACTTGGA TAAAATCTCC TTTTTCAAAT GATACAAGCG TCCCATTTCA AACGCCATGC 600 

CAGAATCACT GGCTGGATTC ATCATGATTG TGATTGCGGT TGCCTCAGTC GGAAATAAAT 660 

TAGCAATACT CATTATACCC TTCGCGACCT CCAGCCGCTT CTCTTGGGTA GGTTCAAATG 720 
AGGCAATTTG CATACTCTTT 



75 

1497UP 

GATCCTGTCA CAGCGGGCGA 
GGTAGGAGGG TCCGAGGCGG 

20 CGCGCCGGAG GATGGCGACG 

GCCGCACCTT CCGATGGAAC 
GCACCAGCCA CAGCAGCCGG 
GCAGAAGAAC TATTC TTACG 
GATGCAGCAA CTGCCGCAAC 
CGAGACGCCG AAGCCCGCAG 

pc . GTTGCAGAAC CTCGACCCCA 

GTATGAACTA TTTGTGAAGT 
CCCAACCCTG AGATAGGCGG 
AGAATGGGCG GGGCAGATAA 



CGCCGCAGGC CGCGTACGGC GACCTGCAG6 ACGAGGTGAA 60 

CCTTTGGCGA TCGGGCGTTG TTCGGGGCGA TGGGCGGGCG 120 

AGGGCCCACA ACTTGGTGCC GGGGTGGCGC CCATGGTGAC 180 

CCTCGCAGCC GCACGCGCTG CCACAGCAGG CCCCCACTCC 240 

CCCAGAAGCG AATGCACATG CTCCAACAGC TGCACGAAGA 300 

TGGACCGCCA ACCGTCAATT ATGCAACAGC AGCCACACAT 360 

AACGGCCTCG GATGCAGCAA CTGCCGTTGC AGGGCCAGTC 420 

GCAGTTCTCC AATGGTGGTG CCCGTCAACC ATAGGCAGCT 480 

GCATCCAGAA AAGAGTATCA CAGGATCTGA ACAGCAAGCA 540 

CTTTCATGGA ACATTGTAAG CGGTGTAATA TTCCGTTTAA 600 

GACGCGGGTG AACTTATTCA TTTTATACAT GTTGGTACAA 660 

TATCACGAGG CTGCAGCAAT GGCGCGGCTT GGCAGAAAAA 720 



30 



35 



40 



45 



SO 
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10 



1499RP 

GATCAGCTTC 
CTTCCGCTAC 
CATCAAAAAG 
TTATAGATGA 
CTAAAGTCGA 
AGCAGCTGCT 
TGCTGCGACG 
GTGCCAAGCA 
ATCGCTAATC 
GCATTTGTGA 
TTCGGGTGTT 
CCCATGAACA 
CTCACGAATT 



ATCGATTACC 
GTACTGGACG 
GACTCCGAAC 
TGTATATATG 
TAGAACTCTG 
CGAAATCGAT 
CACGTCCTCT 
CCAAAACATG 
ACCGAATCCG 
GCTCCTATTG 
TGTCAGGGTA 
TCTATTCGGT 
TTGCCTGGCG 



CAGAATTCCG 
CTGCTGGCAG 
AGAGTCTGGA 
CGCGTCGTGC 
TCAACAGAAT 
ATCATCAGAA 
AGCCTTGTAC 
AGGCTGAACC 
CTGCAGATAT 
GCGGAGGAGG 
CGGAGGAGGT 
GCATTGGGTT 
GA 



CTTCAACAGC 
GCCCATTCTG 
TGACCTACTT 
GCCAGAGACT 
CAGT TCTTTT 
GTGGTTTTTG 
AATGACACAC 
GGCTTTCCAA 
GGGGTCTGAT 
CAAGTCGATC 
AGCACGTGAT 
TGGAGCACGG 



AACGAGGCCA 
CCATCAGGCA 
TAGGCTCGTT 
GGCATCGGAA 
CCTCCTTCAG 
CAGGAGCAGC 
CCCCGAACAG 
AGATGTTGTA 
GGTCTGGTGT 
TAGAGGGCTA 
CGTTCAAATA 
GCGATCATTG 



CCGAGATGCC 
TGCTAGAGCT 
GAACAACAGC 
GCCACGCAAC 
CATCTCGCCA 
TACGGCGGGC 
CGTGAATAGC 
AGCTTGACCC 
GTAGCGGTGT 
CAATGAGGTG 
TCTGTACCGC 
GAGACTAACA 



60 
120 
180 
240 
300 
36a 
420 
480 
540 
600 
660 
720 



15 



20 



25 



1499UP 

GATCGCAATG 
CCTTGCAGAC 
ACTGCCGGAT 
GAACCTCCCC 
TTACACCAAG 
AGAATGGACG 
GATGGACTTC 
GAAACGGAGA 
TGCGAAGCGG 
AGTCAGCAAT 
CAACAACAAC 
GTAACCGCTG 



GAGAAGGTAA 
ACAATTTTGG 
GGATCCCTAC 
ATAAAAACAG 
TCTAAGCGTG 
CGCCCTATTA 
GACGTGGAGA 
AAGGCTGCAG 
AACAGAGCCG 
ATCTCGAACG 
GATCTGTACA 
TGTACTTCAG 



CGCTGCTACC 
ACAATAATTT 
CATCCTTCGA 
AGCACCTCAA 
TAGAACACAA 
TCGGCGCTTC 
AGCACCGTAA 
TGGACGAGGA 
CAGCGCCTGC 
TACAGACCGG 
AGAGACTCAA 
CTAATAGTAT 



GAAGGTTATC 
GCTACAGAGT 
GATACAGAAG 
GGAGAGCGGA 
GCTGGCCCGG 
CGATAACTAC 
GAAAGCGGCA 
GAAACACAAG 
GCAGACAACC 
GATCCGCACG 
CTCGAGACTT 
TATAATAACG 



AGTGTTTTGA 
GTGCGGATCT 
TCTCTCTTTG 
CTGGGGAAGG 
CTAGCTGACC 
CGGGACAAGC 
CTTGATTCTG 
TCACTCTACG 
ACCGATTACA 
GCAGGCGTGG 
GCCAAGTCTA 
TTTAATGATA 



ATAAGGCGAA 
GGCTTGAGCC 
CCGCGATTGA 
TGGTCATATT 
GGCTGGTTGC 
GTGTCCTGAA 
CCAAATCTAA 
AGCTTGCCGC 
AATACGCACC 
GCTCCACGCT 
AACGGTCCAA 
CTGAAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



30 



35 



40 



1500RP 

GATCAGCTAA 
CATCCATTCC 
TCGCGGACGG 
AGGATAGTAT 
TGTTATACAT 
TTCTAAGTCT 
ACACCTTCCA 
GGTTCTTTAA 
GCCGAGTACC 
ATAGCAGCAT 
CGCCGTTCAC 
TGTCACCTTC 



TGGCTGCTTG 
GATAACCTAG 
AGTAAAGCGT 
GAATGAGAAA 
CTACTGCAGA 
TCAGOTGATG 
AAATCCTCAT 
TCTCTGTCAA 
TTTGCCCCAC 
TTTCTTGATG 
TAACGTCAAG 
CGCAGTGAAT 



TCAA AGAC CA 
GTCGCTTTGT 
TATGTAGCAT 
GTCCAATTCG 
GTCAAGCATA 
GATTCGCGCC 
GTGCGTGAAT 
GTTCTTCATG 
AATTCGCGTA 
ACCAGGGGAT 
CCCGCCACGG 
ATCAGCGCCT 



AATCCTTCAC 
GTCCTTAAAG 
TTTTCAAAAG 
TGGCACCATT 
TATACCAAAT 
AAGG CGCC GC 
CCTATTTCTT 
ACACGGAAAC 
AGTAATTGAG 
GCGGCGAGTC 
TGCTCTGCAG 
CCAGACCATC 



CCCTAGAACT 
AATATTGGTT 
AGGCTTAATG 
GTGCTAGTTC 
AATTCACCAA 
AGAGCTGCAG 
TAATCATCTC 
ATGTAGTGAT 
CGACTC ATCA 
CACTATCTTA 
ATTGTTGATG 
ATTGGTGTTC 



TTTCCTAGAG 
TAATTTGCTT 
GACACATCCC 
TTATATTTAC 
ATACTAGCTC 
GTAGGTACCC 
CAGCCGCAGG 
TATGTCCACC 
AGAGTAGCAG 
AAAACGTTGT 
GCCTGCCGCA 
TGTACGTTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



45 



SO 



55 



1500UP 

GATCGCGACC 
TGACCTCGAG 
TACATGCGCA 
GCCGTCCGCA 
TGCGCCCGCA 
TACGTAGCCG 
GCGTCCGGTG 
GCCGTAAAAG 
AGTGCACAGC 
GCTGCGCCGC 
GGCCGAGACC 
CGGG 



CCCCGCGTCA 
GCGCCGCCCC 
AGACTTGCCG 
GACGTGCTCA 
TGCAGAGACG 
TACGCCGCAA 
TTCCGCGCAG 
CTCACACTGT 
GAGGTCACAC 
TGCTCGTAGG 
GGGCAGACGG 



CGGCAAGGCC 
AAAAGAAGAC 
CCAGTTAGCC 
GCAGCTGGCG 
CCAGCTCGTC 
CATAGCGTTT 
GGAGGGCAAA 
CATCGAAGCC 
CACTCCGGTG 
CTCGTACCAC 
CGGCTGATAG 



CGCCAACCGC 
CAAAATACTA 
GCCCGCCTCC 
GCTACCCTCC 
GGACACCACT 
GTCCTCTACG 
TCCCCGCCTT 
CAGCGCACAC 
GCCGGTCTGC 
TGGCTCAATC 
CAGCGGAAAG 



GAGGAGGAGA 
TAGTAGTACG 
CAGGTCTTCA 
TTGTAGACGG 
ACCTCGCTGG 
AAAGCGCACC 
AGACGCTGTC 
A CCTCC TCTC 
GTCTTCCACA 
CCCGACGTGT 
TCGGTGGCCA 



TCAATGGCTT 
TACATTGTAA 
CCAGCGCCGT 
TGTCAATGAC 
TCACGTCCAC 
GTGCCAGGAG 
CGGCCTGCTG 
CATGCGCGGA 
CTGCGTCCTC 
ATACCCGCCC 
CAAAAGCCGC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



366 
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1501RP 

GATCTATTTA AATATAACAT ATTATTTATT TCTTTTTTTA AACATTTTAA ATTTAATTAA 60 

TTATTTATTT ATTTAATTAA TTATTTTTAT TAGTTAAGAT AATTTTATAA CTTTAATTAG 120 

5 AGAGCTAAGG TACACACCCC TAATGCTTTC AGCATTCTTG TGGTACCACT CTAATTAAAG 180 

AGTTATTATA TTAATGATAT AATATGTAGA TATTCAGTTT TGAACTGAAG AT ATATGTC C 240 

CTAAAACATA TGTTTTACCA ATTAAACTAT ATCCACTAAC TTTTATTATA TAATTTAATA 300 

ATTAAGAATA TTTTAAGATT GAATTAGAGG AGTATTAAAT GAATGAATAA GAGGTGGTGA 360 

ATTTAATATA AACTCAATAG ATGATGATTT AG TAGTATTC ATTAAGAAAA TATTATTTGA 420 

TTCAATAAAA TCAGGTAGTT TTATATAATT AATAGATTTA TTATTAACTT TATTAGTTAA 480 

10 ACCATTTATT AATTGATCAT AAATAATATA AAGGAATAAC ATTAATGATA TAATAGTTAT 540 

TATAGAACCA AATGAAGATA CTAAATTTCA ACCTAGGAAT AGATCAGGAT AATCAGGAAT 600 

TCTTCTTGGT ATACCATTAA TACCTAAGAA ATGCATAGGG AAGAAAATAA TATTAAGACC 6 60 
TAAGAAAATT AATCAGAATT GAATTGTGAT AATTTT 



15 

1501UP 

GATCAAATAA AAATAGAAAT TAGCTTAATG GTAGAGCATT CGTTTTACAC ACGAATAATT 60 

TGAGTTCGAT TCTCAAATTT CTAAATAATA ATTAACAATA ATTTAAATTT GGGTAAAAAT 120 

TAATAAATAT TAACGTATAT AATAATTATA TACTTTATAA AATTACTCAA TGTTATTAAT 180 

20 AAATTTATTT CTTATCATTA ATAATGATGT ACCTACTCCA TATAATATAT ATTTTCAAGA 240 

TTCACTACTA CCTCATCAAG AAGGTATTTT AGAATTACAT GATAATATTA TATTCTATAT 3 00 

GTTACTTGTT TTAGGTTTAG TTTCTTGAAT AATAATTATT ATTATTAAAG ATTATAAAAA 3 60 

TAATCCTATT CTTTATAAAT ATATTAAACA TGGTCAAATA ATTGAAATTA TTTGAACTAT 420 

TTTACCAGCT ATTATTTTAT TAATAATTGC ATTTCCATCA TTTATTTTAT TATATTTATG 480 

TGATGAAGTT ATTTCACCAG CTATAACTAT TAAAGTTATT GGTTTACAAT GATATTGAAA 540 

25 ATATGAATAC TCAGATTTTA TTAATGATAA TGGTGAAACT ATTGAATATG AATCTTATAT 600 

AATTCCTGAA GAATTATTAG AAGAAGGTCA ATTAAGAATG TTAGATACTG ATACTAGTAT 660 

TGTTATTCCG GTTGATACTC ATGTAAGATT TATTGTTACA GCTCTAGATG TTATTCATGA 720 
TT 



1502RP 



GATCGCTCCC AACCCCTGCT TGATCTCCAT ACTCATCTGG TTTTTCAGGT AGCGCGGGTG 60 

GTTGAATACG GACTTGTCGA AAACGAACAC ATAAGAGAAT GACGCCACGA TCAGGTACAG 120 

CAGCCAGCCA AACACTGTCG TCACCAAAAA CAGAGACAAG CTCTGCCGCA ACAGGCTGTA 180 

TCGCGGCAGC ACCGACCCGA AAGCATGCGG GCTAACCTCG AACATAAACG GTGCATACCC 240 

ATATACCTCC AGCGGCCTCT CAAGCGACCT CCCGAACACG CGCGTCGCAT TTACCATCTG 300 

CTCCTTAATC ATCGCCTGCT GCCAAGTCCC GCCCATCTTC GGCGACAGCG ATGCTGGCAG 360 

CAGTGTGGCA TACACATAGT CGAAGAAGTA CGAGTCGCAA AACTCGAGCA CTAAATCCAT 420 

GGTCGGAGAA CGCTATAGAC TAGGAGAAAC AATTTTAGCT CTAGGTTGCC TGCCTTCTAG 480 

CGTGATAACA GATCCTGCTA CAGCTACTAA AGCCCATCTG CCGCTCTCCT CTGGCTTTTT 540 

GCACTTTTAT ATGGTCCATC CCGGCACTGA CCTAACGTAC GCGGCTCTAT ACGACGCTAA 600 

AAAATCAAGT TACGAATGCA CTATACGAAT GCGTTGAGCA AGGAACGAAT CCC T TTTGGA 660 
ACGACGATAT CACGTGAACG AAGCCGCAAC GTTCGGGTGC CGGGCGCCTA 



1502UP 

45 

GATCAAAAAT ATTCGACGCA TTTGCCGCTC TTTAGTGTAC TTCGGGTCAT TATGGAGATG 60 

GCCAATTTAC ATCGGTATTT TCGCCTTACT CATAAGAGTA TACAGTGCCA ATTTCCGTGA 120 

ATTGAGGCCT ATAAACATCT GGTATGTCTT ATCTTCAGTT CTCTCTGGGG ATTCGCCCAT 180 

CACTGGGATT CCATTCAGTT TCAGGCTGCC AGGAGTTGGA ACTAAAACGT GGTTTTTGGA 240 

TCCTCTGAGA TCTCTGTTGC CATCAAGCGC AAGATAGGCA GCGGTGCTTT TGTATGAATA 300 

50 TGCGGTTGAG GATGTCTCAC TCCAGGTTGG AAACCTATAT TATGGTGCAA TATATATTAA 360 

TGATAAGAGC TTTCTCTGAC TAACAGCAGT AACTCTTAAT TGAAGTATTT GTTATTTCCA 420 

ATC TTCATAC AGTATGTCAC CCTGTTGTAT TATAGATTTC GTTTACGAAT TGGATCGTGC 480 

TTTCGTGGCT GCGAGGTCAG AAGATCGATA TAATAATATA TATATTATTA AATTATGGTA 540 

GGTAGGGAAT TGCTATTTGT GTCTAGTACT CGATGCCTTA TCTACAACTT CTAGTTGCAA 600 

CACATGATAT GCTGTGGACC AAAACGCTAC GGCGTTATTG ATTTTATTCA AGGTCAAGAT 660 

55 CATATATTAG CGTAATATCT GTGGAGGTTC CT 



367 



EP 0 866 129 A2 



1503RP 



GATCTTCGTA TACATGTCGC AAAGCTCCTC CAAAATCTTT TCGTCTCCAT CATGAGAGGC 60 

TGCTACAGCT TTTGAGCCGA TAGAATTGGA AATACCATTG GAGATTGCTA TTAGTAGGAA 120 

GACAATATAA GTACCATCTG TCGATGGGGC AGAGGCTTTA TCAAGAAGGT CCATCAGCTT 180 

GTTCTTGGAT ACAGCAGTCT CATTTAATAA TAATGCCTGC TCACCACTGG GCAAAAATTC 240 

AGAAACATTG AGCAGTTCAG AGAGTGAGTT CGACTCAAAG TTTTCGGTCA TTGTCTCTAA 300 

CAAGACAAAA ACAACGTCCT TCCTGCTCTC ATGAACATCA TAAGCCTTGA AAACCTCGAG 3 60 

CAAAATAGTA TTGTCCTGGA TCACGTTCAA AAATACCTCT AGAATTAATG CCTTCCTCCA 420 

CAATAAAGTG TCAGATTTAG GAGACAGAGT GTGGATTAAT AATGATAAAA TAACTTCCAA 480 

TTCCAATTCC AGCAATGTCA AATACTGAAC CTTTATGAGA AGTGTAATAC ATCTGGCGCT 540 

ACGAACCACA ATTGCAAAAT TTTTGGATGA GGAAATGTAC CTCAATAGCA GCGGCACCGC 600 

CTTTGTTCGC AACAGAAATA ACAGATCTCG GTGTGTCAAA AATAATAATT CATAGTTCAA 660 
TAAAACCAGT TCTAGGAGCT CTAATCCATA CTCCTCATTT ATGCAATTGC TATCCA 



1503OT 



GATCTGCGCG CTTCGAAGGG AAAGGCGGGC CCCAATCCCC AGTCTATGTT CAAGAGGGCG 60 

AACAGCAGGC CGTCATGGCA TTCAATAAGC GAATGGGCAC TCGAGCGTTG GCACATCATG 120 

TGCTGGATAG CATCATATAC TACACAGACA AGGTGGTGGT GAAGGGGCTT GGAAATTTGT 180 

CCGCGAGCTT ACCTTCCAAG ACCTCCTCGG CGACAAGCGT CAGGGGTCGT GTAAGGAAAC 240 

GCATTGGTCT CGAAGGCGCA AATGATGTCT TTGTATACCG CACAAAAGAC CTGGTATTCG 300 

ATAGTGATGA AGATATACCC AGAACCTAAC TACTTGTGTC GATATTTCTC ACACCGCCTG 360 

GTGCGGAACC GGGGGCATAC ATTCGTTTTA CACAAGAGGG GTTGATGCAT AAAACGCGCT 420 

TTCAAAAGTG GCAAGCGAGA GCTGCCGACT GTCGTTGCTT TTGGTGCGGC GACTGTAGGC 480 

AATGTGCCAT CCCGTGCGCC TTCTTTTACG CGAGATCCAG TCTCGCAAGC CTGGCTGTAA 540 

CCAGAACACT CGGCTGAAGC CCGCGACAGG TCCCTCGTGG ACCAGGCAGG CAGCCTTGCA 600 
TCTGATAGGC CGGATACTGG GTATCTGCCA AGAGAGG 



30 



35 



40 



1504RP 

GATCAATTAA 
CTACCTGATT 
ATTGAGTTTA 
TCTTAAAATA 
GTAAAACATA 
ATCATTAATA 
GGTGTGTACC 
AATTAAATAA 
GTGATATTTA 
ATGACCAATT 
ACATGGTATT 
AATAACTTTA 



TAAATGGTTT 
TTATTGAATC 
TATTAAATTC 
TTCTTAATTA 
TGTTTTAGGG 
TAATAACTCT 
TTAGCTCTCT 
ATAAATAATT 
AATAGATCAA 
GTTACATCAT 
ATTGGTAATA 
TGATTTAGAG 



AACTAATAAA 
AAATAATATT 
ACCACCTCTT 
TTAAATTATA 
ACATATATCT 
TTAATTAGAG 
AATTAAA GTT 
AATTAAATTT 
AATTTCAACA 
TTAGTTTATT 
TTTATCCCTT 
ATATTGTAGC 



GTTAATAATA 
TTCTTAATGA 
ATTCATTCAT 
TAATAAAAGT 
TCAGTTCAAA 
TGGTACCACA 
ATAAAATTAT 
AAAATGTTTA 
ATTTCCATTT 
AGGTTTACTA 
ATTATTATCT 
TGAACTTACT 



AATCTATTAA 
ATACTACTAA 
TTAATACTCC 
TAGTGGATAT 
ACTGAATATC 
AGAATGCTGA 
CTTAACTAAT 
AAAAAAGAAA 
CATTTAGTAC 
TTAACTTTAG 
TTATTAGTAG 
TATTTAGG 



TTATATAAAA 
ATCATCATCT 
TCTAATTCAA 
AGTTTAATTG 
TACATATWAT 
AAGCATTAGG 
AAAAATAATT 
TAAATAATAT 
TACCATCACC 
CTTTTACTAT 
TTTTATTACK 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



1504UP 



GATCTTAATT TAAAATTTTA ATTAACTATT TATAATTTAG AAATATATAA TCTAGAGATA 60 

TATAATCTTA AAATCATAGG TAAAAATACA TAAGATAGTA AGAATGAAAA TTAGTAAAAT 120 

AAATAGAAAA CCATAAGTTA ATTGATTCAT AAAGAAAAAT GGAATTATTT GTGGCATCTT 180 

AATTTTTATT ATTTAATTGA TTATTATCTA TTTAACATAA AACATT TTA A AATGTTATAA 240 

AATAAATAAG AAATTACTTA TAGAATATTT ATTAAATAGT ATTTAATTTA ATTTTAATAT 300 

TAAATATACC ATTTTTATTA ATAAATAGAT TATTAAGTTT ATTAATATTA AGTGATATAT 360 

AATTTAATTT ATATAAATTA TTTAATTTAC TTCATTGATA TATATAATTA TTAAATGTAC 420 

CTTTCATAAT ATTTATTTTT ATTAGTCTAG TAATATTTCT ATTTAATAGT CTACCCTTTA 480 

ATTGGATATT ACTACCTACT AAATATTTAC CTAATAATAT ATTATTAAGA ATACTTAAAT 540 

CTAATAATTT ATTATCTAAA GTATATAAAT TAAT TAAATC 'lVriT TATTA TTATTTAAAT 600 

TATTATTAAT TAGTAAATTA TATTTATTTA TTT TAAT TAA CATAATTTTT GATAATAATA 660 
TACATTATTA AATGGTAATT TATTAATAAT TATCTTTAAT GATTTAATGA T 



55 
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1505RP 



10 



GATCATCTTT 
CCCCTCGCTA 
CTGATATATA 
ATGGTCACGG 
AGTCCTGGCG 
AAGGAGCAGA 
TGATTGACAA 
CCATCAAATA 
GTAGGAGAGG 
GAACTTGGAC 
TCTCAGTTGC 
GCCGAAGAGT 



ATACCATTGG 
CGCAGGAAGC 
TACGAAACCA 
CGTCTGGCTA 
GGGAAGTCCT 
AAGATTATTT 
GCTTTTAACC 
AGGATATTGC 
ATTACGAAGA 
CAGGCGAAGC 
TCACCACTGG 
TGAAGAAGGA 



CTCCTGTTCC 
ACTAGAACTA 
GAGATACCTT 
CGATAGTAGT 
TATTTTTTTT 
TGCAGCTCTC 
TGTTATTAAC 
TGCCCTAATT 
TTCCCTCAAA 
TGACACATTA 
CATGGCTCAC 
AGCTGAGGCC 



GTGTGCACCA 
GCTGAGTAAA 
CATCACAAGG 
TACTTCTGAA 
GTTC CCTCTT 
TTTTGGCGCC 
CACCAGCAAC 
GTTGACTTCC 
GTGGCAATTG 
GTTTCCGAAA 
ACCTCAGATG 
TTGAAACTGG 



ACGTAATCAA 
GCAACGGTGA 
ATCTTGTTCC 
ACCAGAAGAT 
GTTTCAGCTT 
AGCTGGCAAA 
CTCTCGAATT 
TAACTACGTC 
ATTGTATCAC 
AGTGTGGCGG 
CAGGCGAACC 
AAGGTAACAG 



AAGCGTGTGC 
AAGTCGATCC 
TCGTGGCCCA 
TCCAGGTTCG 
TTTGTCTTAA 
AGCGAACTGT 
TATCATGTCT 
CGCCAAAACT 
TGAAGCTTTC 
AAGAAGCCTC 
GAAGGTAGCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



15 



20 



25 



1505UP 

GATCAAGCTG 
CGTGGAGCTT 
TGAGCCTGAT 
CACCAGTATA 
AAAGAGGGTC 
TGAAAAGGCG 
TACTTTGGAT 
TCGCGCACAA 
TTCGGATGAC 
CGGATATTTC 
AAGGAATAAG 
-TGAAGAAGTC 



GACAAAAACT 
AACATGTATG 
AGAGTTCCAG 
TATCCTGAGG 
GTGCAAGCCA 
CGCATACTGA 
CCAATGATTG 
GTTAAAAACT 
GTAAAGTTTG 
GATATTGGCG 
ATCTTCTGGA 
CTCATATCGC 



TCCGTAACTA 
AAGATGTCTG 
GATATTATAT 
AGTTGGATAA 
CTCAGTGTTT 
TATCAACCTT 
ACGCAGATAC 
TGAAGAGTCA 
GGCTCCTTGG 
GCAGCTCAAT 
ACTTGATAGA 
GCACTCCGTC 



TCTGAACCTA 
GCGAAAGCTC 
TACGA GGTCT 
GTTTAATCTA 
CTCGAAACTA 
TCAAAAATTG 
CTTACTGGGT 
TCTAGATTAT 
GTATTCGCTA 
TAAACTTGAA 
GCAAGGAATT 
CTGTGAATCA 



CTGGAAATGG 
GTTCAATTAA 
ATCTCACTGA 
TCTCCTGTCA 
ACATTAACAA 
ACAACGAAAA 
TTGATGGTTG 
CTTAGAGAAT 
TCGACGCTCG 
AGATTGATCA 
CCAA TA AATT 
TTTTGTCTTT 



TTCAGGGGTA 
ATGGGAAAAA 
ACCAGCTTTC 
CCGAGATAGA 
ATAGCCATCA 
CTTCTCAAGC 
TTGTAGTTTG 
TTGCGCAGAA 
AAGCGGTGGT 
CACCATGTCC 
TAAAGGAACA 
ATGTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



30 



35 



40 



1506RP 

GATCTACCGG 
AATGGGATGA 
CACAGGCTGT 
GAAAATTAGC 
TTGATGGACA 
CTTTGTTCGA 
CTCACGATGA 
CGCCCGGAAC 
ATTCAAATAC 
CATTGATTCA 
CATTGTTTAA 
GACTGGAACT 



TTCGGTATCC 
AGATGCAAGG 
AACATTAACA 
GTATACGAAG 
TGACTTGTCA 
GCTATTTGAG 
CCACTTCATC 
GTGTGTGCTT 
TTCGGACAAT 
AGCAAATGTA 
TCCCAAAGGC 
ATGTTTTGAA 



CCCTTTGAAA 
GATGTTATTT 
AGGTCAAAAA 
TCGGATGAGT 
ACCGCTGAAA 
GAG AAAA TAT 
CAATTTGTGG 
GTTACTGCCC 
GAGTATWATG 
TTTATCTTCC 
TACGGTGCTA 
CCGGAGCCCT 



ATAAATTCTT 
TTAAGTATCT 
CTC TACA GGT 
CTATTTTCAG 
CATCTTCCGA 
ACAGCCTAAA 
CTCCTCAAAT 
CTTCGATGAA 
AAAATGTCTT 
AAGAAAGTGA 
AAAGTACAGA 
TGCAAACTAA 



TGTCTTTTGC 
CCATCTTTTG 
TATAGAAAGG 
CAGCATTAGT 
AGAGCAGCCG 
CACCGACGCT 
TCAATTGAGC 
ACTGAAAATT 
TATGACGAGG 
CTATAAAGTC 
AAATTGGCAA 
TACGGTTATT 



ATGCAACTAA 
GAGCTTTCTT 
CTTTGTCACA 
GATATTCCGA 
AAATCTCAAT 
CCTTATATGA 
ACTAAGGAAT 
ATAGACTTCG 
TACACTGCAG 
TTTGAGAACT 
CCTTGGCTAG 
AAAGAATTTC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



45 



50 



55 



1506UP 

GATCTCCCCA 
ACGGTCGGTC 
TCCCTCTCGT 
TTGTTGGTAA 
TCGTCGCATT 
GCCCCATCAG 
GTATACACTT 
AATTCTCGCA 
G ACAG CACGG 
GTTTTATCGC 
CTTCTAAGAA 
AGAGAGATCT 



TAAGCTCAAC 
CCAAACTCAA 
CAATCACCGA 
CGAAGTAGTA 
CCATGTCTTC 
AACCAATAAC 
CTTCGGCAAC 
GGTACAATAT 
ATGATGAGCA 
GG AAAG AGAT 
TATTTGACAT 
AGCGTTATCT 



ATTTTCGATA 
TGCCCCATTT 
ACTTAACAGT 
TATCGTGGCG 
TTCGGAAGAA 
CAAATAACCT 
GGCATCCAGT 
GTTTTTAAAA 
AGAACATAAC 
CAGCTCTTCC 
AGACTCCACA 
CAAATACCTT 



TAAGATATTT 
GCAACAAACG 
AGTTGACGCT 
CCAGCCAAGT 
AAATAAAGTA 
TTATAGCGTC 
CCTATGGTCC 
TGGGCTACAT 
TCTTCCTGTA 
GCGTATGCAA 
TAGGCTCTGT 
CCAAAACTTA 



GCGTCCCCGC 
GCAAATCATG 
TTGTCACTTG 
CGCTAAGGAT 
CAAACGCCCT 
TATCATCGCC 
ATATGCTGTT 
GACCATTAGT 
TTGTACCTGA 
AGCTGGTATC 
CATCGAGGAT 
TAATCTGTAA 



CCAAAACACG 
ATTCCATCTG 
GACTAGATAG 
GCCATCAACT 
GGTTATGGTC 
ACAAAGTCTT 
AAAACGCAGG 
TGATATGTTA 
AATGQCAGG A 
CTTGGTGTGT 
TGCAATGCCA 
TTT 



60 
120 
180 
240 
300 
360 
420 
460 
540 
600 
660 
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1507RF 



10 



GATCGGCTGC 
CTCATGGCTG 
CTGCGGATCC 
AACGCTATCA 
ACCATATGGG 
TACTGTACCA 
GTGGACTGCT 
CTCGACAACG 
TGTTGTGCGG 
ACTGGCGCAC 
CGCGTTATCC 
TCTACACCCT 



GCTCCAACGA 
ACTTTAGCGT 
ACCTCGAAGG 
ATTGGAGTGC 
CGTGCCCGGT 
AAAATACTGG 
TTACTGGGCA 
CAGGCAGACT 
GCCCCGCAGG 
ACTCTGACGG 
CAAGCCGCAT 
CTCGTCCCCT 



TGGCAGCATT 
CGGCGGGCCA 
ATGGCGGTGC 
AGATGGCTCG 
AGTGGACGGT 
CAATGACTCA 
CACTTTCGTG 
ATTCGCTGCA 
CGAACTGCTC 
CGTCGGAGGC 
CCCCGCGTCT 
CTACCGCCCA 



GCTCCTAACG 
GACACGTCCA 
CAGATGGTTC 
CAATTCTATC 
AGCCCACAAC 
CACACTTCGC 
GCCGTGTGGT 
TATACACTAC 
CTGT CCAC GG 
AGCATTTTCA 
TGCGGAAGCA 
GCTCATTGAT 



GGGCTGAAAT 

ATGCGCCCGA 
TAGACGGGAT 
TGACTGACTC 
TCCTCAAGAG 
CGGAACCGGA 
CCACTGGCAA 
CGACGCCACG 
CGCACGCAGG 
GAGTGGTAAT 
TCCTTTAAAT 
GGGCCGT 



ATATGTCGGA 
GGGCTGTGTG 
CCATATCCCG 
GCTAGCATTT 
AACCCCATTC 
TGGTGGATTT 
AGTCCGAGAA 
AGTCAGCAGC 
CGATTTCAAG 
CCCGGGCCGC 
AATATTTACT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



15 



20 



25 



1507UP 

GATCGTACCA 
CTGATAATTA 
TTGACGAGCG 
CTTTTTTAAA 
CTTCTTCGAA 
CGCTACGGCA 
CAGCCATGTG 
ATTATTCCGG 
GAGGTCCTGC 
GTCTCACTCA 



GTATAATACT 
TGTCCATAGC 
ACTGTTAATC 
ATCGGCTTTG 
ACCCGCTTGG 
TTGCGTGTCA 
ACGTCCGAGT 
GCTTTGGCCC 
TCTCCCTTCT 
GCCCAGTCGT 



GGGAATTGAC 
CATCCATWAT 
TCCATAGAGA 
GCCCCGGACG 
AATTTTCGTC 
ATGTCTGAGC 
CCTTGGACCA 
ACCTCCTCCA 
GTCTCTTCTT 
GCGAAAGGTA 



GCGCGCAGCC 
GGAATTAGCA 
ATTCTCCTCA 
TTGAGGGGGG 
ATCGGAACCA 
GTGACCGCTA 
GTTGACAACC 
GGATGCGTTC 
CAGGATGATG 



AAGGCGTCGT 
TCAGCTATTT 
ATAATTTCTG 
CCAGTGCTAC 
TAGACAAGCT 
TCACGTAATA 
TCTGGGCTCA 
TCGAGCCGCG 
TACTTCCAGG 



AATCATCGTG 
GCTTACGGTG 
AGACWGTCCT 
CACCAGACTT 
CTTCCATATC 
TAGGCCCATA 
CGGTGCGTAG 
CCGCGTTCAC 
ACTGAGAGAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 



30 



35 



1508RP 

GATCCACAGG 
TCGCACGCTA 
CAAGGTCGGA 
GGAAAGCGGA 
GCAGA TTATA 
GTGACTTTTC 
CTACTCCAAC 
TCCCAGGCTC 
GTTGAATCAA 
CCTCCGAAAA 
ACTGAAAAGA 
ACCAATTTCC 



CAAAATTTAT 
AATACTAATA 
ATTA TAGA AA 
GCCGGTTCTT 
CCCATGCCTG 
ACTTCGAGAG 
TTTCCAATGA 
TAACTACAAA 
CGAAATAGCG 
AGATGACTAT 
AAATGGTTTA 
GAATCTATCG 



GCATATAGCT 
GCCGCCGGTA 
CGGGACTCAG 
ACCGAAAACC 
TTTTATCCAA 
CCCAAATAAC 
ACACTTCTGA 
TTCCACCTTA 
TTAATTTGCA 
CGTTATAAAC 
CCGTCTAGCA 
TTGCAGAATA 



TGCTTATATT 
AAAAGTAGTC 
AAAAACTAAT 
TCAACGGAAG 
GGTAG CCCA A 
AATAATTTTA 
AAGCGTAAAT 
TGTGTGTTAT 
ACCGCCTTGT 
TAAAAAACAT 
GTGAATTTCA 
CT 



TATGCGGTGG 
CTCGGCAAAC 
CCAGAGTAAT 
TATATGAAAA 
ATATATACTA 
GTAAAATTTT 
ATATAGCTAT 
TCAGGAAATG 
ACGTGTATAA 
CATCAAAAAA 
GCAACCAGCC 



ATTCTATATG 
TCGGTAACGG 
TAAGGGACTC 
AATTTATCCT 
CAGGAAATGA 
AGCATTGCTG 
GCGGTTTGCC 
CAGGGGAATA 
AACCCACOCC 
GAACTAAGTT 
CACATGGGTA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



40 



45 



50 



1508UP 

GATCTGGTAA 
TAGTGTCTCT 
TGCGGCTCGG 
TCTGCTGCAA 
ACCACAGCCA 
AGAACCCCCA 
TGCGCTGCCA 
GCCCGCAGCT 
CGCACCATTA 
ACGGTGTACT 
TCCAGCTCCG 
ACGGCTGGGG 



CGACTAAATA 
CAAGTGCGCG 
TAAGCACCGA 
GCGCCTCGCT 
GCCGCGGGGC 
ATCGAAAGCT 
CGTCCTCCTG 
GGAGCTTGTC 
GCTGCCCGTG 
TGCGGTGCCG 
CCGGGAACGT 
TACCCCTGGA 



AGAATCCTTA 
TCTGGCACTA 
GATGGCGGAA 
AATATTGCCA 
GTCCCGCGCC 
CGCCTCCAGG 
TCGTTGAGCG 
GTTCTCAGCC 
GTCCGTCAGA 
CACGCCCATA 
TGACGCCAGT 
AGAACCGCGC 



CGCAGCAACG 
GTTAGGTCTT 
ACTCCCGCCT 
CGCGACGGAG 
AGCCGCTCAT 
TCCGCCATAC 
TATATCTCGC 
CACGTACCGC 
ATCGACTCCG 
ACCACGCCTG 
CCAGCCAGCG 
CCGTCGTGAC 



CCGGCCGCGT 
GCAGGTTGCC 
CCGCATATGC 
ACGCACGTTT 
GGAAGTCCAC 
CAGTTCCCGG 
TCAGCACAGA 
CTTCCAGCGC 
GGTGGAACTG 
TCTCCGTGCG 
AGTGGTACCG 
GCAGCTCCGA 



CTCGGCAGTG 
TTTGAACCAG 
AAGCGCCTGT 
TATCTCGGCT 
CACGCCCGGC 
CATAGCCATC 
GCCCGCGCCT 
TAGCATGTTG 
CACACCCTCC 
CGCCGTCACC 
TGTCACTGCC 
CGTTCT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



55 



370 



EP 0 866 129 A2 



1509RP 



GATCCAGTTT CTCTCGCATT TTCTGAACGA TGAGATATGA GTCTAAGTTG GCTAGATTAC 60 

TATATAGCCA GTTGTTCGCT CGACGGGCCA AAACCGAGAC CGGTTCCTTC CTTTGACAAG 120 

AAGAATAATC GCCATCTACT TTGTTTGAAT TCTTTAAACC GTCTAACTCT TGCAGTACCG 180 

TTTTTGGTAC TACTATGCGA TAGCTGTATT TTGGGGCAAG CACTCGTAGT TCTTCAAGGA 240 

TATCCAGATG TGATAACACA TAATTAGTAT CAACGACCAG TGCAATATTA TGCAAGTCTT 300 

GCCGCACTTC AACCTGCGGC TGAATTACTT TTGCGAAAGT CTCTTCGCCC GGAATATCGA 360 

CTCTCTTGTC AGGAATAGTC TTAATGTTGT TAATTTCATG GCTGTGATAT TCGTCTATAT 420 

CCATCATCGC TTCAGCTTCG TGTTCCCTTA TAATTTCTGC TTCAACCAAT GCATCCAATT 480 

CTGCAATGCT ATATTTCTTA TTAGAGTGCT TAGGGTTCCA AGTATGCGGC GAGCTTATGG 540 

TATGCGTCTT ATTCTGATGC CTACGCTTGC TCTTCCTCCC ATGGTCCCTA GACATCTCCT 600 

GTGTAGCTTG GTGCATAGAC TGTATATGAT TGGACTCCAT CGGAACTAGT GGCACGTTTA 660 
AAAGACATTA ATTAGGTATC ACCTCCATTA ACGTACCTTT GATATTTATT ATATGA 



7t> 1509UP 

GATCTCGAGT TTCATGACGA GTGCATGGAA GATGTGTTTC TAAATGCAAC TAAGGTCCGT 60 

AAGGTCAGTG AGGTGCAGTC CTTTATCACT CTAAAATTCC CCTCTTCCTT TGATGATGAG 120 

ATACTCGAGT CATCGATGCC AACTACAAGT CACCATCAAG ACTTAACAAC TCAAGACGTA 180 

CTTGGTGGAT TGGTCGATGC TATGGATGAT AGGCGCGACC AAGAAGACGA TATCGATTCG 240 

20 CAACAACCCC TGGATGTACT TCCTTTGATC GGCTGCGACA GTCCAGTTTC CAACTTGCCG 300 

CGGATTACGG GGGTTGCTCG TTCGGAGGAT GCAGACGAAT GGGATCTTGG ACAGAGCAGT 360 

ATTACTCCTA ACAAACTAGA AATCCATTCG GTCCAGACGC CTACCACACA CCGTGTGCGT 420 

GTGCTAGAAG AAGAACAATC GCCTTTGATC ATGCTGCAGA AGCGCAGACT AGCCAGGAAT 480 

GGGTCAAGAA CATTAGCCAC AGCTACAATC AACCATGACC AGGAACTGCA ACTAGAAGTG 540 
CCAGATAGAG AAGCCGCTTC GCCTGCCATT GAACACGAGC AAGCCACCTC 



1510RP 



GATCAGAATT GGAAGGGATG TTTGCCGGAA GAAGTTCGTG ATATCGAGGA GCCCACTATA 60 

CCCGTCATTG GCCGGAAGTT TTTCAAGTAC GAATCTCCTA TAAAGCACTT GCTACCCCCC 120 

AACGCCACTA TAAACGACCC CATTCCTCAG CCAACTGAGG GAGCGGTCAA TGCTCCACCA 180 

TTGGTTGGCG CCGTTTATCT ACGCCCAAAA ATTAAAAAGG ACGACTTAGG TGAATATTCC 240 

AC CTCCGATG ATTGTCCCAG GTACATTATC AGGCCTGGTG ACCCGCCTGA GGTTGGTAGA 300 

ATCGACCCAG AAACGGGAAC CATCATTACC AATTCCCAGA CCGCCAGTGT ACTACCGAAA 360 

ATGAATATGT CTACACCACG TCTGTCGTCT TTGAACCGCA ACGGTAGCTA CTCGAATTTG 420 

ATAGGCCGTT CCGGTAGCCC AATTAACATG ACCAGGTCCA CCCAATACTT CGCACCAGTT 480 

CCTAACGGCG ATCTGAGAAA TCTGCCAATC GTGCAACAAA TACCGAATAG CACTATCCCA 540 

TCTGCGCAGT CGTCTGCAAA AGGCGGCATA CAGGGGGACC ATGGGCGGTT CAATTAACGG 600 

TACTACCCCT GCATACCAAC CCCCTTCCAT TATTAATAAC CTAGCCGCCC AGGCTAAGAC 660 

AAACAATACC GTTCTTGGAA ATATCTTGGT CGATACGCCC GGTGCCTACG TTCTCCTATA 720 
TCT 



40 



1510UP 



GATCGCCGCT ACTGTTCTAC GACCACGCGC GGGGGCTGAA CCTGGCGATG GGGTTCAAGC 60 

TGGAGGACCC GCACGCGCGG GGGAACGAGC GGCGCTACTG CCTGGTGCTT ACGGTGGACC 120 

45 TGCGAGAACG GGCGCCGGCA ATGGAGATCG TGTCGCAGCA CTGGAAGTTC ATCTCGGGCG 180 

CGTTCGAAAA CATGATCGAG TACATCAAGC AGCAGCGGCG CGCGGAGCTG CTGCGGGTGA 240 

TGCAGCAGGG GCAGGTGCAG GGCACATCGA ACTTTTCGTC CATGGTCAGC GGCACCTATC 300 

TGCGCGGGAA CAACCTGAAG ATACCGAAGA ACATCACGGA GCTGACCAAC GATAGACTGC 360 

TGTTCGTCAG GATACACAAG TGGAATGCAT TTATACTGGA TAGACTGGGA GGGCAGCTGG 420 

ACTGAACCCT TGGGGCGGTG GCTGCGCGGC AACAGTTGGA AGATAGAAGA CAGAAACGCC 480 

SO CGGGAAGCCG AGGCCGGAGG TCGGAGGCGT TACATAACTT ACATTCTTAA CTAGATAGTG 540 

TTCGCCTGTA CATCAAGTTC AGACGTTAAG GTTGAACGCG GCATCGGTGA TGTGTTCGCT 600 

GAAGGGGGCC AATGCAGATT TGACGTCCTT GTTGATGAAC TTCTCCACCT GCTGTGGGGC 660 
CCTGCCCACA AACGTGGAGG GGTCCAGCAG GGA 



ss 



371 



EP 0 866 129 A2 



1511RP 



GATCGACCAG CTGGTGATGG ATAGGCGGCT GGTGCCGCTG GGGCGCTTCG TGCGGGGGCC 60 

CGATTTTGGG CTGTTGTCGT GGGTGAGGTG GACGCTGCAC AAGGTGGTGG ACCTGTCGTG 120 

GAGGAGCCGG GTGCGGGAGA ACGGACGGTA CCTGCGGAAC TGCGCATACG TGAACATGGA 180 

CGTGCTGGCG GCGCGGCACG GCGCGGTGGA GGGGGCGCTG GAAGAAAAGG TGGTGGCGCG 240 

GGCGACGCGA TATACGGACC TTGTGTTCTC GCGGGAGGAG TTCTACGGCG TGGTGCGGGA 300 

GAGCCTACGG GGACGCGGGG AGTACGATGT GGTGCTGGCG GACCTGGACA AGCACCGCAA 360 

GGCGATTCTA GTGGACGGAG ACGTTGTGAA GGTGGTGATG CCGGCGGTGC GCGCGCTGGT 420 

GCAGCCGTTC GGGCCTGACC GCGTGACCGC AAACGACCGC CACATCGCAG AGTTCAAGGG 480 

CTCGCTGCGA TTGGTGGAGC GGCAGGTCCA AGCGATCCAC GGGCACGTCG AAGAGACAAC 540 

CCGGGCGCTG CGTTGGCGCC GTCCCGGCGG GCGCCGCACC CGATGTGCAG CGGCGGTACC 600 

TGCGGATGAA CAACTCGCGC AGGCCAGCCT GTCTCGCGCG CTCAACCAGT TTACGAACCT 660 
AATGGAGATC AAGGAC 



^ 1511UP 



GATCTTGCCC CACGGCCCGT CGCTCAAGTT CCCCCCGTCC GCCACAAACG CCCGGAACAT 60 

GCCGTCATCC ACGCTGGGCT CGCTCCACGG CGTCTCCCCA GTCAGCAGCA CAAACACAAG 120 

CACTCCCGCA GACCAGATGT CCGCCGTGTC CGCGTGGTAC GCCCGCTCGC CCACCACCTC 180 

CGGCGCCAGG TACGGCAGCG TCCCCCGCCG GTCGCGCGCC AGCCGCCGCG TCCCGTCGCG 240 

CCGCCGGAAC CGCGTCGCCA GCCCGAAGTC CGCCACCTTC AGGTTCCCCG CCCGGTCCAG 300 

CAGCATGTTT TCCGGCTTGA TGTCCCGGTG CGCCACGCCG CACGCCTCGT GCAGGTGTGT 360 

CAGCGCCCGC ACCAGCTGCT GGTAGTAGAA CGCGCCACCT CCGAGTCCAC CCCCACGTCC 420 

GGCTCGATCT TGTCGAAGAG GTCGCCCCCG TCCGCCAGCT CCATCGCGAT CCATAGGTAC 480 

TCACGTGACA CATTGCAGTC CAGCACCCTC ACCACATGTC GGTGCCCGCG CACCGCGTCT 540 

GCAGCACACC TCGCGCGTCA GATCCTCGTC CGTCATCCCT CGCGCTTTGC AGCGCTCGAA 600 

GTGCACGAAC TTCACAGCCA CTATCGTCTG CGGGTCTGCG CGCAACGAAG CGGTTTTGAA 660 

GAACGCAACG TGCCCTGCCC AATCGTCTCC CGAAGCTCTA ATTCCTTAAT CTCCGGGAAG 720 
CA 



30 



35 



40 



1512RP 

GATCTTGACT 
TCTACACGCG 
AATGCCTACC 
AAAGATTCCA 
CCTATATACG 
AATGGCGAGC 
CGATGCAGTA 
CGGGGGCATT 
TGGCAGCTAC 
GACAACGCAG 
GGCAACTGAT 
CCCTTTCTTC 
AC 



GGAAGGATGA 
GCTCTACTCG 
ATATGTTGTG 
GACATACAGA 
TGTAGACGAG 
CTAAGGACTT 
CTAACAGTCG 
ATGTCCATAA 
TTTGGGGGCT 
ATTAACATGG 
ATTACCAGGG 
GTACCGTACG 



GGAGCAAACC 
CATCCAAGTT 
ATGACACTGA 
AAAAATCCGG 
TAGAGCTACT 
TCGATGCGTT 
TAGCAAAAAC 
TGATGTACCT 
ATTTGGACGA 
ACGTGATGGT 
ACATTAACGA 
GCACCACATT 



CCCGACAGCG 
TAGCTATACC 
CATTCAGCCT 
TGTTAAAAGT 
AAGCAGCCCA 
CCGTATGTGC 
CGACCAGCAG 
GTTCCTGCTG 
ACAGTACATC 
GCAAATGCCG 
CGTGTCGAAA 
TGACTCTGTT 



GAGAAACTGC 
TGCACTATTA 
TTAACCACTT 
TATACATATA 
AGAAACACTA 
CGAGGGTTAT 
CACGTCCGTC 
TTTATCGCGT 
ATCGACCCCG 
TGCAAATACC 
AGACTGGTGT 
AATGAGGGTC 



TATTTGCGTG 
CTAGATATCT 
CAGCT TATTA 
CACCATTTTA 
CCATATTCAT 
AGTGCACACA 
GGTCATCTCG 
GGGGGGAATT 
AACTGCGGCA 
TCGACGTCAA 
TCAAGAATAT 
CGCACCCCGG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



1512UP 



GATCGAATGG CATCCCATTC ATCCGATGAG GACGCTATGT TAAATAAATA TTATCTATAT 60 

ACTCTAAATA CTATATGGTT TCATCCGTGT TACCCGGATT TAGAGATGCG CGTTCTCGTC 120 

TCCAAGCTTT AACTCGTGTG GCTGACGATT CTACATAACG TGTATTGACC AGGCTGAGCA 180 

GTAACGTTAG CAACTTGGAC ACCAGTTATG AGTACCGATT TCGACAGAAT TTATTATAAC 240 

CAGTCAAAGG TGAGCGGTCG CTTCCGTTTG GGCGAAGGTG GCCTGGGATG GAAGGCTTCC 300 

GCCACTGGCG GGTCGGCTGC CATGCAAAAC AACGAACCAA TTCTCTTGAC TGCGGACGAA 360 

CTGGCTTCCG TGCAATGGAG TAGAGGGTGC CGTGGCTACG AACTAAAGAT TAACACGAAG 420 

AACAAGGGCG TGGTGCAGTT GGACGGTTTC TCGCAGGAAG ATTTCACATT GTTAAAGAAC 480 

GATCTCCAGC GCAGATTCAA CGTGCAGTTG GAACACAAGG ACCACTCGCT TCGGGGATCG 540 

AATTGGGGTA CTACCGATCT GACAAGAAAC GAGCTGATCT TCTCCCTAAA CGGGAAACCA 600 

ACTTTCGAAA TACCATATTC GCATATCAGT AACACGAATT TAACATCAAA GAACGAAGTT 660 



55 



GCGCTGGAAT TCGACTTGC 
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1513RP 



70 



GATCAACTGT 
GGCCTGAGAT 
AACCTGCGGG 
CTGTCGCGCA 
AAAGCTGCAT 
TTGCTGTATT 
GCCTGCTGTG 
GCAGAATCTT 
CAATTCACAA 
CGCCAAAGGC 
ATATCGATGG 
GCTAGTTCAT 
A 



TGCTCCAGTT 
GAGATGTTAG 
GCCGCATCTA 
CTTCTGTCCC 
GCCATCATCC 
TTGCACTAAG 
GAAACCGACT 
CAGCTATACA 
TCACGTGACC 
GCGACGGAAC 
TAACAGTGCA 
TTACAGCCTA 



GCTCCTTGGA 
TACTCCGCGC 
CCCCTCGGCT 
ACGGATTTAA 
CACGCTATAC 
AGCCACTCCA 
GTGCTCCGCT 
ACCCACACAC 
TACAGGTGAA 
ACCGGAGCGG 
CGCACAAAAA 
ACCTAAAGAT 



CTTGGTTCTC 
ACCTATCAAG 
ACCGCTCGCT 
GCCTCTAACG 
ACCGCCTGAC 
AATGAACTGC 
CGGTGTGCGC 
CTCCGAATGT 
ATTAACGATT 
GTACACGATG 
AAAGTAGTAT 
TAATTATGCC 



AATTCAAAAG 
CTTGGAATGA 
GGCTAACCCG 
GTCACCTCGA 
ACATA CCATT 
CTCTTCTGTT 
GAGCGAGTCT 
ACGGATGCAA 
TCGGCAGATC 
GGTGCGACTT 
ACTAGGGTCT 
AAGACAGTGA 



CTTTAACACC 
CATTGCTGGC 
GTATGCGCTG 
TACCCAACGA 
ATGATTGATT 
GAAGATGTTG 
GTCGGACGAC 
CAGTCAAACA 
GCAAAGTGAG 
CTTACACTAT 
ACGAGACTTC 
TTGGAAGGAG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



75 



20 



25 



1513UP 

GATCTTTAAA 
CCACACCTCT 
AAAGTTAGAG 
ACTGCAGCAG 
CTCGCAGAAT 
TCCACGAACG 
CTACTGTGTC 
CTGCGTATCA 
CAGGACGTGC 
TCTGAAGGGG 
TGCTGGACTG 
AAGGCCAACG 
CAACAA 



ATTTGGCAAG 
ACGAATCAGG 
AGTCGCACAG 
AGGGAGCGCC 
ACACACTCTC 
TGCAGGAGGT 
TTTACATGGC 
AACTACTGAA 
TAAAGTTGCA 
AGGTCGGCGG 
TGTCTGCGGG 
TGCACCAGTT 



AACAGCCAAC 
TCCGAAAGGC 
TGCATGTGAC 
TAGTAACGTG 
CACCCCTACG 
GAAGCTGGGG 
ATATGCGTTC 
TCTGGCCTAC 
GAAGGTCCCT 
TGGCGTCCAC 
CATCAAGCAC 
CCGCCAGGGC 



ACTCCCGTCA 
GATCTTGCAA 
GACCAGCAGC 
GTTCAACOGT 
TCGAACGAGT 
GGACTGCAGT 
TACCGATACT 
TCGCCGTCCA 
AAGCGGCTGG 
GGCTTGATAA 
CTGTCGCTTT 
GTGTACGATA 



AAATAAAGAG 
TGACGAGCAA 
ATAGTTCTCG 
CCCTCGGTGA 
GCAT TAATAA 
TTCTGTTTTA 
TCCAATACCA 
ATACCCCGCA 
CAGCGATTTT 
ACGACGGAAG 
ATGATCATGA 
CCTGGCGCGC 



CAAAGCGCCT 
GGTTACAAAG 
GGCTCGCGGC 
TTTGAAGAAA 
ACGGCTGCGG 
CAAGACGCTA 
GTACAACAGG 
GCTGATCAGA 
GGCATACAAG 
CAACGTANTA 
CGGGGTGCTC 
TACTACGGCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



30 



1514RP 



35 



40 



GATCTGCGTG 
AAGCTGGTTG 
AACCTTGAGC 
CTGATATAAT 
ATTGGGTGGG 
TAACGTGTAG 
GTTAGACAGA 
GTATGCAGAG 
TGCATAGACA 
GTTCGTAAGA 
GCTGTTCAGC 
TTTCACGAAC 
CGCCCGGTAC 



TATATTTGGA 
ACCACTCTGC 
GGCGATAGGG 
AATGCAGCCT 
ATTTCGATAA 
GAAATATACT 
TATGCCAATG 
GTTACCGCCG 
CTAACCGCCC 
TATCCAGACG 
ACCGTCAGGT 
ATCTCGAACT 
ATGCTC 



TGTATATGGA 
TGTATTCTCG 
AAGATGCAAC 
CAAATATGCT 
CCTGATTGGA 
TTAAAACGTC 
GAGTATCGTG 
ACCGGCGCTC 
TCGACGGCGT 
CGGTGCGCCT 
ACTTCAGCAC 
TCCCCCACTG 



CTTCACACTT 
TAGTCTTTCT 
TTTAAATTTC 
GTGGAAAACA 
GATCGGGAAC 
GGCCTCGGGC 
CTGCTGCGGC 
TGAAAGCCGC 
CATCAGCGAG 
GTGTCGGAAG 
CTGCTCCTTG 
CTGCGTCTGC 



TCGGAAGCAA 
GAAACGACGG 
TCTACTTGGT 
CCACTTTCGC 
AAACTCGACG 
ACCATGTTGC 
CGCTTGGGGA 
TCCACATTCT 
TTGTGCCGTT 
GGCGTGCTCT 
CTACCGAAAC 
TCCGGCGTCC 



TGGAACTCGA 
TAAGAAAATT 
TACTCAAATA 
CGTTCGGAAC 
TAGTAGCCAG 
TGTAGTATGG 
CCGGGCCGCC 
CGAACGACTC 
GCAGCGTGGC 
CCTGCGGCAC 
TCTCCAGCAC 
GCACCATCTC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



45 



1514UP 



so 



55 



GATCTCCACC 
CCGCGCGACG 
GTGCGTCCGG 
GCCCGCGGGC 
CTCCAGGCTC 
CCCACATAGT 
TACACCGTCG 
GCTCATTCTG 
TGCTCCCCGT 
AGTGGCGCTC 



GCGTCCAGCA 
CTTTCGAAAA 
TGCTCGGCCT 
TTCAGCGTGT 
TTGATAAACG 
AGCGTCAGCG 
AGGACGTTGG 
CTCACTTCCA 
CCACTGGCTG 
TAGCGATGAA 



CCACGATCCG 
CCGCCCGTCC 
CCCGCGACCG 
CGCGCTTGAT 
TCGTCTTAAT 
TATGGTTTCC 
TCACCCGCAC 
AGCCCACACA 
ACTCCCAATC 
GTAAGATTTT 



GTCACCGTCC 
CTCCGCCGTC 
CAGCGTCGCC 
GCCAGGGCTG 
CACCTTAAAG 
CGAA TCGTAC 
CTTGAATCCA 
GCTATCCTGG 
GTTCAGTTTG 
CTATGTATTA 



CACCGCGTCA 
GCAGCCCCTC 
ACCACCCGCT 
GTGGGTOTCT 
CTCGCAGTAT 
GCGTAT ATCT 
AGGATATGTT 
CCACCTTAGA 
CGG TGTG GGT 
CTATGTCGCA 



TCGCCACTGT 
CCCCGCTGTC 
CTATATTCAC 
CTCCCACCAC 
GGCCCTTGCG 
TGCCCTGTGT 
CCAAGTTGAT 
ATGCCACGCC 
ATTTTTTTGA 
CAAAGGTTAG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



373 
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TTCCAATAGT GCTTGCAACT ATCAGGTGCT GTGGAGTTCC CAAGCAGACG AGTTGCTGAT 
AGTGGAGCCG ATAGAGAATC CGATAAAGAT TATTCCCGAA AATCTAAGGA CAGGTGG 



374 



EP0 866 129 A2 



1515RP 



GATCCTTCGC CGCGTGGTCA AAGCCCGGAT AGGATATCAC AGGGCACTGT GCAAAGGTAT 60 

CGCATATT6T TTCCATGAGC GTTTCOCCCT TCGGTCTCTT CGCCGGCTTC CACTTGCAOG 120 

5 TGGCCGCCAG GAGCTTACAG AGCTGCAGAT AGTTATTACT GTCAAACGTC CAGGGTGCCC 180 

CGCGCCGTTT GTGCGCCGCA GCAGCATCCG CGAAGTGGTC CAGGTGCGCC CGCGACAGAT 240 

GGAACCCGTC CATGGGCACC ACCTCAGCTA TATTGACCGA TGACGCTGGA TCCAGGGCTT 300 

CGCTCGCGAT GCGCACCGAA TTGGGGAGCC CGCCGCGCCC GAAGATAACT GCGGTCCCAT 360 

CCCCATCGTA GAACTTGTGT GGCTTGAACC CCGGGTCCTC CACGTGCGCG AAGAACCCCC 420 

GTCGCGCCTC CTCGACCAGG GCGCCTGACG CAACCGGCAC AGTCTCGTCC AGGCTTTCCG 480 

10 CAGCAATGCC CGCGGAAATC CTCAATCCAC CCCTTCGTGC CTTCAGGTGA CTCTGGAATT 540 

CCTGGTTCAG GTCCCGCTTA AGCCTCTGCG CCATCGTAGA CTTGCCGGAC CCAGGATGCC 600 

CCACCACCAC TACAGCCACC CGATAGTTGC TCTCGATATT CTGAGCAAGG AGATCCCACA 660 
CTCGCTTCTT TAAGTCTTCG TAGTCCATGC CGCTTGCTGT GTATGCCTGC TGGT 



is 

151BOP 



GATCTAACGC CGGCT G TCTC CTCCAAGCGT GTTCCTGCCT CTCTTATATC TGTATCTGGT 60 

AGCTTCAGCA TTAAAAAACC GTCCAGAGAA TTGGCTTTCG GCCATGCTCG AAAGCTCACT 120 

AGTCGGAGCG CAGCATCTAG GACACCAGTA GGATGCAGAC AGTGTTTAGG CCATTGAGAA 180 

GTGTGATTCT GACGCCCGCT CGAGGCCTGG CGCGGTCCAG CAGGCTGCAG TCGGGACACA 240 

ACAAGTGGTC GACGATCAAG CACGATAAAG CGAAGAACGA TGCTGAGCGG AACAGGCTTT 300 

TCACGCGGAT GGCCAACCAG ATATCGGTGG CAGTCAAGCA GGGCGGGTCT GCCGACCCGA 360 

CGCTGAACCT GCGACTGGCG GCGGCGATAG AAGCGGCGTC CAAGGCCAAT GTGACCAAGA 420 

AAGTGATCGA AAACGCAATC CGCAAGGGCG TCGGCGAGGG TGGGGCGCGC GACAACGCCG 480 

AGGCATGCAT GTACGAGGCG ATACGGCCCG GTGGCGTGGC GTTTGTGCTG GAGGCCTCAC 540 

CGACAACAAG AATCGGACCG TGACCTGGTA CGCGCCGCGT TCAACAAGCA TGGCGGCAAC 600 

ATGTCGCCCG CTCAGTACTT CTTCGAGCGC CGCGGGTACG TGGCAATCCA GCCACCGGCC 660 

TCGTGCGAGA GTTACAACGC GGTGTTTGAG GTTGTGTCCG AGGTCGAGGG CGTAGAAGAA 720 
CTGGA 



1516RP 



GATCCGACCT TTGGTGGCTT GGCTCGAGTC TTTCTTCAAT TTAAACCCCT GTTCAACAGC 60 

AGATGAAATT GTTAGTCTAT CGAGTCCACG TAAAAGACAA TTTTCGACGC TTGAGATGAA 120 

GGGTACGGCC TCTCCCGACA AGCGGCATCG CCTGCACCGA AAAGTATCCG GTCACTCCTT 180 

CATCATACGG TACCTTCACT ATCTCTTTCC GCCGGAAACT AAATACAGAA ACATACCTTT 240 

35 AACATCCTTA TTCTGTTTAT CCTTTCCTGA TTTCGACTGG AATGTAGCGG CGAAAGGGAT 300 

CTGTTTCAAA AATTGGAAAC GCTTACCACC TCACCAACAC ACCAGGACTT TATTTCGTAG 3 60 

AAACAGGCGA TCGGCCTGAA CAACAGTCAC TAGAAACGGT GCACCAAGGC AGCTTGGCAA 420 

CGAGGAGGCA CCCTAGGGCT CAATGCGTTG ATAGTAAAGC ATGTACACGA GCTTTGTCTC 480 

CGAGAGAAGG AACGACGTCT TGCACTCCGA CACGTACGAA TCTGAGATAC ACCACCACGG 540 

GTGCGTAGTG GTGCGACGTA AAGCCTTCAG TTTGCGGGGA CGGCCTGGGG ACGGGGGAGT 600 

40 ACTTCGTGGC AGCCGAAGAT ACGCCGATGA GCTCGCAGAG CTGGCTCCGG AGCTGTCCTG 660 
CTCGGCTGAC GCGTCCGGCT TGGAGAC 



1516UP 



GATCATTAAC GAAATTCTTG TGGTTGATTA CGATGTTCGA TGGGAAGATA TAGCTGGTCT 60 

TACAATAGCA AAGAAGTGTT TGAAGGAAAC AGTTGTTTAC CCATTTTTGC GGCCAGACCT 120 

TTTTCGGGGT CTCCGGGAAC CTATCTCCGG GATGTTGTTA TTTGGACCTC CAGGAACAGG 180 

TAAAACGATG ATTGCCAGGG CCGTTGCGAC TGAATCGAAT TCAACTTTCT TTTGCATCAG 240 

TGCTTCCTCT TTGTTATCGA AATACTTGGG TGAGTCGGAA AAACTTGTCA AGGCCTTATT 300 

TTACCTAGCC AAACGGCTTT CCCCCTCAAT TATATTCATT GACGAAATCG ACTCTCTACT 360 

AACTAGCCGT TCAGATAATG AGAACGAATC ATCCAGAAGG ATTAAGACGG AGCTCTTGGT 420 

CCAATGGTCC TCCCTAACGA GCGCCACGGC TAAGGAAACA AGAGAAGGCG AAGAGGCCAG 480 

ACGCGTTCTT GTCTTGGCCG CAACCAACTT ACCGTGGGCG ATAGATGATG CTGCTATTAG 540 

ACGTTTTTCA CGGCGTCTAT ACATTCCATT GCCGGAATAC GAAACAAGAC TGTATCATTT 600 

GAAGAAGCTT ATGGCCCTTC AAAAGAATGA ACTTTCTGAA TCTGACTTTC AACTCATTGC 660 

TCGCATGACT GAGGGCTACT CGGGATCTGA CATAACTGCT CTTGCCAAAA GAAGCAGCTA 720 



TGGA 
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1517RP 

GATCAATGAA AAACATGCAT ACGATTTCAT GAAGCAAAAT TTGGCTTGGA ATATTGCCAA 60 

CTCTATTCAC AAAACAGAAA TACTAAAGGA AGAGAACTTC ACGTTATTAT CCAAAGCCCA 120 

5 AAGAGATGAC GTGAAAGGAA GAGAAGCGGA GTTATTACTT CCAAGCGAAT TAAATCAATT 180 

AAAGATGGTC AATGAGCGTG AGCTGAACGG CCATGCAAGA AAAATAAGAC TAC TATCCAT 240 

GTGGGAAGTC TTCAAAATGC TTTAGGTTCT GCATTATTAT ATACACATTG TAGATACAAC 300 

TCGAAACTAA TGCATTTCAC GTCAGCAGTC TAAAAGTGGT CATGCAGTAA CTTCACACCT 3 60 

TCTTTATTCC AAGGACAAAG GTATATTCCC AGCTGTGTCT TAGACAGTGT CCCCAGCTTG 420 

AAACATGTGT TACTCAAATG GTTGGCAGTA ACCTTACATT GCCCAGAATG GGTGATGCGG 480 

10 TTAGAAGTGG TATAATCCAA CTGCTTCCAA ACATCAGCGT TATTAGGTGT AAAGAAAGCG 540 

GATCTCTGCC ACAGAATTTT AGATGGAGCG CGCAAATTCA GTGCTCTGGA AATCTCATCC 600 

ATGACAAGTG GAACATCTTT GTATTTGTCC GACAGGATGC CTTTTAATGG TAGGTTAGCT 660 
AAATCTTTCA TCAAAATTGA AAGTGGTCCA CCTTGTTCTC CATGAGACAA 



1S 

1517UP 

GATCCTCAAA ACTACAGAGC GAAGTTGAAA AAGATCATAT TTTGATAGAG CGTAAGCAGT 60 

GGGATGAAGC ATACGCTCTT CTCAAAGGTG TTGTGGATAG ACATCCACAT CTATATGATG 120 

CACATTCAGC ATTCGGTTGG TGTCAGCTGC AGTTGGGCGA CACTGAAAGC GCTTTAGAAA 180 

20 CATTCCAGCT TATTATTAAT AATGTGAAGA GCAGCGACGG CACGTCGTCT CAGTTCATTA 240 

GCTCAGTACA CTGGCGAACC GCACAAGCAC TTATTACTAA GCAGCAGCAT GAAGATCCTT 300 

CAGGTAATGA GTTTATAAAG ATTGCTTTCC AGCATCTGGT ACAATCCCTG AAGATAACCG 360 

ATCTTTTTGC TCCAGGTTAT TCCCTTCTTG GACACATTTA CGAAGTGTAT TTTCAAGACC 420 

TGACTCGCGC ATTTAGGTGT TACGTTAAAG CCTTTGAGCT AGATGCCGGC GACCTCGTCG 480 

CTGCTAAATA CATGGTGGAA TACTATAGTG ACCTGTGCAA TTGGCAGGCG GCGGGCAACA 540 

P5 TCTGTGACCG TGTAATCAAG AATGATATGC ATCTCAATTC CGTCAACTGG CCGTACAGAG 600 

TTCTGGGTGT TTATTATTTG GAGCTTCAAC AGGAGGCTGA ATCGATCGAA TGGTTCCAAT 660 
CC 



30 



40 



45 



SO 



55 
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GATCAGACTG AACCCATATA TCAGCGAGGT ATGGTACGAT TTGOGCACTT TGTATGAGAC 60 

5 ATGCAACAAT CAGCTCAGCG ATGCCCTGGA TGCATATAAA CAAGCTGTTC GCTTAGATCC 120 

GAATAACGTC CACATAAGGG AGAGACTAGA GGCTTTGACT GCCCAGCTAG CCAACCCAGG 180 

GGCCCAGCAG CCTCAGCAGC AGCCTCAACA GCAACAGATG CAACAGCCTA GAGGGCCAGC 240 

ACCCATTATG TTGCAGCCAA CATTGCAGCA GCAAGACCAA ACAAATCCGT TGAATAACAA 300 

ACCTGCGTTC TACCGGTCCT CTCCCCACGG AGTTGCGGTT GCCGGAACAG AGTCCGCAGG 360 

CCACACACCA ATGTCAGGAC GGCCTCAGCC GTTGCAGCAG TTGAACAATA ACGGAAGTAT 420 

n CCTGGAACCG TCATTGTTGC CGCAAAAGAG GCCTATGGAG GGTGGAATGG ATACATTGGT 480 

AAATGCCATT TCGCAGCAGG AGTTGCAGCA ACATCAGAAG AAACATATGC CTTCTCAGAA 540 

CCATCCTAGT TTGGCCCTGG CTACAGGACA GCCGCAGCAG TTACCACCCG ATGCCGCTCC 600 

CATAATACCG CCCGAAAAGA AAGGTGCGCC TCTCCCCCAG TTTCAGAAAA CTGAACCAGA 660 
GCATGCGGCA AAAAGACTGA AGCCCGAGCA GAATAACGT 

15 

1519UP 

GATCAGGTAT CGGCCAACAT ATCGCGTCTG TCGATAGCGT CGAAGATTAT CGTGATAGAT 60 

ATAGACTATG AAGTGACGGA CGGCAAGGTG ATCGATGTTA AGCTGGTGCT GGCAAGCAAC 120 

TTCGACAAGT TTGACTACTT CAATGGCGAG GCCAACATCC TGCACCGGTC ACTTACCACG 180 

20 TATAGCGACC TGCACGAGTT CCACCACAAC CTGAAGTTCT TAACCCTACT OGACGCGTGC 240 

TCAAGCATCG ATATCGAGTC CAATGTGTCG CAATTCGATT TGTTCGAGTA TTACTCGATG 300 

CTGCCGCAGT ACATGCAGAG CTACCTGGAC GACAATGGCG CGCAGCTCAC GGTGCAGACG 360 

AACCTGAACG ACCGTTTTGG GATCTACTTG CTCGACCATT CCGAAAAGAA GGTCGCCAAG 420 

CTGACATTTG CCGCTACGCA GGACCCGAAC CAGCGGTATT ACGAATACAA ATACTCGAGC 480 

GAAACGAAGG AGTGGATCAA CCAGTCGGCC GAGTCCTATA CGACCGGCAT CACGCTGGTG 540 

25 TTCGAACTTC TCGGTGACCC TCCGACGTAC CTGCCTAAGG ATAGTTTGCC GCCAGAACAC 600 

CCTGATGAGG GCTTCACGAG TGCTTCTGCG TCCGAGCTGC AGCGCCGCTT TGCATTCAAG 660 
TGTCAAAATC CACGAGTCAC CCTCGTAAAT GACTTC 



30 152 ORP 

GATCTTCTGG ACGCTTTCCT TGAGTTCGTT CATCTTGCCA AGCACGTCGA CGTTGGGGTT 60 

GCCCGCAAAA GAGTTGAGCA TCGGCCCAAG GCGGCCTGCA ATGGCGCCAA ACTTGTCTAG 120 

CACCTTCGTG AGCGTAGTTG GGAGCTGCAA AAAGCGCAAC GTATGGCCCG TGGGCGCGGT 180 

GTCAAAGATC ACCGTGTCGA AGTGCTCGCC GTCGCCCTGC TCCTGCTTCT TGATGTGTTT 240 

3S CATCACCTCC ATGAACGAAA GCGCCTCGTC GATGCCCGGA ATCGACCCCG TGAGATCTGC 300 

GAGTGCGCCG CCCTGTAGCA AGCCCGAGAG CCCGTCATCA TCGCCGCCGT TCGCGATCGC 360 

CATGTCGTTC ACGTCCTTCA ACGCCGCCGA AGGGTCGATT TCCATACACG ACAAGTTGTC 420 

CATGCCCGTG ACCTTGCGCG CGTCCTTCCC AAACTTCTCG TTGAACGCAT CGCTAAGGTT 480 

ATGCGCAGGA TCCGTCGAGA TCAAAAGAAA CTGCTTAGTG GGCTGCGCAA GCGCCATCTG 540 

GATGGCAATG GAGCACGAAG ACGTGGTCTT GCCCACACCG CCCTTCCCGC CGACGAAAAT 600 

CCACTTGTGT GTTGTAGAGT TGATCAACGA GCGCAAAGAG GCCTCTGGTG TAATATCAGT 660 
CATGGTTGGT GTACCGCGTG AATCTGAGAG TGCAGGCGAT CTGAGATCTT 



1520UP 

45 GATCAAACAG TAATGACTTT GTTAACGGTT TTGAAGTACT GCACGAGCTG CGACTCCTCA 60 

CTGCCCTGTG GCGCCACAAG CGCCGAAATC ACAGCAACTT CGCTTTCAAA CTGAATGGCC 120 

TCCTGCATGT TCCGTGGGAA CCCAAGTAGC ACGACGCTGT CCCCAGCCTG GCACACCTCC 180 

TTCAGATAGC GGCCCATCAA CGCAACCAGC GCACCCTTGG GCAGGTGCGC CGAGTAGTCA 240 

TCGCCATGCA CAGCATGCAA CTCCTCTAAT AGCGCGTGGT ATTTGTCGTG CTCGTCGGTG 300 

CGGAACCGCT CCAGCGCCTG CTGCACGCGT ACGGCGCGGG CCCCCGCTGG CGCCCGGATC 360 

so TTCTCTACGG GGACATCGGC AAGCACCGCC AGCACCTCCA GCTCATCTGG CTTGAACACC 420 

GTCACCCGCC GCCTCAGGCC GGAGCGGACC TTCTCGAACT CCGCTTOGCT GAACTCTGTC 480 

TGCGGCTTGC TCCGGTCAAT CGACTTCGCC GCCTGCACGA AGATGAGCGT GCTGACCACC 540 

GCAACGCCAA CCATCTTCCA CGCGCTAOGT AGATCTTCCG AACCAGGGGC CTTGCTGGCG 600 

TATGGCCGCA AAAGTCCCTG CTGACGCCGC AGAAGGAACA ATCTAGGCTT ACAAGTCTGC 660 
GAAACATTTG TCCTGCQAGT TAGCC 

55 



377 
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1521RP 



GATCGAATCT KGTCTGAGGG TCTTCCACGA WTTGCAATGC AATCTCCGGA TATCCGGCCT 60 

TCTGTAGATA CGAGATGATG TTCTGGCCCA CAAGGTTGGA CGTACGAATG AGACGCAAGA 120 

CTTCAGGGAA GTTCTTGTTC ACCAAAGCTT TCTTAAAGCG GTACTCGGTT GGGTCAATGG 180 

TCAATATCTC AATATCGCCG TCTCTGTTCA AAGCATATAT ATGCTTGCCA TGAGCTTTGG 240 

TAATGTATAG GGTCTTGCTC AAAGTTTTTA TGATCCCGCT GTCACCATTC AATAGGCAGT 300 

ACTWAATATG GTTCAAAGTA GACAAGAGCA GAACACCAGT TTCATCCCAC GCCGCTGACT 360 

TGATCCTGAT CGTCTCATGG TTAGACGTAG TAATCTCCAA CTTCCTAGTA GCAATGGTCA 420 

GCGTGTGTTT ACTCATTAAA GCAACGTATT GCCCATCTGG GGACCAGACT GCATATTTAA 480 

CCATCTTCAG AGCTACCTCC GCCAATTTTT TCCCCTGCTG CACGTCGAAC AAGACTACCG 540 

CCTTTGGTTT CAAGATGAGT ACCGCACCAG GGCCTCCATA GACAATGTCT TTAACAGTTC 600 

CTTCTATCTT GATCGATTTG GTTACCTTGT TGTCCAACCC ACGTACTTCA AGAGATTCCG 660 

ACGCAGAGTT GTAGACAGCG TTACCTATGC CGAGCGACAA AAGTCGCAAA GCTTCCCTTA 720 
TC 



1521OT 

GATCCACTTC CCAGATTACA TGATAACATC GAAGCCGAAG GTCGCAAGGG AAATGTTGGA 60 

GCAGTATGAC TTTATVCATA GCGGCTTCAT CAGCGTAGAC GGCAAATCAG AAAGCCTCAT 120 

CTTGGGCATG CCGAAGAAGA CCACCGGCAG TTTGATCAGC TCATCGAAAG TTTTCCTATA 180 

TGGCAGAGCA GCCGTCACCA TGAAGACAAG CAGAGGCCCA GGCGTCATCA CCGCAATTGT 240 

ATTCATGTCA TCTACCCAGG ACGAGATAGA CTACGAGTTC GTGGGGAGCG AGCTCCATAC . 3 00 

TGTCCAGACG AACTACTACT ACCAGGGCGA GCTCAACCAC TCGAGAATGC GCCGCCATTC 360 

GCTACCCTCC AACAGCCACG AGGAGTACCA CATATACGAG GTTGACTGGG ATGCCGAACG 420 

CATCCACTGG ATGGTCGACG GCGAGATAGT GCGCACCTTG TTCAAGCGCG ACACCTGGGA 480 

CCCGGTCCAC AAAATATAcA AGTATCCACA AACGCCCATG ATGCTCCAGA TTTCCCTCTG 540 
GCCCGCGGGC ACCCCCGATG CGCCGCAGGG CACCATC 



1522RP 

GATCAAAAGC GAACAGCGCA CTTATGTCCT GCCCAACCGA CGCGTGCTCC TGAAT AC CCA 60 

ACGAGCACTC CCTGGCCTGC TATCTGCGCG TATTCTGTCA GAACGATCGC CGCTAGAAAG 120 

TTACCAAGCG CGTCACACCT GTATTCCCTG GCTTCTCTCT CGGCCTTCGA TGTGCTGGCA 180 

AGTAGTTCTC CACGTTCTGC AGCTGCCACT GGAAACGTGC AAACCAAAAC AAACCTGACA 240 

CCACTTCTGT CTCTCGATCG CGTCCAGCCT CCAGAACTCC CAGCGCACAG ATTTTGACTA 300 

TAGCAACCCC CGCGACTAGC ACTCAAGAAC TTTCAATTTT CGCTTGAGCC CGACCTTGTT 360 

TTTCGAAGAT TCTGACCTAT CCTCCTATCG ACGTCAGGGA CACAAATCAC ACTATAGTAC 420 

CTCGAACAAC AGTACAGAAA AGAAAACCAG CTGCTCCAGC CAAAATTCAC AAGTCCCGTT 480 

AGCTGCTAAG GCCAATTGGT GATACTCAGT CTTTAATCTT TACCCAATTG GGAAACTTCA 540 

CCAAGGAGAG TCTTGCGTCT TAAGGTTTGG CAGTTTGGTT TAAAAATTTT CTTGCACGAA 600 

ATGTCAGAAT GTCTGGGTTC CCCTTGTCGG TCACGTGGGT GTCGGTCACG TGGGTGCTAA 660 
TCACGTGACA CGTGGATGAC GACTGAGGCG GAAAATTTGC AGGTT 



1522UP 

GATCGACAAT ATTCCCCCAC CAGGCGCAAG AATCGAGTGC ACACAGGCCA CGCGCGCATC 60 

CGGGCTCGGA TCGGCGGGCC TGGGCTGCAG TGGGCGGCTG GGGGGCGAAG CACACTACCA 120 

CAGTGTGCTG TGGTGCGGCG GGGACGCCAC GCCGCGCAGC TGCGGGCTGC ATTCCAGCCA 180 

CGCATGCACG AAGAGCCGGG TGACACTGCC ACCGCTGGCG TCGCTGCTGC AGTCCAGCGG 240 

CTACATGGGG TTCAACAACG AGCCGCGGGC CGTCACGCGC TCGTGTCTAG GGGCGACACA 300 

TCCCGAAGGC CATTACGGCA GGGACATGCT GAGCAGCGCG GTGGGGCACG CCGCGTGTTA 360 

CGTGGGGCGC CAGAGCCCGT TGCTACCGCT GGGCGACGCG ATTGCGCCGG CGCTCCCACC 420 

CAAGCCATCG CATCGCTGCG TCGCGGGGAA CGCGCAGCTG CGCCGGCCAG TGCTGCCCAT 480 

CGTGGGGCCC GCGGCGTCCC ACGCTACGAA ACGAACAAGA CATGCCTCGT TTGTGGCAGA 540 

CGATGTACCC GTCCCAGCAC GCTCAAGAAC ACATGCTCAT CCACACGGGC GAACTGCTTT 600 

TCAGTGCAGT TGGCCCGGGT GCTCCAAGCG GTTCAACGTC AGGAGCAATA TGAACCGACA 660 
TGTGAACTCC CACAAGCGCC CGCTGATGAA GGAAAGCAAG AAGAAATCCA GTTCTCCC 
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1523RP 



10 



GATCTTATCT 
GTCAACATCA 
CTGAATTGGA 
ATTTGAACTT 
CTGATCCTGG 
TGGAATCTTT 
TGTAACTGTG 
ACGTTGCAAT 
TCTGGGTGAG 
ATTCAGTTCC 
ATCATACAAG 
CACAGCAGTG 



AAACCGCTCC 
GCGGAAGCTT 
TTCACCGCTT 
CTGGAGCTAT 
TAATACTCGG 
CCTTTATCGG 
GGGAGAAGTC 
AGCTGCGGTT 
CTATTAAAAA 
ATGAGATCAA 
AGCCAATCAT 
TTTATCCGGT 



GCGATGATGC 
GGATAGATGA 
TGCTATCAGT 
WCGAGGGGTT 
TGTAATCCAC 
CGACGTCCGT 
GTAGGGAATG 
GAGAATGGTG 
TCTCGGCCAC 
CAAAGGATAA 
CACTGCAGTT 
CTTTTTCGCA 



TTTGGTAGCA 
GAAAATCACA 
GGGTWAGAGG 
ATGAGCAAGT 
GCTTTTCTGC 
GCGTACATGG 
TCTAGATAAG 
TACTTGGGCA 
CGAATAGAAG 
AATCCGGAGG 
GGCTATATTT 
GTCATATACC 



ACGGAAGCCC 
GGTGTCACAT 
CGTTCACTGG 
CCAAGTTCCC 
CAGCAAAAAG 
CGTTCAATGG 
GTTGACGCTG 
CAGCAACCTG 
AGCATCTTTG 
TTATCAAGGG 
GGATTATTGT 
ACAATGGATT 



GCATTTCAAA 
GGCGCGAGAG 
GCTGTTCTGA 
GCGTGAAAAG 
CTGGCGAGTT 
TATTTGCTGA 
AAAAGCTATT 
CTGCGCTGCA 
GGTGAGCGCG 
AGAATTTGTT 
GATATTGCCT 
GT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



15 



20 



25 



1523UP 

GATCGACAGA 
ATCCCTGCCA 
GGCCTTAGCG 
CGACTGGCGC 
ACTTCGGAGA 
ATGAACGCAA 
TCTGAAACTG 
GGTAGAGGCC 
TTAGGTGGTG 
AATGTGAGCA 
TTTCTGTCTT 



ATGAGCAGAG 
CAGAGCGAAA 
CCATGCGACG 
AAGACATGGA 
CGAATTGCGC 
ATATTATAGG 
AGGAACGTTA 
TATCTCAGCT 
GAAGTGAATA 
TCGAGACTGC 
TCGCCCAACG 



CCATTCTGAG 
TGGGCCCAGA 
TAGTA AAAGG 
TTTTATCAAC 
AATGAACATG 
CTCAGAGTCA 
CAAAAGTGTT 
TTATAATGAG 
TGTTGAAGCA 
GTATGAATCT 
CCCGAAGATA 



AAAGCAAACA 
AGGTTTGTAC 
ATGGCATGGA 
ACCAGCTCCA 
GGTCAGAACA 
AGCACGGCCA 
TTACAGAGAC 
TTTTTGGAGG 
TACTGCGATA 
TCTTTGCTAG 
GAGCTACTGA 



CGGCCCATTG 
TCGCCGATCA 
TGCTGGTCGG 
AGATATTCGT 
GTACATTATC 
TTAGCAATCC 
TCGGTAAGCA 
ACGAGCGCAT 
GTTTGGATCA 
AGCGCGGGGG 
GGATCATGT 



CGGTTCTGGG 
AGGATCATCT 
AAATGCGGTG 
CGCAACACAC 
CCATTCTCTG 
ACCTATGCCA 
TGTCCCTCGG 
CCTCTACGGC 
AACAAAAAAC 
CCAGCAGGTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



30 



35 



40 



1524RP 

GATCTTTTGA 
CAGGACTTAC 
TATGAACGTA 
GAACGCTCTG 
TCTCTCAAGG 
ATAGTGTTAC 
ATTATACGCG 
CCTGTAATAA 
GACGAGCTTC 
CGCTTTTATG 
AACCTGGCTA 



AACAAGTGAA 
TGGCCAACAT 
ATATAGTTGA 
TCACTTCAAC 
AAGTCAACCG 
TGGAGAACAT 
TTAAAGGTTT 
ATTCACATAT 
AACTGAGCCA 
AAGAGGATCT 
AGAGCTCAGA 



TTTCTGGAAA 
GGCGACGAAA 
ACTTCAGCGT 
CTCTGCCGAT 
TAGACTGGAA 
CGGCCTGCTT 
AAGGAAAAAC 
GGTGAAGAGC 
AGGTGTTAAC 
ATTTCCAACT 
AAGGAAAATA 



TCGAAGTGCG 
GAGACGGACT 
CAACTATCAG 
GTACCTGGAG 
GAAGATATGT 
CTTTCTAGAG 
ATAGATGATA 
ACAGTTTTCC 
GACCAACTCC 
TCCGTGATCA 
AGGCTAAAAA 



GTGACTTGGA 
TCAACAATCG 
AAAAGTGCGA 
AAAC CAAAGA 
TTGCTGTTTT 
GCCCTGACAA 
GTATAATAAA 
AGGATGTGAA 
ATTTTGTTAG 
AGAGGTTCAC 
AAGCGTATTG 



CAAAATTAAG 
ATGCACCGAC 
CGCTACAAAC 
ATATATTGAG 
TGCGGGGAAC 
CAAGTTACAG 
GGACAGCAGC 
GAACTTATTT 
TGAGCTGGAA 
CGATGTAGAG 
AAAGACACCA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



45 



50 



1524UP 

GATCTATCGA 
CTTTGTGCTA 
ATGTCTTACA 
AGCCCAATCA 
GTAACGTATA 
AAATGCCTTA 
CACAGCTAAC 
ATCTGAAACC 
TCATTACAAG 
TCAGTACCTA 
GCAGTCTCCG 
CCCACCAACT 



AAGTGTGAAG 
CCGTATCAAC 
AGAGCAGGTC 
GGCCGAGACT 
GTATGATATC 
ATACGCAGCA 
CGTTTTTCTT 
GGTACTGCAC 
CATACGGTGT 
TTTGTCATTT 
CAGGGCAAAG 
C 



CTCCTAGACA 
TACCAGTCCA 
AGTCGGGAAC 
AATAAACTTG 
TGCTTACTCA 
TATCCGATAA 
TGCTCCTGAT 
AGGATTTCGC 
GCTCTATTGG 
GCTCCACCAC 
TGGAAGGTAC 



AGTTCGTCCA 
TGGACAGGAC 
TAGTCAGGCT 
TATATACAGC 
TATCGCACCT 
CTAGTGCCTA 
GGCAGCTACA 
TAATATACTG 
AGAATATAGT 
CGGGCAGGGT 
ACCATGGAGT 



TCCCAAAACC 
TGTTACCAAT 
TTACAACGTT 
TTTGCGGACA 
GAATGCTAGC 
AAGCCAAGTT 
AGAATAGCAA 
TCCCACCAAC 
GCCCAGAATA 
GCGCTGCCGC 
GTGCTCAAAA 



GGGAGAACCT 
GCCGAGGTCA 
CAATTGAGAT 
TCGCACCCAT 
AGACTTCGAG 
CTTGGATCTT 
TCCTTTATGG 
TACGTCGTTT 
TCCTCGCATG 
AAAATGCGCG 
GAAGCTCTCT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



55 
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GATCTTCTCT CGCTGGAACT GGTGATGCGT CCAAAATTTT AACTTAACAA TTTTTCACCT 60 

TGACCTCGCC AAGCATCTAT ATCACGTGAT TCCATCTGAC CAACCTCATC CCAAA TGCAG 120 

5 GCCATTGGCT GCTGCATTAA CGGTCTCAGT GCCCGGCTAG AGAACTAGCG TTACGCTTTG 180 

GGGTTTACTA GCAAGTGGCC GTGCCGTGGG ATTCGCAATG TGGGCGCGCA CCTTATCCAC 240 

GCGACACAGA AGTGGGTATT TTCGCTTGTT TACATAGATG TCCAAAAACA GTACGCGCAA 300 

AGCACCAAGC AAGCTTCAGC AAGACTCAGG GAGGTGTTAG AGGCGATAAT CCAATCTGTG 360 

CTGAATGGAG CAGGCGACGG GACCAAAGTG GATATTTGCA GGCGAAAGTG AGACGATGGC 420 

AGCGCAAGAG GGCAATGGAG TAAACGGGGA CCTGGACGGC GGCATGCAGA AGACGTTCAA 480 

10 CCCCGTCAAG CCGCTGGACT TCAACGTGAA TTTGGCGGTT TACCGGGGCA AGGCGGGGCT 540 

CGGGGAGACC CTGAACTGGC GCGCGGCGGG GCAAAAGCTC AGGGTCGGAG GAGGAGACAG 600 

ATAGCGAAGC GAGCGGGAGC TCCAGCCGGG GGCGGGGGAG TGCAGACACG TCTAGTCTGG 660 
AGCCCCCGAA GGTGGACCGG TCGTTGACGC CTTGGCGGCT GAAGTCGTCG CC 



15 

1525UP 



GATCATCGCG ATTTTCGGTG GCGTTGATGA GAAAGGCCCT CACTTATACA TGCTTGAACC 60 

AAGTGGCGCT TACTGGGGTT ATAGAGGAGC CGCTGCCGGA AAGGGCAGAC MAGCCGCTAA 120 

AGCGGAGCTG GAGAAACTGA TTGGGAACGA TAAGTCAGAG CTGTCAGCTA GGGATGCAGT 180 

20 GAAAGAAGCG GCTCGGATCA TCTACGTGGC CCATGAGGAT AATAAGGAGA AAGAATTCGA 240 

AATTGAGCTG AGCTGGTGCT CCGCTTCGGA GACGGATGGC TTGCACAAGG AGGTACCAAA 300 

AGAGCTATTT GATGCAGCGA TTGAGTTTGC GAAGAAGGAG ACCGGTCAGG AGAGTGATGA 360 

TGATTCAAGC GATGACAACG CATCTGGAGG TGAAGAGTCC TCAACAAAGA AGGATGCTGA 420 

CGGTGATGTC CAGCTTTCAT GATAACAGCC CGGCATTATG TGGAGGTTCA TTTCATGACA 480 

ATTGACGGAT GTTACTAAGT GTATATTAAG TTAATCCACC TATATAAATT AATAACATGC 540 

25 AAAGCAATTT AGAATTTGTC GGAAAGCAGG TTAAAGCATG TCTACTCTCC TTAATCTTTC 600 

GCGAAGCTGT ACATTTTCTT CTCAAGTGAA CGAATTCTAT CCACCGGCTG CGTCTGATTC 660 
TAATTTCCTA CGTTCGCGTT CTGTGTACCA TTTCCGCGTC AGC 



30 1 526RP 



GATCTGGCCG CGACCTTGAG AGGCGTCTGT ACCTTCTTTC AGCACAACTA TTGTGGGAGC 60 

TTGGTTTCCA AAGTTCATCC TGAGCTCGGT GGTCGTTCAG ATATGGTGGG TGATGGCCTC 120 

GTCACGGTCT GTCAGCTTCC TGTACCGACG ATGACGGCAG TTTTTGCCAC TAGGCCATTT 180 

TTTTTTTCAG CTCTAAGATG GCAGACGGCA AGGAGAATGC TCCAGGACAC CGGATAGAGC 240 

TCCAATCTCA GCAAAACATC GCCTACTGGC CCATTGCTGC TGCTGCATAA CACTTCTATG 300 

GCTTAGTTTG TGCACGTGGT CGGCGCTTCA CATTGTATCT CGTGAATTGC GTACCGGTAC 360 

TATATTACGG TTGTGTGGCC GAGCGGTCTA AGGCGCCTGA TTCAAGTGTA TGCTTACAGC 420 

TGTTCACAGC TGAACACTCA GGTATCGTAA GATGCAGGAG TTCGAATCTC CTCGCAACCA 480 

ATATTTTTGC GGGCGTTTTT GGGGCGCCAG CGAAACTGAA CCGCACACTA TTTCGTGGTA 540 

CCGTTGGAGG TAAACTGTTG GAATCCGACA GTGGGGTACC GAAACCATCC CAGCCTCTTA 600 

TTACTAAGCT GGATCGTGCA CTGCAAGCGG TGATATTGGA ATCGTCCCCA CGTATTATTA 660 

CTAAGCCGCC ATCTTGCCGG CCATGAGGAG GGTACCGAAA ACCAATCCCC AATTTGCATT 720 
ACTAA 



1526UP 



GATCGTCACC AGGTCCCCGG TCTTCGGGAA CGTCTTGCCA TCGCCTGGCG ACAGTCTGTC 60 

GATCTTCACG TTACCTTCGA TTAC CTCCGA CATGCTCGTT GCTGCTCCCG TGGCTGCCGG 120 

AGAGTGATCA AGTGCGTGTT ATTAAGGCCC CCAACGCCAC CCGCCTGGCC GGGTAACACG 180 

TGCCCCGCGG CTCGCCGCGG TGGGGCTGTG CGGCCCGGCC GCCCCATGCA CCGGCACGCG 240 

GGCCGGTGCA CCGCGTGCGC GCACTTTGCG CCCGCCGCGG CGCCCACTGC CCGAAGCGGT 300 

AAACTTAGTA CGCAACCGCC CAGCGCCCGT CATAGCATAC GGACGCCAGA CGGGGTAAGG 360 

CCGTAGCCCA GTCGGGAATG CGGGCACGAT ACCTCTTTAG GCAGGATACT ATTTTAAGGC 420 

GTACAGGCGC GCAGCCCATC GTGCAGGCTG CAGTAGCAAG CTGAGACAGG CTGGGCAAGT 480 

CTAGACCTGG GACACAGCCC GCAACCTAGA GGCCGCGGTG GCCGCGAGGC GTCAGACATT 540 

TTCGGTGCGA GGGCGCGTGG CAGCAGGACA AAGAGCCGCG AGAGAAGCAA ATGCMCAACT 600 

AAACGGGGAG GAAGGGCAGC GGATTTCTTT TTGGGCTTCT GTGCGAGGTG GAAATTGTAT 660 
AAATAATGGG AGCGGCGGCT GGTCTTGGCG GCTGAGACTG T 



380 
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1527RP 



GATCTTGCTG CTATCCAGAA ATGGGAAGTT CTTAGACAAC GGGGAATTAA GCCCCTTTTC 60 

CAATATTTTG AGCGTCGTGT CATAGCTCGG AAGACGCA6C AGAAGCCCCC CCAGTAGTGT 120 

5 CTGTTCATGT TCGCTCATGA AAGGTGTCTC TATCAAATCT AGCTCCATCA TCGCAGAGTA 180 

GTTATTATCT TTCTTCCAAG ACAGACGCAC ATGCCGCAAC TTCGTCAGGA TTACAGTAAA 240 

ATAATGGTAG AACCGCGGAC TCACAGAAGC GACGACCGCT CGAAATGAAG TCGGCCCGTA 300 

GAAGATCGTG CGGCCCTGCT TCTCTATCAC AAGATGGAAC TGCGAAAGTC TGTTCACGGG 360 

GGACACCGTG CCCATAACGT GCTTCTGCAT GAACAGCTGC GGTACCATCT CGCTCTTCAT 420 

CCGCGCGAGC TCAGTCTCAA GCTCGTCGAT CCGTCGCAGC AGCTCCACAT TGGGCGTCGA 480 

10 GCTGAACAGC TCCCGTGAGT TCACGTCGTG CGTAAACTCA GACAGGTACA CACACTCGGG 540 

CAGGCCCTTC CCAATACATG TATAGCACTT CGGCCGCGCC TTGTTGCACT TGACGCGCCG 600 

CTTGCGGCAG AACACGCACG ACTTGCTGAC CTTCCGCCTG GTTTTCACAA TCTTGCCATC 660 
GGACTCTGCC ATCCCGCCAG CTTCAAGCAA AATGATTAGG CTATA 



15 

1527UP 



GATCGCGGAC GTGGAGCACT GGCCGGAGAT GCGCGCGGCC ATCCTGGTGG TTTCTGCGGA 60 

CCGCAAGGAC ACGCCATCGA CGAGCGGTAT GCAGCAGACG GTGCACACGT CGGACCTCTT 120 

CAAGGAGCGC GTCGCGACGG TGGTGCCGCG GCGGTACGGA AAGATGGCGG CGGCGATCCG 180 

CGCGCGCGAC TTCGCGACGT TTGCGCGCCT GACGATGCAG GACTCGAACT CGTTTCACGC 240 

CACCTGCCTG GACTCATTTC CGCCGATCTT CTACATGAAC GACACTTCGC GCCGGATTGT 300 

CAAGCTGTGT CATCTGATCA ACGAGTTCTA CAACGAGACC ATCGTGGCGT ACACGTTTGA 360 

CGCGGGTCCG AACGCGGTGC TCTATTACTT GGCGGAGAAC GAGGCGCGGC TCTGCGGCTT 420 

CCTCTCTGCC GTCTTTGGCG CCAACGACGG CTGGGAGACC ACGTTCTCGA CGGAGCAGCG 480 

CGCCACCTTC GCCGCGCAGT TCGACGAGTG CGTGCGCGGC AAGCTTGCGA CGGACCTGGA 540 

CGACGAGTTG CACAGAGGAG TTGCGCGCCT CATCTTCACG AAAGGTCGGG CCAAGGGCCC 600 

AGGACACTAA ATCCTCGCTC ATCGACCCCG AGACGGGCCT GCCCGCTGAC GCTATTCTCC 660 
TGCTATTTTC TGCTCTGTAT ACCCTGCCAG AACGCGCTAT ATATATAGAA TATGCATT 



1528RP 



GATCACTGTA TCGAATTTGA CACCCAAGGA AGCCAAAACA TCGTGGGCGG ATCCCGACAA 60 

TGTGGAACAT ATGATATCGC TTTCTGCAAG GATGCGTGCC TGAGCTTTCC TCTTATTCAA 120 

TTCTCTATTT CTATAATTCA CCGCATTCCT TTCCCTCAGC TCATCGCGCT GCTTACCTAG 180 

CTCATTAATC TTCTTGCTCA AGTCCCTCAA CTTTAGCTGT ATCTTAGATA TCTCATCAGT 240 

TGAGAGTTTA CTAGTCGGCG AACCATCCTC TTTATTCATC ATATCCCTGA GCTTTCTCCT 300 

CTCCGCTACG GCGTCATGAA AACTCTGATC TAAGTTCGGA TCGTGATTTA TTTCGTACGA 360 

CTGATTCAAA GCTCGCTTGT CAACCAGCTC TTCCAACGTT AGGTCTCTGA TAGCAGCGTT 420 

AACTGCATCT GATTTACCAA TCCGCACTAA TTTTGGTTTG AACAACTTGC CGTCAGTATC 480 

GACCAAACCT TCTCTCAGAC GCAACACAAG CTCGTCAACG GCTGCATTAC TGGGTGCACA 540 

TATCAGAACT TTTTGTTTCT GTAGTAACAT CTCAGTAGAG GTAGCGTTCG ATTCTGTGGG 600 

ATTTCTGATA ACATTTGATG GTAGTGCTTT TGCGGTAGTT AGGAAAAAGC CGACGACACC 660 
AAGAATAGTC TTAGTCTTAC CAGTACCAGG GGGTCCCTGG A 



1528UP 

45 GATCCAGCAT TTCGCGGTAA ATCGGCG TAT TCCGCACGCG AAGGTGGGAA GCTTCAACGA 60 

GTTGATCTGC ATGTGGCGGG CGCAGATGGT TCTTCCACTG CTGCGAGACT TTGATGCCTG 120 

CAAAGTATCA GATGC TGTTA TTCTGGCGAT GTATGAGATA CTGCTGAATC CGCAGATGCT 180 

CCGGTGCTCG CCGGAACTCA AGTACTACTA TGATCTAGCA TTCAAGGGCA TGTATGAGAC 240 

GGGACATGAG CTTTTAGACC ACACAAAAGA ACAAGGTATC AATCTGCTCG TACCTGGAGT 300 

CGTATATTCA CAGATGTACG GCTGCCCTGA ACAGAGTTCT TGGGCAACAC GTCTCTTGCG 360 

SO GCACTTCTTC GAGAACGAAT ACTCAATCAC AAATGAAAAC GTGACAACCG AACTGCTTGA 420 

CGAAATCACC TATCATTTTA TTCAGTTACA GTTGAGCAGG AGCAACAGCT CGTATTTGAG 4 BO 

CATGATTGGA CTATTCTGGA GCAAGATGTG CCCGTTCTTT GCGCTGATGC ATGTTGATGT 540 

CTTAAAGGAG TACTTTATTG AGCTCAAGAA TATTAAGTCA TTGCGGTCCA CGACTAATGT 600 

TCATATTGAA TCTGTTTTCA AGGTATTTTA TCACCATCTC ATAATGCAGG TAAGATCAAA 660 
ACCGTTGGAT ATTCTGCTCC GTATTTTGAA ATTATCCTGG AAAAACTAGG G 

55 
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1529RP 

GATCAAAAAG AAGGCGATTG CTATGGCGAC 
ATATCCTTCC TCTCCGATGT TGGTTGACAG 
TTCTCTCAGT AGCAAAGGTG CTACTAATGA 
TTCTGCTGTT CCGGGCTACA ACACAATCAT 
CAGGCTTTAT GGCAGGCCGA AAACACTATC 
GTTTAGTCTA CCAGCGCTTC CACATGTGCA 
AGTGAATTCA GCCTCTGGCT CATGGACGAC 
ATTACAACGG AGGGTAGCGG CTGGCTATCA 
CGCTCTGTCC TCCCCTGCTC TGGGTCCATT 
TGCTCCGTCC ATTGCGTTTT CGCCTACTGA 
AAGAATAACT TCACTACATG ATAATATCCA 
TCCGATAATA CWCTGCACCC AAACAATATG 
TT 



GGTGACTGCT GCTACCGCCG TCTACGCTCT 
CTCCGCGTTG ATCAAGCTAG AAGGCACCAT 
TACTGATGTT TTCATATTAC CAGAAAAACA 
TCGTTTCCTC GTACCCGCCA TGAATGCCTT 
GGCGAGCAAG GATGACACAA ACTCACTCCT 
CTACTTGCTG GTCTAGGATT TGCTTCCATT 
GCAGGAGTGG CGGAGACAAA TCAAGGCTCT 
GGGATGTGGT TCAAGCTCCG GTCTATCCGG 
GAGTCCTACT TCTTTGTCAT CGCCGCATTT 
GTCCAACTAC ACTTTTATGT CAAGTCACTC 
GAGACCATAT TGAATACCGT GGCCAGCACA 
CTATCTCCCG CAGGTCTTGC CCCTGATGCA 



1529UP 

GATCCCGCTC AATGCCAAGT AGAATGTTTC 
CTCATCCCCG CTCTCCTGCT CCACGTCCTC 
ACTGGGGATG GTCATGCTCA CGGCTCCGGA 
AGACTTGAGC TCAGGCCGCG CCAATTGGAA 
GTTGCCCGTC GCCGTCGACA GCTCGAGTCT 
CCGAGGGTTT GCTGTTGAGT TTAGCCTCGT 
GCGGGTGCGT TGATGTAGAT GATTGAACGG 
CGGCACCTGC TTAACAGCTA GCGATAGCCA 
AGTTTTCTTC TAACCTCACC AGCCTTGTAG 
TGCGCATCGG ACTCATTTTT CATGGAGAAT 
GCCCAGCTAG TCGAGGCCAG CTACTATACA 
GGTTTTCGGC TCCATGTGAC TACAACATTT 



TCGGGGGAGC CCATACAGTA CCGCCTCCTC 
TCGTGCAACA TCTAGCAGTT TCCCGATAAC 
TATCACGATC AGCACCAAGG CGCATACTAG 
CAGTCTACGC ACATCCTTGG CACCTGATGC 
TTCTTGGTGG GGTTTCTCTT CCGTACTTGC 
TTGAATTCTT GTCGATGCGC TGAACGAAAA 
CGGCCATCGC TGCATCCCAA TAACAGGCCT 
CATATATGTT CTCCTCGAGG TCATATTCCC 
GCCTCTCGAG TTCGCTGTAA GTGGTGAATT 
AAATAATTGT ATTACAAAAT AGAGATGCAT 
GCTCCTGGAG CTTTGCAGTT GTAGCGCACC 
T 



1530RP 

GATCCCTCTG CTACAAACAC ATACCTAGAT 
ATATCATTTA ACTGTCTTCA TTCATGAGAC 
TTTTCCACTT GTCAGCCTCT TCGCCCCCCA 
TCATTCCTTT GCTCTCACGC GTATCGTTGA 
TCACTACCAG GGCTTCGATA CCAGGTTCGC 
CAAATATTTT GATTTCCAGC CCCGGTTTCA 
ATCGTTCGTC GAAGGACTGA AGCTGCTCCC 
CTGTAATCCC CACGATCAGC CGGGACGCAG 
TATGTCCGTC GTGTAAGTGG TCGAAAGTGC 
TACCGCCACT CTCGACCGGG CCCGCAGCCG 
GCCTGTGCGG GAACGCATCC TGCAGCAGGC 
TTCGGCTGTA CGCTTCCATA CTGACGTTGA 



TTCTCATATT TTATACTGAA TACATATAAT 
GTCGTCTAAG TTCTGTGCTG CTCAACTTGT 
GTACGTTCAC CACATGCACG GCTAGCTTCC 
TTGTCTGGGC ACCGGCCACA GTTTCCTCAC 
TACCCGTGGG CCCGCACACG TCATGTAACG 
GCCTGTGAAG GAAGCTGCAC ACGTTATCGC 
TGTATTTCTT GTTCCGCAGC AGTTCTTCAT 
TCACGAGCGC GGCAACACTG AGCAATATTT 
CTCCCAGCGC GCTAACAGCG TACTTGTCTC 
CCATCGCCGG ACTATCAAAC AGCTCTATCT 
GATCGCTCAG GAATACAACG TCCCACTTCA 
ACAAAACATT TATCGGGGTC GTGT 



1530UP 

GATCCTGGGA CGACATCGAC ACCATTTCTA 
CGACCGTGGA CCAGATGGCT GGTTACATGA 
GCTACAAGGG CCCAGTTGTT TCCGTGGACA 
TATGTGACCT ATCAGACTAC ATGGCTGTCA 
CTGCTGCTAT GGCCGGCCCT TGGGTTTTGC 
ACGGTAACAA GAAAGTTGTC ATCACCGAGA 
GCAAGGCCAT TCCATCCAAA GCCAACCAGA 
GTGGTGATAG CGCTATCCTA TTTACTGCTT 
ACGGTGTCGA GAAGTTCTGG GGTATGCTAT 
TCTTTATTTT GCTCGGAACC CTTACATGCA 
CCTCCGGGCC TGCAA G TTTC TACATCGCCC 
CTTTGGCACG TGGTACTGCT GGCATCCTTC 



TCGGTAACGA ACTTGTGAAC AACGGCCAGG 
AAACTGGCCG CAAGTGCCTC GCTGAGGCCG 
CTTTCATCGC TGTAATCAAC AACCCTGGTC 
ACGCCCACCC ATACTTCGAC TTCCACACTT 
ACCAGATCCA GAGAGTCTGG AGCGCCTGCA 
CCGGCTGGCC TACTCAGGGT CAGACTTACG 
AGATGGCCTT GGAATCTATC AAGGCCACTT 
TCGACGACTA CTGGAAGCCA GATGGGCCTT 
AAGTTGCCGT GTGCTTCTTT ATGACCTGTC 
GATGGGGGGT GGCGGTGCAT GGGCCTGCAG 
TACTTTAGCT GCCACGGGAC TTTTGAATTT 
TCATAGAACA CAGTGTGCCC ACAGGG 
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1531RP 

GATCTGCATC CTCGTGATGG AAAATACGGC CATGCAGCTA ATTTTGGAAT GGTT TCTG CA 60 

TACCGTAAGA GAGATGGCTC CAAATCATAC CCAGTTACTA TCCTTGTGAC TAACTTTTCA 120 

5 AAGCCGACAC CTACCAGACC TGCTCTTCTG AAGTTGGGAG AACTCACAAC GTTCTTTCAT 180 

GAGTTAGGCC ACGGCATACA CGATTTGGTG GGTTCCAATG ACTTGGAGTC GCTCAACGGG 240 

CCTGGGTCTG TCCCATGGGA TTTCGTCGAG GCGCCCTCTC AGATGCTGGA ATACTGGACG 300 

GCACGGCGTG ACGTTTTAAC TATGTTATCC AAGCACTACG AGACAGGTGA GAAAATCCCG 360 

AAGTCGCTGC TGGATGCCTG GTTTAGTGTT GGCGGCCTCA ATTCAGGATT GGCCAACTTG 420 

GGCCAACTGA AACTTGGCTT GTTCGACATG TATGTGCACA CCCGCGATTA CAAAGGAGCG 480 

W GAGGTACGGA AATTATGGAA TGATCTCACC AGAGAGATCG GGCTCATGAA CTTAAAAAAC 540 

TACACTAGCA CCGGCTATGA CTCCTTTGGA CATATTATGG CTGGATATGC TGCTGGCTAC 600 

TATGGCTACC TTTGGTCCCA GGTTTTTGCT GCAGATATGT ACGACACAAA GTTCAAGCCC 660 

AACCCATTCA ATGCTACGGT GGGTGTGGAA TACAGGGACA CTATTTTAGC TACCGGTGGA 72 0 
CTT 



1531UP 

GATCCAATCC TGGAGGCGGG TTAAAGTGCT CCTCAATGCA GCGCAGCCGG CACTGGAGTA 60 

TGGCACGGAA ATCGCACTCT GGAGGAGGCG CGTGGTTGGG AACTGGATCG TCCACCTCGC 120 

GCAGAAAGGC CGTTTCGAAG GCGCAGGCGA GGACCGGAAT GAGCATTAAT AAAGAGGTAA 180 

CGTGCATGCT GTGAAGAGTT TCACTTTATG CGTTGCATTC CTCCCCCCCT GAAGACGAAA 240 

ACACGGCGCA CATGCGCTAT ATATACCCTT CGTGTCTACT ATTGTGCGCT GCCCGCTCTC 300 

ATGTCAGTTT TTACTTTTTG ACGCCGGGAA CGCGACATCT GCCACAACGC ACCAACGCCC 360 

AGTGACCAGC TCTATGCCGC TTGCTCTGCC AATAACCAGC CCCCTACTAG CCGAGCATTT 420 

TGCCTTAGTC CACCAGATAT TCCATTGTTA TCGTTGCTCG CCAGCCTCGG GCTGGGACAT 480 

AAAGATCGGA AGCTCCTGTG CAAACCTGCA CAGCGCGCCT TCGAGAATAC TCCGCAGGGA 540 

CCCCCCCTCC CATTAGTCCT TGGCAGTTTT TTGCTTTGTC CCGCGATAAT GTATCTAAAT 600 

ACAGAATATC GATTACGGCG AATAGGCAAG TTTTGTGGTC TGACATGCCG AGTGTCAGTT 660 
CATGATTACA TAATGTGTCG TGCCATATCT GT 



153 2RP 



GATCTKTTGA AAGAGTAACC AGGATCAAGC CTGCGGTATA GCCAGCGAAA TATGCATATG 60 

AAGTCTTTCT GCGTGGGCTG TTTCAATGAC TTCAGTGATA TCGCATGCCC AGTTTCTATG 120 

TCAAACTTGC GCGACTGCAG ATAATCAAAT ATCTCCTGCT GCAACACTGC CTGGTAGTTT 180 

TTGTCACGGA GAGGTCGCGG GTCGCGGGTA CTCTGCAGCG CACCGTAAGC TGACGGACCC 240 

35 CCGCCGGGAA CAATCGAAGG CCGCTGCGAA GATCGCAGAC TCCGCCGGAG AGACTTTCGC 300 

ACCTCGGGCA CAGGTCTTGA AAGAGAGCTC CGGCCGTTCC GTGCCAGACT CTTGTTTATC 360 

ATGTCCGTAA GAGCAGCGTT CGTGCCAGGT ACGCCCTTCT TGTTCGTGTT TCCACCAATT 420 

GATGGAATTT GAGACGTGAA CCTCTGCGGA TTCAAGCTAT TGAGCACACC ATTGGCACCA 480 

CTTGAGCCCC TTCGCTCTGC CATCCCTAAT CGTCCTATCC TACGGGCGGC TAATAAGTTA 540 

CTACCAGACT CTGGCCCTCA TCTGGGACTG ATGTTATCGT CTGCAGCCAG ATCCTGTTTG 600 

40 TGACCCGATC GAAATCATCG AGTACGAATA ACCACGTGAC CATTATTCAC GTGATGAATT 660 

TGGCGGTCCC TGTTGCCGAC TCTTACTCCA GGTTAACCAT GACTAGATGG GCATACCTCA 720 
GA 



1532UP 



GATCATCTGA ACGCTCATGA ACAGTTCGCG GAACATCGTG TCCACGACTA TGCACTGCTG 60 

GATGTCCTTC TGGCCGAAGT ACGCGCGGTC CGGAGCAACA ATGTTGACCA GCTTAGCAAC 120 

GACCGTCGCC ACACCGCGGA AGAAGCGTGG ACGGGTGCGA CCCTCCAGCA TCTCGCTGAC 180 

GCCAAGCACC GACACAAACG GCCCGCGCTG CGCCTCGACC TCCAGTGGGA TGCCGCGCGG 240 

GTACATTTCC GCGGGAGAGG GAGCAAAGAG CACGTCCACA CCGGCCTCTT CCAGCAACGC 300 

GCGATCCGCT GCCAACGTCC TGGGATAGCG GTCAAGATCT TCGTTCGGCG CAAACTGCGA 3 60 

AGGGTTTACG AAGACTGAGA CAACAGTAAA GTCGTTTTCC GCGCACGATC TCCGCACGAG 420 

CGTCATGTGT CCCTCATGTA GGCAGCCCAT CGTTGGCACA AACCCAATCG TCTGTGTCTT 480 

GCAATCTACC GTCTGCTTGC GCCATTGCGA GACTTCCTOG ACCTTATTGA GCACGTGCAT 540 

GAGGCGTATC GCTTTGATGG TTCAGCCTTC AAGTTTOTCR GTGTGCATCT CACAGATTAA 600 
GGAAGCTTGC GCACACTAT 
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1533RF 

GATCACGAAC TCCATCATTA CAAAGTCCAT 
GCTACCGACC TTCCGAAACC TCGAGAAGAT 
GTGGGAGTAC ATAAAATCGT GAATTATTGG 
CGCCCAATGA TGGTTACGCC TCTTGCACTG 
ACCTCTACTA TTTCCAGGTT GGGCGCACAT 
ACGCAGCGGA CGAACCCTAC ATTCAGTTGC 
CCAGCTGCCG TCAGGTTCCT GGCTGAGTTC 
GGATTCAACC ATATCTCCGC AATTGATGCA 
AGGTAGTGAA GTCGGGGAAG CTGGACCGAA 
ACCTGGTCCA ATTCCTCTAG GGAT 



CGCGTCGATA CGAAAACAAA ATGCACAGCC 
CAACCAGCCG CCAAAGAACG CTGACCATGC 
GGTTGTATGT ACTATATACT ATCGCTCTGC 
GCATTCTGGG TGACGAGGTT GTCTCCGTAC 
TCGCTGATAT GGGCGAGCAA TTTGTCGTCA 
TGCAAGTTTG GACAGGACAT TAGCTGGAAC 
AAGTTTAGCT CTTTGAGGAA TTTGGAACAT 
TCATCCAGCT GATGGCAGCG CCTCAAGTTG 
GAGAAAAATG TAATGAATCC ATCGGACGTA 



1533UP 

GATCCGGAGA CAGACGTGTA TCTGAGTTCT 
CGCACATCCT GTGTGCTTGC ACCGGCCCAG 
CTGCGGTAAT AACCATGTAG AAGATTCCGC 
CGTCATGTGA GCTATTGGAT CGAAGAGTTT 
GCTGGATTAT TGGAGCATGC ATCTGGTTCA 
AGAAACTATC GTACCAACCC CGTCTGTTCT 
TATGGGGTAT CCTTAAAACC TTTAAGATGT 
TTACAAGAGT AAATACCACC TTGCCCCTGG 
CGATACCACT GGTGGGGGGA TTTGGTATAT 
TATTGACAGC AAAGCCACTC CGACAGAATA 
GACAGAACAT GGTTACGTAA TCGAATTGTC 
AGAACAACCG CGGGGCACGC AGGGAACTAT 



ACCGCTCGGC GCTGAAACGC ACGTCGTTAG 
AGCAACCAAG TATTCCTATA TTCGT6AAAA 
GCCCGAATAC CCGTTTTACC CCAATATGTC 
TTAATGACGT ATCCCCTATC ATAAAGCGGT 
GCTCGGGCGT GCCAAATATA TGGTGCAAGA 
GACCTGTGTC CTCTTAATCG GCATGACTAA 
TACCTCCGGT CTCCAGGCGG GTTGTCTAGT 
GAGGGTTCTT ACTTTACAGT AGGAAAGAAT 
TTTGAAAGAT GGATGGAATG GAGGGCTCCT 
CCCACACCTT GGATTTGGAA GCTGCGGATC 
CTGTCGGGCC GCCCTTCCGG TTAATCAAGA 
TGAATTCAGT GCTGCCAAGC CTAATTTATG 



153 4RP 

GATCCACATT GGAATATGGG TATGGGACTT 
AACATTGGCA AACCGTTTGA AGTGCTGGAT 
GTGGCCGAAT CGTTTTTCGT TGTATAGGCC 
CGCTAATGGA ACGTCTGGCA CAATCTCGAC 
GAGCATGTTC AAGGCATGTT CC CTTGC TAC 
TTTCCATAGG CGAGGGACAT CGT TTTGATC 
CAGTATAGAA ACCACATTGT CTTCCTTCAA 
CCATGCATTT GACCGGATCT TCAGGTATAA 
CTGGAAGTCG TAAGCGGTAC TTTCATCGGT 
TAGAACTGAA CGGCGGAAAA CATCATCAAA 
CTGTGGATGG GAGAGTAAGT GGACAATATC 
CGCCCTCAAT ATAATAGCTT TCATCTCCTT 
TTCTCCA 



GATGGTTGAA CGCTTCGCTT CAACCACTGC 
GATTTTCTCC TTCTGGATCG CAGTCAAGAT 
TTGCTCATCC TGTGCTTCAT CCTCATCAGA 
GCCATCGCAG GATGCGATAC TCAAGGTATT 
TTTAAACCCT GCATCAACTT CCTCCTCGTT 
GTAACGAAAC TTACTTTCAA AGCGTTCTCT 
ATACTGGTGG ATAATATCAT ACAGAATAGT 
AGCATAATTG TCCTCCTCGA TGAGGTCGAG 
GACATCCCCT AAATTGGGTA GTTTATACTT 
GTGGTCCATA ACAAGTTGCC AGACGTTATC 
GTC TCTAGTA TGTGTGAATT GGTACTTTTT 
ACCACGCTCT CTTTCCGCTA GTTCACTATC 



1534UP 

GATCAGCGTG GACTTGATCA TGGTGTGTCT 
GCTGCTGTCC TTTGTGCGGC CCGCGGCGGC 
GCCGGGGGGG CTCCAAGACA CACGCGCACA 
GCACAGCTAT CCTCGCGCCT CGTACCGGTG 
GGTCACGTGA CCCGAGATAT GTTGCAAACC 
CAGCCGATTC GAAAACCCTC ACAACCCGCC 
GCACTGGTTG CACAGTGGTA AGGTCTTCGT 
AACCTGTCAA GTGCAGACGC ACTGACAGTC 
AGCTCTCCAG TAGGTTCTCG CGCGCGTGCT 
GACGCGCAAG GATGTCGCAA TTCGTTCGCA 
AGCGCTACTC TGCGTTGACT GGGGCGAGAC 
CAGACCAAGG TGATCATGAT AC 



CGTGCGGCCG TGTGGTAGGC GGGGGACGCT 
GGCGATCAAA GATCGCGCAC CACGGTCGCC 
GCAGCGCGCG CGTGCCGGGC AATGCAGCGC 
GCTGCCTTCG GGCGGATTGC GCTCGTCAGC 
AAGCCATCGA TCGGCATAGG AACGCATTAC 
ATCTGCTGGT ACGACCACCG CAAGTCGCTG 
TCAAAATTAC TCTGCCAGGG CCGCTCTCAA 
CGTCAAGATG CGACATTACA ATGCTCTGGA 
AGACAGTCAG GGGCAGGCTT CATCGACAAA 
CAGTCCACTC TAGGGTCGGA CGGGAAAAAC 
TGGTAGCCGG CTGCGTGGCC TCAATGAGGA 
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1535RP 



GATCTTGCTG CTATCCAGAA ATGGGAAGTT CTTAGACAAC GGGGAATTAA GCCCCTTTTC 60 

CAATATTTTG AGCGTCGTTT CATAGCTCGG AAGACGCAGC AGAAGCCCCC CCAGTAGTGT 120 

5 CTGTTCATGT TCGCTCATGA AAGGTGTCTC TATCAAATCT AGCTCCATCA TCGCAGAGTA 180 

GTTATTATCT TTCTTCCAAG ACAGACGCAC ATGCCGCAAC TTCGTCAGGA TTACAGTAAA 240 

ATAATGGTAG AACCGCGGAC TCACAGAAGC GACGACCGCT CGAAATGAAG TOGGCCCGTA 300 

GAAGATCGTG CGGCCCTGCT TCTCTATCAC AAGATGGAAC TGCGAAAGTC TGTTCACGGG 360 

GGACACCGTG CCCATAACGT GCTTCTGCAT GAACAGCTGC GGTACCATCT CGCTCTTCAT 420 

CCGCGCGAGC TCAGTCTCAA GCTCGTCGAT CCGTCGCAGC AGCTCCACAT TGGGCGTCGA 480 

10 GCTGAACAGC TCCCGTGAGT TCACGTCGTG CGTAAACTCA GACAGGTACA CACACTCGGG 540 

CAGGCCCTTC CCAATACATG TAGAGCACTT CGGCCGCGCC TTGTTGCACT TGACGCGCCG 600 

CTTGCGGCAG AACACGCACG ACTTGCTGAC CTTCCGCCTG GTTTTCACAA TCTTGCCATC 660 
GGA 



1535UP 



GATCGCGGAC GTGGAGCACT GGCCGGAGAT GCGCGCGGCC ATCCTGGTGG TTTCTGCGGA 60 

CCGCAAGGAC ACGCCATCGA CGAGCGGTAT GCAGCAGACG GTGCACACGT CGGACCTCTT 120 

CAAGGAGCGC GTCGCGACGG TGGTGCCGCG GCGGTACGGA GAGATGGCGG CGGCGATCCG 180 

CGCGCGCGAC TTCGCGACGT TTGCGCGCCT GACGATGCAG GACTCGAACT CGTTTCACGC 240 

CACCTGCCTG GACTCATTTC CGCCGATCTT CTACATGAAC GACACTTCGC GCCGGATTGT 300 

CAAGCTGTGT CATCTGATCA ACGAGTTCTA CAACGAGACC ATCGTGGCGT ACACGTTTGA 360 

CGCGGGTCCG AACGCGGTGC TCTATTACTT GGCGGAGAAC GAAGCGCGGC TCTGCGGCTT 420 

CCTCTCTGCC GTCTTTGGCG CCAACGACGG CTGGGAGACC ACGTTCTCGA CGGAGCAGCG 480 

CGCCACCTTC GCCGCGCAGT TCGACGAGTG CGTGCGCGGC AAGCTTGCGA CGGACTGGAC 540 

GACGAGTTGC ACAGAGGAGT TGCCCGCCTC ATCTTCACGA AGGTCGGGCC AGGGCCCAAG 600 
ACACTAAATC CTCGCTCATC GACCCGAGAC GGGCCTTGCC CCGCCTGAC 



153 6RP 



30 GATCATTTGT CCTTGCAGCA CAAACATCCA CAGCTGTCGC ATTTGCAGTT GCAATCCGGA 60 

GCAGCAGCTC CTTCGCAGCA TTTGCAAACG CCAGGCTCTC CCACCTCTTT CGCATGTTCT 120 

TCTGACATTT TTGTTTGTTC TAAATCGTGA TTTTGAGTCG ATGGTTCCGA GACCGCCGCA 180 

GCTGACTATA GGGGGGACCA AGACCCTTTA TATATTTTCG CAACCAGATA CATTAATGCG 240 

ACGCCAAAAC ACTATCAAAA ATAAGGTATA GCCTCATTTT TATTGTGACC CATGGGACAT 300 

GCTGTAATCG GATTATTCTA ACTAAGCTAG TATTATGTCG GTATCCTTTT ATTAATTACA 360 

35 ATCACTGCTG AGTTCGGGTA TCGTGCAACT GCACACGCAG CTCATCAGTG GTTTCGTTCC 420 

CGCGCAGATC ACGTGCCTGC GACATGGCGA CTTCATCCAC TGGCGCCCAG CTACGTGGTA 480 

TATGACATTA TGGCCGAGAG GTTAAGGCGT GAGACTCGAA CTAAATTGAG GGATCTCTTG 540 

GGCTCTGCCC GCGCAGGTTC GAATCCTGCT GATGTCGTTA TTTTTTGCTT GCGCGGCCTA 600 

CGGGGGGCTG TATTTGCTTG TTGCTATTTA GATAAACGAG ATACTAAACT ATGGGTAGAA 660 
CTCGCGGTAC TTCCCGTAGT AGTAGGCTGT GCCGAAACCG CCGAGGGCGG TGAGCAC 



40 



1536UP 



GATCAGCTCG GTACTGGAGA AACAAGGCTA CTGTCCCTTG CCTTGACGAA GTTACGCGAA 60 

ATCGAAAGCA GCAGCAACAA GCAACATAGC AAGACCGCTA AATACATTCT CAAGTCATTG 120 

GAATAAGCTC TAAAACTACC GATACGTATA TTTACTGCGT TAACGTTTAT ATACATATAT 180 

CTAGGCGTGC GTATGGGTGT TGTACGTGTA CATCTAACCA AATAACTCCA CTATAGCTGT 240 

AGTACATGGC ATTCCCTTGT AAGCAACTTC AGGTTCTGGA CTACCCAATT GCTGTCCCGC 300 

ATCCCAGCCT TGGGGTCGTG GCCCTGTGTT GACCTCAATT TAGCGAAGAC CGACTTGTAG 360 

TCGCTCTCAT ACTGCTTGAA TTCGCGAATG ACGCGGTTAG AGTCGAACTC AACATACACG 420 

CGCGTATCGA CTATCCTGAA GAGGACATCG TCCACACGCA GGAAGAAACG ACTCAAAATC 480 

AGCATACACT CGTTCATCAC TCTCACCTTA ACATTCAGAA TGCTAATGCC ATTGTCCGCT 540 

AGTTCGTCCT CAAATAAAAT CATGTCGTCG TAGAAAAGAA TGGGGTCCGG GCTCGAAAAG 600 

CTTCGCCAGA GGCAGCTCCA CGCTGTCGTC TCTGACCATC GCCCTGCCAT CTATGGTGCC 660 
CTGGTAGAGC GTCGTGTACG TCCAGTCGTA CTGGTGGGAT ATGTTTAGGG 



55 



385 
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1537RP 

GATCTCCGTA CTTTAGGATG GCTTTATAGA 
TCAGGTTGTT GGATTTCGCA CGTTTTTTGG 
GAGCTCCATC TCCATTGACG CTATTTTTTA 
TCATTTGCAG TTGTTCCTGG ACATACTCTT 
GTTTGCGTAG CTCGTCTTCC GGAATGATAT 
TGACTTCAAA CTGTTTTAGG AATTCCTCAC 
TGGTGACGTG ATCTTCCGCA TGATTCAAGA 
TTTGATTATC ATGCGCTTTG AACAT ATTG C 
CTCCTGCACT AGGTTCGGCT TTGCTCTTGC 
ACGAGATGAT AGCATACTCC AAGATCATCT 
CAACGGTATT CTTAGACACA AAACGGTAAA 
GCGCGCGAGC CATTGCTTGG AGATCGGCCT 
CAGTGTCTGC CGTCATC 



GGGCACGAAT TTCCCTTTCG CCTATAGAGT 
AGCGTGAATC CTCTTTGTCG CTTAAGCTCT 
TCTTATTCAG AGCAACATTC CTACGATTCA 
CATCCTTCCG CTTCTGTTCT TCGTCTTTGA 
CATCCCATTC CACGTCAGCT TTATAATCGG 
CTCCGAGATG AGACTCTCCC AAATCTGGTG 
CATCATCCAA GTTCAAATCT TCAAGCTTCT 
CTGCACCAAA CTTGAGAATC TCAGACAGCT 
TCGTATATTT ATTCCCATCT GTAACACCTA 
TTTTGCGTGC TCTTTCTAAG ACTTCTTCTT 
CCATAACATG ATTCTTTTGA CCAATTCTAT 
GTGGATTCCA GTCGGAATCA AATATGATCA 



1537UP 

GATCTAGACC ACCCGGGCTC GTTACCCGGA 
CTGGCAACGA CGTTTTCTTC TACACACCTC 
ACGTCAACGC CGGCGTTGTG ATGGTTCCCA 
AACAGCAGCG CTGCACTTCG CTGCTTCCGG 
CCACCGCTCA ACCTAGCGGG GCGTCGCTGT 
CATGATGGCG GGGGCCTTAC CAGGGTGGTG 
GATGGCCTGC TGGAGGAGCT GAACCTGCTT 
CCTGCGTGCA AGCTGTGCCT GCGGGGGCGT 
GGTGACAGCG CTTTGCAGGC ACGTGATGGT 
CTCAGACAGC TTTTCCGCGG GCTGCGGCGC 
TCGATTAGTG CATGGTGGTC AGCTTCCAGA 
CCGGCAGGCT CTTTGGCTGT GCCGGTGGGT 



TACGAAGTAA AAGCAGTCGG GAGCGGTCTT 
CTCGCACAGG ATCCAGCATC CTGCCGCATA 
GGTGCCACTG GCGCCAAGCG CTGCGTGAGA 
GAGGCTCCTG GGAGTGGTCC GGGGGTTTTG 
GCCGGGCTCT CCATGCAACT GGGGCGCTCC 
TTTGGGCTGC CTGGCTGTGC GTGGCCACAC 
CCGTGGTGCA AAGGTGTGTG CGACAGCGCA 
GTCGATTGCT GCGTGCGCGG GTGCAACTGT 
TGGTGCGGGG CCCAGACGTG CTCGGTGTGT 
CGCCGTTGCC GCCATATGAT TGATTCCGTC 
TGGCCAGGCT GTACTTGTGC TTGCCCCGGG 
CTTGCTTGTC GGGCTGGCGC CGTTCT 



1538RP 

GATCCCTCTG CTACAAACAC ATACCTAGAT 
ATATCATTTA ACTGTCTTCA TTCATGAGAC 
TTTTCCACTT GTCAGCCTCT TCGCCCCCCA 
TCATTCCTTT GCTCTCACGC GTATCGTTGA 
TCACTACCAG GGCTTCGATA CCAGGTTCGC 
CAAATATTTT GATTTCCAGC CCCGGTTTCA 
ATCGTTCGTC GAAGGACTGA AGCTGCTCCC 
CTGTAATCCC CACGATCAGC CGGGACGCAG 
TATGTCCGTC GTGTAAGTGG TCGAAAGTGC 
TACCGCCACT CTCGACCGGC CCCGCAGCCG 
GCCTGTGCGG GAACGCATCC TGCAGCAGGC 
TTCGGCTGTA CGCTTCCATA CTGACGTTGA 
TCTGCTTCAG AAG 



TTCTCATATT TTATACTGAA TACATATAAT 
GTCGTCTAAG TTCTGTGCTG CTCAACTTGT 
GTACGTTCAC CACATGCACG GCTAGCTTCC 
TTGTCTGGGC ACCGGCCACA GTTTCCTCAC 
TACCCGTGGG CCCGCACACG TCATGTAACG 
GCCTGTGAAG GAAGCTGCAC ACGTTATCGC 
TGTATTTCTT GTTCCGCAGC AGTTCTTCAT 
TCACGAGCGC GGCAACACTG AGCAATATTT 
CTCCCAGCGC GCTAACAGCG TACTTGTCTC 
CCATCGCCGG ACTATCAAAC AGCTCTATCT 
GATCGCTCAG GAATACAACG TCCCACTTCA 
ACAAAACATT TATCGGGGTC GTGTACAGCT 



1538UP 

GATCCTTGGG ACGACATCGA CACCATTTCT 
GCGACCGTGG ACCAGATGGC TGGTTACATG 
GGCTACAAGG GCCCAGTTGT TTCCGTGGAC 
CTATGTGACC TATCAGACTA CATGG CTGTC 
TCTGCTGCTA TGGCCGGCCC TTGGGTTTTG 
AACGGTAACA AGAAAGTTGT CATCACCGAG 
GGCAAGGCCA TTCCATCCAA AGCCAACCAG 
TGTGGTGATA GCGCTATCCT ATTTACTGCT 
TACGGTGTCC AGAAGTTCTG GGGTATGCTA 
CT C TTTATTT TGCTCGGAAC CCTTACATGC 
GCCTCCGGGC CTGCAAGTTT CTACATCGCC 



ATCGGTAACG AACTTGTGAA CAACGGCCAG 
AAAACTGGCC GCAAGTGCCT CGCTGAGGCC 
ACTTTCATCG CTGTAATCAA CAACCCTGGT 
AACGCCCACC CATACTTCGA CTTCCACACT 
CACCAGATCC AGAGAGTCTG GAGCGCCTGC 
ACCGGCTGGC CTACTCAGGG TCAGACTTAC 
AAGATGGCCT TGGAATCTAT CAAGGCCACT 
TTCGACGACT ACTGGAAGCC AGATGGGCCT 
TAAGTTGCCG TGTGCTTCTT TATGACCTGT 
AGA TGGGG GG TGGCGGTGCA TGGGCCTGCA 
CTACTTTAGC TGCCACGGGA CTTTTGAATT 



386 



EP 0 866 129 A2 



TCTTTGGCAC GTGGTACTGC TGGCATCCTT CTCATAGAOC ACAGTGTGCC ACAGGGTATC 
ACTGG 



720 



1540RP 



10 



15 



GATCTTTTCT 
GGCCACATAC 
TGTTTGGCCT 
TCTCGTTACT 
AACTGTTCTG 
TGAGCTCATG 
AGGATCTGTG 
TACAGTGTCA 
TGTGCGGGTC 
TT TCGC TAAT 
ACTTTGATAG 
GTTTACGAGT 



TTGTCAAAGT 
GCTTGGCCCT 
TGAGATTTAT 
AGAGGCTTCT 
GTGGTATTGT 
TGAACTTCCT 
ACTTCTCGAT 
TCTGTGTCTA 
TCCTTCTTGG 
GCATCCCGAT 
AACATAAATG 
GTATCATCGA 



TCAACACCTG 
TTTCAAAAAC 
GAATGGACAA 
CATTTTCGTC 
CGGGCTGGAA 
GTAAGAGCTG 
CATCCTTTAA 
TCGTCCTAAA 
GCTCCTCATC 
ATTTCTCCCA 
TTGCCTCATC 
AGTTCTTAAT 



TAAGCCGCCT 
ACGTCTGAGA 
GGCCCATGCA 
CTCGATAGCC 
GAATTGCACT 
CTTCTTCCGT 
GAAATCGAAT 
CTTCTCTCGC 
CTCATCAAGC 
TTCTGCAACG 
GATGAAGTCA 
GTTCATAACC 



CTAGATACCG 
TCCACTTTCA 
AGCATGAGTG 
CATGCCTCTT 
AATGGCAACT 
TCTAGATTGG 
ATCGTGTCGC 
AGAGCTTTCT 
TCGGGGGCGT 
TCAAGATCAT 
ATGACCTTCC 
TGTGCGCCGA 



CTCTAGAAAG 
CTTTGTTTAG 
GCAATTGAAC 
CTCGAACTAA 
TCTTACCCTT 
CCTTCACTTC 
CCAAGTGGTC 
TGACCATGCT 
TCCAGTCGTT 
CATCGCGAAC 
CCAGT GATCC 
CTTTAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



20 



25 



30 



35 



40 



45 



1540UP 

GATCTCCTGC 
GAACATTTCC 
CTTGTATCGC 
TTGTGCGATC 
GAGGCAGACG 
GATCTCCTCC 
TGCCGGTTTA 
AAACCCCAAA 
GAATGAGTAG 
TGCATGGCAC 
CAGTGTCTCC 



GCGAAGAGCA 
CGCACAAGCT 
GCTTTCAGCG 
CTGTTGATGT 
CAATCTGCGA 
CGCGATATCA 
CTTGAATCCA 
TCCCGCAGTG 
TATGGAGTAC 
ATCTTCGTGA 
CAGGGTTCCT 



CGCCCTGCGC 
CCAGCTCCAT 
CAGCGATCTT 
GCACGTCTAC 
CCTTCGGACC 
TGTCTAGCCA 
TCCATTCTGC 
CGTCCTCGCT 
CGTCGAGCTC 
TGCGCCCGAT 
GTCGCAGTAT 



CCATCCGGCA 
GTTCAGTTTC 
CGCTGCCGAT 
AGGCACATGG 
CACCCCCGGA 
GGATTCCAGG 
CGCAGCCATG 
AGCGCCTTCC 
GCCGAGGAAG 
ATTGTTGTTG 
TCGCACGCCA 



TAGGGGCCCC 
TTGCGCACAC 
GCATTGAACT 
TCGTCCATCT 
ACCTCCATAA 
TGTTCAGTAT 
ATATACTTGG 
ATCAGCTGCT 
CTCCCGTACT 
CTAGAGCAAA 
CGA 



ACTTTTGTAT 
TGGGAAGGTC 
TGTAGTCTCT 
GCATGCCCAT 
ACCGCTGACG 
CGCTCATGTG 
CGCGATACCC 
TGCTGGTGGG 
GCGAACACAG 
TAAACGAGCA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



50 



55 
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10 



1541RP 

GATCGAACAA 
CTCTACAAGA 
CTCATAGATA 
CGAGCAGTCA 
CAAGTCCTGC 
GCGTAGAATG 
CTTGGTAACC 
CTGTAAGCAG 
CTCACGGTGC 
GCTTAAGAAC 
CAGCTGCGTG 
GATGTCGGGG 



CCATACTTTA 
TTGGATTCAA 
TCTTGGGCGA 
ATCATAATCC 
TTAGCCTGTT 
ATGAAGGTGT 
GAAAGAAAGT 
CCATCTGTCC 
AGCTGCGATT 
TGCGGCGATA 
TACATCTCCC 
TCGTTGATGA 



GGCCCACACG 
TCATCACCCC 
CTTTCGGCTG 
TCCGCTGGAC 
GTACACTGGC 
CCTCGTTACC 
AATGAGAGTG 
CGTTCTTGAA 
CTGTCGTCCG 
TGGTGTCTAG 
GCGAGATACG 
GCCCCTTCCA 



ACCGTTCCCC 
ACAAATGGCA 
GTTGCGGTAA 
CCCAGCGCTG 
AGCGTCATAG 
TTCAGTCCCA 
AGCAGCGGCA 
TCCGATCGGG 
GGCGCCAATG 
CATTTCGCCC 
CAATCCCTTG 
CCCCACCGTG 



TCGGGGATAT 
TTCTCACCTT 
TCCTTGTTGG 
TCAACTAGCT 
TTTGTGCCAT 
ACAATCGCAG 
CGCATAGCGT 
AACGATAGTC 
GCGCCCAAGG 
GCAA TTGGAA 
TTTATTTGGA 
GTCCGCGGTT 



CCTGCCGCCC 
TACTCAGCTG 
AATTTCCATG 
TCGCATTGAC 
CTTTACCACC 
TCACTCCAGG 
CAATAGCAAC 
CAGAAGCCAG 
AGAAGCAGTC 
TGTGCTCCAC 
ACGAATTATC 
TTCCAGATAC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



15 



20 



25 



1541UP 

GATCAGCTGA 
TCCGCGATAG 
CCCGTCGCGG 
GAATGTGGCA 
ACGCCAGGGC 
TATTTGAGCT 
AAAGGTCGGC 
CATGCGAATA 
GATAACAAAA 
GATGCAGAAG 
ATTCCGCAAT 
CTTGAGAAGT 
TCAGGAAGAT 



TGAAGATTGT 
TTTAATGGTT 
AGCTTTTTGT 
GGACCCTGTA 
TTGGGCTTCC 
GCTGATCATC 
GCAACATCCG 
CCCGACTGCC 
TTGGAATATA 
ACTCAGAGCC 
CATTTCCAGA 
GGATATCGAG 
GA 



ACGTCATCAC 
AGAATTCGCG 
GACATTTATT 
ACGGCGACGT 
AGAAATTGGC 
AAGCTCTAGT 
ATCGCCGGGT 
GTGGATAGGG 
GGAGAAGAAA 
AACCGTTTAG 
ATCGACACAA 
TCGATGTTCC 



TGCTATTTAA 
CTTGTCGCGC 
GAAACGGTTG 
ATCCTGCAAC 
TTTCCCCGAG 
CGCACACAGG 
CCCTTTATAT 
GACGTTTGAG 
TGTTCGAGAG 
CAGACGTTCC 
TCACGGTGTC 
AATGTGGCGG 



CACAAACATA 
GCGGGATCGG 
TCGTTATAAC 
TTCGACGTGT 
CCCGAGTTTT 
GGGCCCGAGT 
ATAAATATAC 
GCCTCATACC 
GCTAAAACTT 
ATACCCGAAT 
AATCTCGGGT 
CGAGACCGAG 



ACATAATTCA 
GGTTCAATTC 
CGTTCCGATG 
TGTCGCGTCT 
TGTGACCCAA 
ATCCATTGAC 
ACTAATGACA 
CCTCAATACA 
AGGTTCCGGC 
CCCACGTTGA 
CGCTATCGTC 
CATGCGGGGA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



30 



35 



40 



1542RP 

GATCATGTGG 
GCGGGCAGCC 
GCCTCCGGGG 
CCCGTCGGAG 
GGTGGGGGCG 
GGTGATCACG 
GAGCGGGCTG 
GTCAGTCTCG 
GTCGCCGTGC 
GGTGGCGACA 
GCGGCCGTCC 



AGGAACTCGG 
GACTGCTCGG 
TGGCGGGCGG 
AGCGCGAGCA 
TTGAGGCCGT 
TGATGCGCGC 
GCGGGTGCGA 
CCGGAGTGGG 
ATGGCCTCCG 
GTCTTGGCGA 
GCGA 



GCAGCGTCTC 
GGTATTCGGG 
CGAAGGCGTC 
CAAGGCAGTC 
CCTGGACGAC 
GGCGGGCCAG 
AGCGCGCGCT 
AGCAGAGCAG 
TGGGGTGGAA 
TGATGCCGAA 



GGAGCCGGCG 
CGCCGGCGCA 
TGCGCGGCGG 
GAGGGCGAGG 
GCGCTCGCGC 
CGTCCAGGCG 
GCGCAGGTAG 
CAGGGCGTCG 
GACGGCGGCG 
GGACTTGCCG 



TAGTGGGCTA 
GCGGCGTGTG 
CGACGGGCGC 
AGCATGAGGG 
AGGTGGGGGG 
GGATCGCCGG 
GCGGCGAAGT 
CCGTCGGCGA 
GGGATGCCGA 
CAGGCGACGA 



CTGTGGCGGC 
AGCCGATGCT 
AGGGCGAGCC 
TGGTGGCGAT 
GCTGGAAGAC 
TGACGGCGAT 
GCAAGAGCTC 
CGATGCCGAT 
ACGAGTGGCA 
ACACGAGCTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



45 



SO 



55 



1542UP 

GATCATTTAC 
CTACCTGGAA 
GCAGCGCCTG 
CCGAGCGGTT 
GCTGGTATAT 
GGGTGCGGAA 
CCTGGGAGCG 
CAAAACGACC 
GTCCCGTGGG 
GTCCACCAAG 
GCTTGGTCTC 



CTACGCATCG 
CACTACTACG 
ATAGGACTCC 
TGCCGTCTCG 
AAACGGCACA 
CACGGTCCTA 
GCGTTGAATA 
ATGGCCGCAA 
GGCGTGTTCG 
GGCGCGGTGC 
AGCAACTTCG 



GCCTGCCGCG 
AGAACGCGTA 
ACGCGCTGCC 
GGAGCCTCCG 
CGAGCCATCC 
AGGACCTTCA 
TGTGCGAGGT 
A CCGGCA GTT 
GCTTTTACCA 
TGCTGTTTGT 
GTGCAGGCAT 



CATTGCCGCA 
CGCCGCCGCC 
GCTGTAGCGA 
GGTTCGCACC 
GGCGTCAGGA 
GAAGAAGCCT 
CACGACGCTT 
CGGCTTTTCG 
GGGGCTGATT 
TTCTGCCGAA 
CCTGGGCGGG 



GACGGATCGC 
CTTCTGGACG 
GTCATGCCGC 
GCTGGAAAAA 
ATAGC GTGAG 
GTGAGCTTTT 
GGGCAACCGC 
CAAGCGGTGC 
CCGTGGGCTT 
GCCGAGTACC 
TGTCTGGCGG 



TGCGAGACGG 
GCTGCCGTGT 
TGTGCCGGAC 
GGAGGGCCAC 
TCGACAAGAT 
CCAACATTGC 
TTGAGGTCAC 
GGCACGTGTG 
GGATTGAGGC 
AGTTTCGGCG 
CGTA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
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1544RP 



10 



GATCTCAACA 
GAGAAGGCCG 
AAACGGCGCA 
ACTGGTAGGA 
GCGTCTAAGA 
AAACAAGCTG 
TCGCCTCAGC 
AAGCCCAAGG 
CCTGTACGGG 
CTTGAGCATG 
CACCGTCTCG 
TCTGATCTAG 



AGATCAATAG 
AAGAGTTCGA 
AGTGGCTGAT 
ATATAGATTA 
ATATGATGAA 
CATTCGTAGT 
AACAGAATCT 
TTAAATACGA 
CATTGAAAAA 
GCAGAGGGAC 
AGACCTGGGG 
AATCGTCACC 



GCATATCCTG 
CCGCAGTGTG 
GAAGCACTGC 
CCTAGACTTG 
GATCGCCAAT 
TGGAAAAGCA 
GGAATTGGTC 
TACCATCATC 
CTTTGCGAAA 
CTATGACGTT 
CTGCAGATGG 
GAAAAA 



CCGGCTAGGG 
AGAATGGAAG 
6AGGGCGATG 
AGCAAAATCG 
AAGAAGTTCA 
GAAGATTTAG 
AACTCTCCTG 
GAAGCCTTCG 
TTGCTAAAGC 
GTGAACAAGA 
AACTTGGATA 



ACACCACTGA 
AAATGGCCAT 
TGCTAGAAGT 
ACACAATCAC 
GAGAAAAATA 
TGGACCTGGC 
AGCAGGTGAT 
GTCTGTGCTC 
CTGGCGGAAG 
TTCTAGACAA 
TTGGCGAAAT 



ATTTTATGAC 
TCGGATGGGC 
TGCATCTGGT 
CTTTCTGGAT 
CCCACACTTC 
GACTGGGCAT 
CCCGGAGTCC 
TCACCATGAT 
AATAGTTCTG 
GAGAGCCGAG 
TCTAGATGAC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



15 



1544UP 



20 



25 



GATCAAATTC 
CTTCTCTTCT 
AAACTGAAAA 
TTGCAATACC 
TAGGTGCAGT 
GTCCGCGATA 
TAATGAGTAA 
TGGAATGTCA 
AGCGCAGTCA 
ATGCGGGCGT 
CAGTGACAGT 
CCGTGGCGCG 



CAATCTCCGT 
CTTCGCTGAA 
TGAAATAAGG 
CGCAATAGGA 
CTACAAACTT 
AGTTGTGACT 
TGTTCTATGT 
CGCAGAACAT 
TCGGCAGGAT 
GCAGGTCTGC 
GGATCTAGGG 
AGTACAGCCC 



CAGCGTCAGG 
CCCGCAAGAA 
CGCCGGCTTC 
CTACCAGACC 
TTATAGCGCA 
CACAGTCCCG 
ASTGGTTGCT 
GGGCTTCGTA 
GTCTGCGCTG 
TGGCGCGGGC 
CAGCACCAAW 
GGC 



CAGCCGCGTT 
AATTCCACCT 
CGAGGACGTT 
TTATTAGACA 
GCCGGGCGTA 
CGGACGGAAC 
AGGGGGCTGA 
GGTGCCACTT 
GTGTGCATTA 
TCGGGCTCGT 
TGCTGGGTCG 



ATGTGTTGAA 
CACGCCGAAC 
GCGGGCTCGT 
CTGTAATATG 
TTACTCTTTT 
GTGCGACCGA 
AGGCTATGCT 
TGCGCACGAG 
TCTCGAGCAC 
CGGGGCTGTA 
GCAGCGGCGT 



CTCTTCGCTG 
CAGAGGCGAA 
GCAGCTCTAC 
TGGGCAGCAG 
CTGCTCCCGC 
GTGCGGCGAA 
CTGGGGTAGC 
GTGGAACGAC 
ACGGCGGTGT 
TTTCTCGAAA 
CCTCCGAGAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



30 



35 



40 



45 



50 



55 
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1545RP 



10 



GATCATTAAT 
AAACAACGGA 

CTAGACCGGG 
TATGTACTAC 
TTCTGC GAGC 
GGGTTGTTTT 
CAGCTGCGTG 
TTTGCGCCTT 
TTGGAGTATG 
GGGAACCGGT 
CGACGTCTGG 
TCCGCGAACT 



CAGCCATCOC 
CTATGGGTAT 
CTTTAGATCC 
AGGTACTACT 
AGATGAGCCA 
ATCAGCTAGT 
TCCTGAAAAT 
TTGGAGCGGT 
CGGATGCGGC 
TCGTTGAGGT 
CCGCCGGATC 
GGTGTTGTCT 



ATACCCGGGC 
AGAACTTGAT 
GCCTACGACA 
AGAGTGCGAC 
GTACCTGGCA 
GGACTTAGGC 
CCCAGCGGAC 
CACCAGGGCG 
CAGCGTCGTC 
GCAGCCCTGC 
ACGAAACAAC 
TGGATCGTGG 



AAGATGACCA 
GATAGAAGGT 
GACGAGAGCG 
ATCGCAGCTG 
GGTATGGTGA 
GAGCCTCCCG 
CGGCTTCGCT 
AGGATTGATT 
CGATGTTGTT 
TCGCGAGGOG 
TGTGCCCGAG 
ACGTGCGCCT 



TTAGCTCCTC 
TGAGGCATTT 
TCACAGCCCT 
TGAAGGGCCG 
AGGACCACAG 
CGGGGAATAG 
GGGAAACCTT 
ACGTGCATCG 
CGGTCCGGAA 
TGGGAATCAC 
CATGGATCAT 
CCGCCTGTCA 



CTTTCGACAG 
AAAAAAGTGG 
TGTGAAGGAC 
AAAGAACGAG 
CTGTCTAGAT 
TTGCGGGCGA 
GCGTGCGGAG 
TGAGGCATTC 
GGCTTTCTTG 
TAAGCGGTGT 
CTGGGGTGCC 
TCTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



is 



20 



25 



1545UP 

GATCATCTTG 
GCCCACGGCG 
GGCTGACTGT 
TACCCGGCCG 
GGAGATAAGG 
GAACCTCTGC 
CGCTTTGTGT 
CACGGTCGAA 
CATCAGCAGG 
TAGAGGTCAT 



CAGGGACCGC 
GACTCAAATT 
ACCTTGTGTA 
CCTGCGGTCA 
ATGACAAACG 
TATAAGCGGT 
ACGCCAGGCG 
TAACGAACAT 
CAGTTGAGAG 
CCGCTAGGCG 



WCCACGTGGC 
CAGAAAGGGA 
TACGCAGTAC 
CGTGTCACCA 
CGTCOTCGCG 
GTCTGCGCGC 
CGGGTTTGTT 
GAAAGCCAGT 
CGCGTACGAG 
GTACTTCAGG 



GTAGAAGTCC 
CTTGATTTCG 
CCAGGAAGCC 
CGTGCGGGGT 
CGGTCCGCAT 
CGAGCCTTCT 
TACGTTTCGG 
TGTACAGTAG 
AAGTTCCGTT 
TCAGGC 



ACGACCACGA 
GACACCATTG 
GGGCGGAGCC 
CTCCCCTCTA 
TGACGTCTTC 
CAATCGTCCG 
ACGGGGTTGG 
CTACACCCCA 
ATAGAGCACA 



GCTTGTCGGA 
CGTTCTGTGT 
CCGCCTTTTA 
TTTCCGCTCA 
GACAGCAATC 
TCTCTCTGTT 
ATCTCCAACG 
GCAGACGAAG 
CTCGAGACCA 



60 
120 
180 
240 
300 
360 
420 
480 
540 



30 



35 



40 



1546RP 

GATCT TGCTG 
CAATATTTTG 
CTGTTCATGT 
GTTATTATCT 
ATAATGGTAG 
AAAGATCGTG 
GGACACCGTG 
CCGCGCGAGC 
GCTGAACAGC 
CAGGCCCTTC 
CTTGCGGCAG 
GGACTCTGCC 
TAATCTTGAA 



CTATCCAGAA 
AGCGTCGTTT 
TCGCTCATGA 
TTCTTCCAAG 
AACCGCGGAC 
CGGCCCTGCT 
CCCATAACGT 
TCAGTCTCAA 
TCCCGTGAGT 
CCAATACATG 
AACACGCACG 
ATCCCGCCAG 
TAATGCTCAC 



ATGGGAAGTT 
CATAGCTCGG 
AAGGTGTCTC 
ACAGACGCAC 
TCACAGAAGC 
TCTCTATCAC 
GCTTCTGCAT 
GCTCGTCGAT 
TCACGTCGTG 
TAGAGCACTT 
ACTTGCTGAC 
CTTCAAGCAA 
T 



CTTAGACAAC 
AAGACGCAGC 
TATCAAATCT 
ATGCCGCAAC 
GACGACCGCT 
AAGATGGAAC 
GAACAGCTGC 
CCGTCGCAGC 
CGTAAACTCA 
CGGCCGCGCC 
CTTCCGCCTG 
AATGAGTAGG 



GGGGAATTAA 
AGAAGCCCCC 
AGCTCCATCA 
TTCGTCAGGA 
CGAAATGAAG 
TGCGAAAGTC 
GGTACCATCT 
AGCTCCACAT 
GACAGGTACA 
TTGTTGCACT 
GTTTTCACAA 
TCATATTATT 



GCCCCTTTTC 
CCAGTAGTGT 
TCGCAGAGTA 
TTACAGTAAA 
TCGGCCCGTA 
TGTTCACGGG 
CGCTCTTCAT 
TGGGCGTCGA 
CACACTCGGG 
TGACGCGCCG 
TCTTGCCATC 
TACCTGCTGG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



45 



SO 



1546UP 

GATCGCGGAC 
CGCAAGGACA 
AAGGAGCGCG 
GCGCGCGACT 
ACCTGCCTGG 
AAGCTGTGTC 
GCGGGTCCGA 
CTCTCTGCCG 
GCCACCTTCG 
GACGAGTTGC 
GACACTAAAT 
TATTTTCTGC 



TGGAACACTG 
CGCCATCGAC 
TCGCGACGGT 
TCGCGACGTT 
ACTCATTTCC 
ATCTGATCAA 
ACGCGGTGCT 
TCTTTGGCGC 
CCGCGCAGTT 
ACAGAAGAGT 
CCTCGCTCAT 
TCTGTATACC 



GCCGGAGATG 
GAGCGGTATG 
GGTGCCGCGG 
TGCGCGCCTG 
GCCGATCTTC 
CGAGTTCTAC 
CTATTACTTG 
CAACGACGGC 
CGACGAGTGC 
TGCCCGCCTC 
CGACCCGAGA 
CTGCCAGACC 



CGCGCGGCCA 
CAGCAGACGG 
CGGTACGGAG 
ACGATGCAGG 
TACATGAACG 
AACGAGACCA 
GCGGAGAACG 
TGGGAGACCA 
GTGCGCGGCA 
ATCTTCACGA 
CGGGCCTGCC 
GCGCTATATA 



TCCTGGTGGT 
TGCACACGTC 
AGATGGCGGC 
ACTCGAACTC 
ACACTTCGCG 
TCGTGGCGTA 
AGGCGCGGCT 
CGTTCTCGAC 
AGCTTGCGAC 
AGGTCGGGCC 
CGCTGACGCT 
TATAGAA 



TTCTGCGGAC 
GGACCTCTTC 
GGCGATCCGC 
GTTTCACGCC 
CCGGATTGTC 
CACGTT TGAC 
CTGCGGCTTC 
GGAGCAGCGC 
GGACCTGGAC 
AGGGCCCCAA 
ATTCTCCTGC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



55 



390 



EP 0 866 129 A2 



1547RP 



10 



GATCCTCCGC 
TTGGTGAAGC 
AATTGTTCX5G 
CCCATATCTT 
TACAAGTTGC 
ATATTCCACA 
GGAAAGGCCG 
CAGATATTGT 
ATCTGGGGTT 
CCGTACTCAA 
CGCACAATTT 
AAATCGGTCC 



CTACACCAGA 
CACGGCCATA 
TCATCATGAG 
CATACCGACG 
TATGGTAGCC 
TGCTGAGATA 
GTGCTGCCAT 
CTTCCAATTC 
CGTAGCCATC 
ACATTGCGTC 
TATGGAACGG 
CTGGCCGCGT 



ATATTTCTGG 
CGCTGCCATG 
TATCGCATCA 
CTTATC TAGG 
TGTTCGCTCT 
CTTGTTCATC 
GCTTAAGTGG 
GTCCATCTTG 
ATCCTTAGGG 
GATCGCCGAG 
CTCCCGATTG 
CTTGAGGTAA 



CCAATTAGTT 
CCGAGTGCAA 
TGTGCATTCA 
TGCGATTTGT 
GACCATGCAC 
TCCTCAACCG 
AAGCGCGGTT 
TGTCGCAAGC 
AACTCCCAGT 
TCGATGAAGT 
GAACAGCCGC 
TTAAGCTTCG 



GTTCACCATC 
TTTTTCTTGG 
ACTCATCAAA 
ACGGCGAATT 
CGTGGTAGTC 
GGAAAATGCC 
CTGTAGTCCC 
GGCTACACAT 
CAAGATCTAT 
TGTTAAACTT 
CAACGGGCAT 
CCTATTGCCC 



GCCCCGAACG 
GCTGACCTTA 
GTTGTCAATA 
CGTAGCATTG 
GTATGTCATC 
AAGTGTCTGA 
GCCGGGGCCC 
TTCTAGATAC 
CCCATCGAAG 
CTCCTCGTCA 
CATGAGCTTG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



15 



20 



25 



1547XJP 

GATCTCTGAG 
CGAGTAGATG 
AGCTCTAGTT 
CAAGACATGA 
TGAGTGGAAT 
AATCTTTTTA 
GGTAACGAAC 
TACCGCAGAG 
GAGTCGAGAA 
GGCGGGGCAG 
TTTAGGTC 



GGTTCCAAGG 
GTGGCCTTGT 
AGTACCCACG 
TGCGTTCCGG 
CTACGTATCA 
TATAAGGGGT 
TGCCCGGGTA 
ATGCACTGGC 
CAGCCACCTT 
CAGCGTACTT 



CAAGCCCGCC 
CGACCTTCCC 
AACGGGCCAC 
ATGAAATCTG 
ATAGTATTGA 
TCCGATCTGC 
ATGCGGGGCA 
GGCTACATAC 
GCGACGCTTG 
GGCTGCGCCC 



GGAGCTTGCC 
GGTTGCTAAC 
GAGCAGAACA 
AGTTAGTGCT 
TTTGTCAATA 
TGACATCATA 
CAGGGCAAGT 
TGTACACAGG 
AGAGCGACCT 
TCGCGTTTCA 



CAAATTGTGT 
AAGTTGTCAG 
CGTAAAAACA 
AACACTCGCA 
AATATACCTT 
GCACACGAAT 
GCCGGGTAAC 
CTCGCAGCTA 
CTTCATCTGC 
GCTGCTGCAG 



CACCCGCTCT 
TGTAGGCTAA 
CATACCTTGC 
GA TGCTCTG G 
GGCTTTTTGT 
TAAGTATCCG 
GGCATCCACA 
CTCGTCGTCT 
GCGCGGGGCC 
ACGCGCGGCG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



30 



35 



40 



1548RP 

GATCATCATT 
TAAGGCGACC 
ATGG ACAACA 
CATCTTTTTC 
AGCTGCTGCC 
TTCCGTGGGA 
GTTCTGCTGC 
CATCGCTCTC 
GACCCTGGTC 
GACCTTCATG 
ATGTGTCACT 
GAACGTCCCG 



GCTCGGTTAG 
GCGGGTAGTT 
TATGCTGCAG 
TTCATGATTG 
GGGCGCTGTG 
GGTCTGTGCT 
GTTGTACTGG 
AGCACCCAGG 
GGCAACGCAT 
ACCAGCTTTA 
GAGCACTTCG 
ATCTTCCTCC 



CGATTGCCGG 
TCCTGTCCTA 
ACTACACTGT 
CGGGTCTTGC 
TGCACACAAA 
TTGCTATACT 
CCATGTCCAC 
CGCTGTGGAG 
GCAGCTTGGT 
TGGATTCAAT 
TCTTCCGCAA 
AGCTGGTTAC 



CAATTTTACA 
CGGGTCCGTG 
CTACATGCCC 
GACCCCGTTG 
TCCTACGTGG 
GGCTGAAAAC 
AGTTGCAAAC 
TCGTTTCGCG 
CATTGCAATC 
TGGCTACTAC 
GGGCTTCCGT 
GCTGGCTGCG 



GCT GGT TCAT 
GTGTTTGGTT 
AAAAATTCTA 
CTGTTCACGT 
GGCGAATATT 
GCTCTGGGCG 
AATATTCCAA 
CGTGTGCCAC 
GTTGCGTACT 
CTCTCCATAT 
GGTTACACGT 
CTGCGC 



CGCTAGGCGG 
TTGCATCGGG 
ACAAATACCG 
TGATTCTTGG 
A CAAAA AACA 
GGTTTGGGCA 
ACATGTATTC 
GAGTGTTCTG 
ACAAGTTTGA 
ACATCGTAAT 
CAGCCACTGG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



1548UP 



45 



SO 



GATCGACAGA 
ACATTTGAAG 
TTGCACTCAG 
CCGACCACAA 
CCATCATCAT 
CGTACTTCGA 
TCGCTACCTT 
TCCCAGACAA 
GCCTTGAACR 
GCACCAAGTG 



TTACAGTTAC 
CTCGAGTTTT 
ACTCAAGAAC 
GCAGCCCATT 
CTCGCAGCCC 
TGCGGAGCAT 
CGCGCCAGAC 
GTACGGCAAG 
AACTTCCGAA 
GTTCGATGTC 



AAGCGAGAGT 
GGCACGCCAA 
TACTATTACG 
TCGTTGAAGG 
GCGCTAGCGG 
GTCATCAGTG 
TATCTGAGTG 
TTCTCCGTGG 
GGAAAATTGG 
CTCGGCATCA 



TCGGCCTATT 
GACCGATTTG 
ATACTATAAC 
TTAACGGGGC 
CCTTCTGGAG 
CCACCCACGG 
AGGAGTACGT 
AGGTTCCOGG 
GCCGTTGGTA 
AGCGTCCTAG 



TAAGGAACAG 
CGGATTAAGT 
AAAGACGATG 
TCTATTCGAC 
GGAGTTTGGC 
CTGGAGAACC 
GACGAGACTG 
CGCTGTTACG 
CTTCCGGCCC 
CACCTTCATT 



AACCTATACC 
ATCTTGAAGT 
ACTAGCACAG 
GTCGACGGGA 
AAGGACAAGC 
TACGACGCCA 
GAGGGCGAAA 
CTCTGCAATT 
CTTCCAGATG 



60 
120 
180 
240 
300 
360 
420 
480 
540 



55 



nwcnnrtn- ^pp aarri poa? i - 



391 



EP 0 866 129 A2 



10 



1549RP 

GATCTGCTTG 
AGCAAACAAG 
GCAGGCCTTG 
TATACGTCCT 
GTAGCGAGCC 
CCATTGCGAG 
GCCTTGAATC 
GGCTGCCGCG 
ACCACGCAGC 
ATGGGTGTAG 
CAATGCGTGT 
CCCAAGTCAT 
GGCCCTGCGC 



GTCTGACCAC 
GAAGCCTTAC 
CCCTTGCAGT 
CTTGGCGAGT 
GTGGCCCCCT 
AAGTAGCTTC 
CTGAAATTTA 
CCGGAAGGTC 
GTGGTCATGC 
TCACATGTTT 
GGCGGCATAG 
TAGACTGCGG 
TACGTT 



CGAAACCCGA 
CGGCCTTGTA 
AAGTCTTTCT 
CCCTTTTCGA 
GGCGGCGCTC 
TGTGATGCTC 
CCATGTTTTT 
CAGTGCTGCC 
ACGCATGTGC 
GTCACAGGCA 
GCGATGGCAG 
CACTGCAAGC 



CTGCTTACGG 
CTGGGTCACC 
GGTCTTTGGA 
TCTGCAGCCG 
CGCGCTTCCC 
TGTGCTTACT 
CGCTTCGCGA 
CGGCCTGCGT 
AGTATGTGTG 
CTCCTCCGCG 
CCATGCCTTG 
GTCTGACCGG 



TCATATCTTC 
TTGTGCTGGG 
ACGTTAACTG 
CGCCGTCAGA 
CTCCGTCATA 
ATCAAGCAGG 
GCTCGGCCCG 
CGCCCCAGTT 
GGTGTTGAAT 
GCTAACGCCT 
AGCTCTGCGC 
CAGGTTTTAA 



TCTTACCCTG 
TGTGCTTGCG 
CACACGTTAG 
AGGCCCTGCT 
TTGAACATAC 
ATGACACCCG 
CGGGCCGGCC 
CACCCGGGCC 
AAATAGATGT 
CGAGATTGGC 
GGGGTTAGAG 
GCTGGTGTGT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



15 



20 



25 



1549UP 

GATCCATGTA 
CTGCTCGTAG 
AAAAATCACA 
CTCGGCCTGG 
CCCGGCAAAG 
GTAGGCCTCC 
CAGGATTGGT 
CACACCCTCG 
AACCTCGCTG 
GACCAGCGGC 
CACTGGACTC 
CTTTCCCCGC 



TAATCACCCC 
AACTTCGCAA 
TTGTTCCGGG 
GCGTCCTGCT 
AAGGACCCCA 
TGTGGCGTCA 
CTCAGCTTCT 
ACCACGTCCA 
GAGAAGTCTA 
TCGCTGCTCC 
CATCGTGATG 
TAACCGCTGT 



ACAGCACCTT 
ACAGACTGAC 
ACGGGTCGAA 
CCAGTTTCTC 
GTACAGAGTT 
GCTGGAGCTC 
CCGTCCAGCA 
CCAGCACGAT 
TGTGGCCCGG 
CCTCCTGTTT 
CCTCGCAGCT 
GAGATAATAC 



TTGCAGGTTC 
GTTGAACCCC 
GTATATGTCC 
TCTCCACGAG 
GACCTGTTCA 
CGTGATCAGC 
CTGCCGCAGC 
CGCGCCATCA 
AGAGTCGATC 
GTGAAGCACT 
GCTCATCTGG 
CGTTGGATGC 



TCGCGCTTGG 
CACCCATCTG 
GCATCATCCC 
AGGTCATCCA 
ATCGTCTTCG 
CGATCGATCT 
ACCGTAATCG 
CATAGCCGCG 
AGGTTGATTA 
CCGAAGTTAC 
CCGCGAGTCT 
GAGGAGG 



CCCCCAGCTT 
CAGCAGAGGC 
GCTCCACATA 
GCAGCCGCTC 
ATAGATGCAC 
TGTTCAGCAC 
TCTGCGAACA 
ACGCCGCGCT 
AATGTTCGTT 
AGAGAAATCG 
AGGAATCGCA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



30 



35 



40 



1550RP 

GATCGAGTAC 
CTTAGCGAAT 
ATTGGCTGAA 
CCCAAAATTA 
TGAATTTACG 
CATTTTGAAG 
CAGAAATGAC 
TTGAGACTCT 
GACAACCCTT 
GCAAACTGCT 
TCAAGCA ATT 
ATACCCGTTT 



ACAAAGTACA 
GCAGATGAGT 
TCGCCATCTG 
ACGAAGGAGA 
TTGCTGCACG 
TACTTTTGGC 
AAAGGCGAGG 
TCTTGATGTC 
CAGACCATCG 
AGAAACGAAT 
ATATGAAGGA 
GCTAGTCTGT 



TGGATGCTGC 
TGGCGCAGCT 
TCCAGACACT 
ATCAAGAATC 
ACT TCTC TCT 
GCTTTTTCAA 
AACAATCTTC 
GCAGACGCCT 
CATATATTGG 
CCCAGTCTGT 
TTGCAACTGC 
CACATTGATT 



CAATAACTAT 
GGCATCATTT 
ACAATTTTTA 
TGCAATTATC 
CCAGGCAGGT 
CAGCGCACCA 
GCTTACTGCC 
TGGCAAAGTA 
ATCTCAAAGA 
ACCGTGACGT 
AGCCTCATGA 
GTGCATTGGC 



AGTCTGAAAT 
AACTCCATCA 
TTAAGCTCAT 
GAAACACTGC 
TTCCAGGTCG 
AATGGGTCCA 
CAAAAAGGAC 
TTCGCTAAGC 
TGATCCATTC 
TGAAACGACT 
TCCAAAGTAC 
AAATAT 



CAATGCGTTC 
GCCATTATTT 
CTAAATTGTA 
TGTC TCTCAG 
AAAAATCGGT 
GGGGACCGGC 
TATTATTATC 
TACTCACGTG 
AGAATCATAA 
TTCGAAATCC 
ACAAGTGAAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



45 



50 



55 



1550UP 

GATCTC CTC C 
TGCCGGTTTA 
AAACCCCAAA 
GAATGAGTAG 
TGCATGGCAC 
CAGTGTCTCC 
ACGTGTGTCT 
GTAGCGCATC 
GCTG AAT TCA 
GTCATTTAGT 
CGCTTGACCA 
GTTAAACTTC 



CGCGATATCA 
CTTGAATCCA 
TCCCGCAGTG 
TATGGAGTAC 
ATCTTCGTGA 
CAGGGTTCCT 
GCTTTCTGCC 
AGCCATTGTC 
ATACTGCACT 
AGCATGCTCG 
CATTGCAATA 
ATAACTGTCG 



TGTCTAGCCA 
TCCATTCTGC 
CGTCCTCGCT 
CGTCGAGCTC 
TGCGCCCGAT 
GTCGCAGTAT 
ATTCTGCTAA 
GTGCCGCCCC 
GATCGGGCTG 
CGGAATAGTA 
CATGGTCCAG 
ATACAGCACT 



GGATTCCAGG 
CGCAGCCATG 
AGCGCCTTCC 
GCCGAGGAAG 
ATTGTTGTTG 
TCGCACGCCA 
CAAAGCCTCT 
GCTGCAGTCG 
CTTCAATACA 
CCTT TTCTCA 
GACTATTTCT 
GACCTCGCTC 



TGTTCAGTAT 
ATATACTTGG 
ATCAGCTGCT 
CTCCCGTACT 
CTAGAGCAAA 
CGATGTGTTT 
AGGTTCACCT 
TCATCTTTAT 
ATAATACGAT 
TGATTCCAGA 
CCCTTTGGGA 
TAATAATCAG 



CGCTCATGTG 
CGCGATACCC 
TGCTGGTGGG 
GCGAACACAG 
TAAACGAGCA 
TCCCGATGAA 
CCATCCGTAG 
TCCCAGCTAC 
AGCCCAGCTT 
TCCACCTGAA 
ATATCAATCT 
CGTCACOGCG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
730 



CTGGCTCGAG CATGTT 



392 



EP0 866 129 A2 



1551RP 



GATCTCACGT GAATCGGATA TCTGCTCAAC GGCCAATTCT OGTATATTCT GACGAGATCT 60 

TGGCGTCAAT TACGTGCACT TTGGCCGAAG CCTTCGCACG AOCTTCTACG ATACAGAATG 120 

CTGCCAGGTG CATCTTA AAA AGCGGGTTTA CAGTGAGCCC TCCGTCCTTC AGGGCACCAG 180 

CCCCTAACTG TACATAGTTT CTGTTATGTA GTTTGCCTTT CCTCGCGATG CCTGCCTCTT 240 

GTGGAACAAA AACAGGCGGT AGAAGGAAAT TCCCGTGCGT CATCGGTATC GGACGGCGTC 300 

TGCCTGGATC TGCGGAGTAG CTTTATGAGC CATTAGTGAG GAACGCCAGT TTCGACGACA 360 

GATTTAGTCT TTTCTGTGTT CCTGCAAACA GGCTTGGAAT GTATCAGCGC GCTGGCGCAG 420 

CGACAGGCGA CACCGCTTCA CATAGGGAGA GGCCACCCAC TGAACACGCG GTGCACTGTC 480 

AGGGGGCGCA GCGTACTGCC TACAATGGTA TCGTCCGCAA ACGGCAGGCC AACCGGCA<5A 540 

GCGGGCATTT AGATCTAAAT TTATCAGCCC ATGGACGGAT GGATTTACGG CAGCGTGTCG 600 

CCGCAGCACG GGGCACGCCA GACTGCGAGG TGGCAAATAA TTCACATAGC AACCTGCATT 660 
ATAAACATCC CAAGTCATTA AACTTACTAA ATATTGTTGC GT 



1551UP 



GATCCCGGTG AAGCTGCGCA ACTGCACGGT GCGCTACGAG GACCCGGGCG GCGCAGTGGA 60 

GCTGGCGCAC TACGACTACT CGAGCGAGCT GGACGCGTAT CTGAAGGATA TCGAGGTGGA 120 

GTACGAGGTG CTGGCGTACA ACTGGCCGAC GTTTCTGGCG TACGTGCAAG AGCTGGAGGA 180 

GGGGGAGTTC CGCGAGTTCT TCTGCGAGCT GCTGCCGTAC GCCGCGGAGA ACGAGGTGTA 240 

20 CGGCGCGAAG CTGTGGGCGG GGCTCGTGAA GGAGCGCTCG ATGCAGGAGC TGATCACGCG 300 

CAGAAAGCGC TCGTCACTCA CGCCTTGTCG CGCGCGAGGA GGAGACGCAG CGACGGCAGG 360 

TGGAGGACGA CTGGCACAGC AAGCTCGACG AGCGCGACCG CTTCCTGCGG CTGCGGAGCA 420 

AGCTCGTGGC CAAGCGTGCC AAGAAGACCA AGGACGCGCT GTGGACGGTG CTGTGGGAGC 480 

GCTTCCAGAG CGACGCTAAG ATCGAGAAGA TGCGGCGCCG CAACGAGGCC GCCACGCCCG 540 

AGGCGGGCGG CGACGAGCTC CTGACGCCGG CGGAGCGCTA CGCGCTGGAG CAGGGGCAGG 600 

25 GCTTCCTTGG CGCCTGTCGT CCCTGTCGCG GAGCCGGCGC CGGCCCTGGC CGTGCCCTGC 660 

AACGAGCTTC CCGATGAATA CTGCATCACC AAGACTGACT TCGACCGGCT CGCTAGCCAC 720 
GGCATCCCGG TCGAG 



30 1552RP 



GATCGTCGGC TCATGCCACC ACAACTTCCA CGTCCACTGC ATCTACCAGT GGCTCAACAC 60 

CTCCACGTCC AAGGGCCTCT GTCCGATGTG CAGGCAAGCG TTTTCACTCC GGGAGGGCAT 120 

CCGCATTAAC GAGCCCCACC GCGACAAGTT CGAGAAGGTG TTGATGAAGG CGCGCCAGCA 180 

GAGCGTGGTG AGCGTCGCGG GCGCCAACCC GGTCGGGCCG GACCAGGACG ACGTCATCAT 240 

CKACCAGGAG TTCATCCGCT GACACTAACT AGCCTGTGTA CCCATGTAAA AATAATGCTT 300 

CCAACCAGAT TCGAACTGAT GATCTCCACA TTACTAGTGT GGCGCCTTAC CAACTTGGCC 360 

ATAGAAGCAA TACGAGCGTC TAGCGGACTG CGCCGGGCTA TATGCGCCGG GCGTGACCGC 420 

GACGAAACGC TGGCGCCCAA ATACCTGATC CCAGGTTTCC AACGCTGGTC ACGCAACTTC 480 

TGCCACGTGC ACTGCACACC ACGCCAGCAC TATATAGCCC CGCACCCGCC AGGCGTTCTT 540 

GCCAGGTCAC CGCGTCCAGC TGTGCTgGCA GCATTCCACC TGAaaaagTT TCACCAGCAG 600 

AAAGACTTTT CCACTTCTCA ATAGCACTTC TATCCCCTAT TTCCTCAGCA GTTTTGCAAT 660 

GAGCTACaCT ACCAGACAGA TTGGAGCTAA GAACACCTTG GACTACCGGG TGTTCATCGA 720 

GAAGGCGGCA AGGTCGTCTC GCCGTTCCAC GACATCCCAT TGTaCGCGGA nGAGAgAACC 780 
aATCTTCnAC aTGGTGGTGG AnAT 



45 



1552UP 



so 



GATC TTGC AG 
ATAGCTTTGT 
CTGCGGCCGC 
ACACACGATA 
GCCGCCGAAG 
GGTGACGGTC 
CAGGAACGAC 
GCCGCCACGG 
GAGGATCTTG 



ACACGCCTGC 
GCCAGGCGGT 
GCGGCCGCAA 
TGGCAGATTC 
CCGTACAATG 
TTGCGCTTGG 
TTGAGCACCG 
CGGGCCAGGC 



GCCCGTAGTC 
CGCCGAGGCG 
AGCAGCCAGG 
ACRTACATAT 
TGCGGCCCTG 
CGTCCTCGGT 
CGCGCACGTC 
GGCGGATGGC 



CGTGCGAGTG 
TTGCGGGACT 
CGCAACGGGC 
TATACATAGC 
GCGCTTGAGC 
GTAGGTGACG 
CTC GTAG ATG 
GGGCTTGGTG 



CAGACTGCGT 
CACCGCATAA 
GCGCCGCAAA 
CGGCCGCGGC 
GCGTACACGA 
GCGTCGCGGA 
AGGCCGGAGA 
ATGCCCTGGA 



CGCCGAATAA 
AAGAAACACG 
AGCAACCGTG 
ACGCGGCTCA 
CGTCGAGCGA 
TGAC GGAC TC 
TGCGCTTGAC 
TGTTGTCGCG 



60 
120 
180 
240 
300 
360 
420 
480 



55 



BNSDOCID: <EP 08661 29 A2J_> 



393 



EP0 866 129 A2 



1554RP 



GATCAAACTA GGAATTTTGT ATAATACTGA AGAAGGTCCC ATATTCAAGT CTCTATCCAG 60 

CGATGATGAG GAAGTGGGTG AGATTGTGCT GCACGACCTG ATGAACAATC TCGATTTCAT 120 

5 AACTATGGAT CATCCTGACA GATCGAGAAA CCAAACTCAT CAAGATAGAC CGATGATGAT 180 

CAAGAACTAG TTTGAGATCC CTCTGCTACA AACACATACC TAGATTTCTC ATATTTTATA 240 

CTGAATACAT ATAATATATC ATTTAACTGT CTTCATTCAT GAGACGTCGT CTAAGTTCTG 300 

TGCTGCTCAA CTTGTTTTTC CACTTGTCAG CCTCTTCGCC CCCCAGTACG TTCACCACAT 360 

GCACGGCTAG CTTCCTCATT CCTTTGCTCT CACGCGTATC GTTGATTGTC TGGGCACCGG 420 

CCACAGTTTC CTCACTCACT ACCAGGGCTT CGATACCAGG TTCGCTACCC GTGGGCCCGC 480 

10 ACACGTCTTG TAACGCAAAT ATTTTGATTT CCAGCCCCGG TTTCAGCCTG TGAAGGAAGC 540 

TGCACACGTT ATCGCATCGT TCGTCGAAGG ACTGAAGCTG CTCCCTGTAT TTCTTGTTCC 600 

GCAGCAGTTC TTCATCTGTA ATCCCCACGA TCAGCCGGGA AGCAGTCACG AGCGCGGCAA 660 
CACTGAGCAA TATTTTATGT CCGTCGTGTA AGTGGTCGAA AGTGC 



1554UP 



GATCACTGAG GAAATCAAAA CCTTGAGCAG CTTCCCTGTG TTGCGGTTGT ACGGTGTGGA 60 

CTGTGCCCAA GTTGAGACTG TCCTCCAGGC CAAGGCTCCA GGCCAAAAGC TCTTCCTAGG 120 

TATCTTCTTC GTCGACCAAA TTGAGGCCGG CGTGAAGGCC ATCAAGGAGG CTGTTCAGAA 180 

GCATGGATCC TGGGACGACA TCGACACCAT TTCTATCGGT AACGAACTTG TGAACAACGG 240 

20 CCAGGCGACC GTGGACCAGA TGGCTGGTTA CATGAAAACT GGCCGCAAOT GCCTCGCTGA 300 

GGC CGGCTAC AAGGGCCCAG TTGTTTCCGT GGACACTTTC ATCGCTGTAA TCAACAACCC 360 

TGGTCTATGT GACCTATCAG ACTACATGGC TGTCAACGCC CACCCATACT TCGACTTCCA 420 

CACTTCTGCT GCTATGGCCG GCCCTTGGGT TTTGCACCAG ATCCAGAGAG TCTGGAGCGC 480 

CTGCAACGGT AACAAGAAAG TTGTCATCAC CGAGACCGGC TGGCCTACTC AGGGTCAGAC 540 

TTACGGCAAG GCCATTCCAT CCAAAGCCAA CCAGAAGATG GCCTTGGAAT CTATCAGGGC 600 

25 CACTTGTGGT GATAGCGCTA TCCTATTTAC TGCTTTCGAC GACTACTGGA AGCCAGATGG 660 

GCCCTACGGT GTCGAGAAGT TCTGGGGTAT GCTATAAGTT GCCGTGTGCT TCTTTATGAC 720 
CTGTCTC 



30 



35 



40 



45 



SO 



55 



394 
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1555RP 

GATCATACAC GCATTGCAGG TATACATTAT 
ATGGGGCCCT TACCGTAGTA CTGTCTTGGT 
TTTGTTCTCC GTGTATTACT AACAAAATAA 
TACATAATCC ATATGGACAC CTCGTCACCT 
CCCAATAATG GTGCCTAAAT GATGTGCTTG 
TTATATATTG TTTGTAGCAT CTAGTAAAAC 
CTGAAGAGAG ACATAGCAAC AGTGTCTTGT 
AAGTAACCAT GAGTACCAAG ACTCTCCTTA 
AGTGGGATCG ACTTGAACCA CTCGACATCT 
ACGACGCGCT TGTGGAACTT GAATGGATGG 
CGTGTGTGGT CTGCGTTCAG GAACGTGCCG 
GAAGGGTTTT CTTTGAAGTA GATGGCCGGT 



AGTGCTCATA ATTATCGGAT TGCAAATAGA 
AATGCAGCGA CGCTCAGGCT TAAGAAGCTT 
TTTCCTCGAG CACAGGGAGT AGAGATGAAT 
TCCAGCGACA TTAACATTTC CTTATGAATG 
GTGTAATGCG CATTATAAAA TGTATGTGGA 
CATGGTAGCG AGGTCTTTGG CCATACCCTT 
GCAGACAGTC TGCCGTCGAA TGTTGCCTTG 
ATGAAGCCAG AGCGTCCAGA TTTCGTGAAT 
TCTGGCCTAA AGAACATATA GCGCACTGTG 
GCAGTTAATA TGATTCTCTT GGCCAATATC 
TGGCCCACGA ACGTCAGGCC CTTTGGATCA 
GACTGGGTCA GGTCCAAGGG AA 



1555UP 

GATCTGGGAA ACAAGCATTC 
GGCAGATAAA GCTAACTGTG 
AATACTTTGC TGGCCGCCAC 
CGGGTAATGC CTGGCAGACC 
GCCGCAAGAT GAGCACCTAA 
G TATTGTAAT ACTTAACTTA 
GACCCACAGC CCGCCCGCCG 
TAACGGTACT TGTGGAAACC 
TTCAAGCCGT ACTTTCTGAT 
CCCTTACCGT AGTTTCTTGG 
ATGCGTTAGT ACTCTGTCTG 
CGCTCGGCGT CTGCGGCGTC 



CAACCTAGTT GGAATGGCTG 
GCATAGTTTC CGTGAGTTTT 
GGNCGCCGTT TTTATACTGT 
CGCTCTAGGG CACGCCGAAT 
AGGGCCGGCA GCCTCCGCTA 
TACAGGGTTT ATTGATTATA 
AATTGTGTAC AGTAGGCGGC 
AATGTCGTTG GCCTTCTCTC 
CAAACCAGAG TGCGAAGCGC 
GTGGGAGAAC CAAACGTTTT 
ACCGCTTGGA AACGCTCCGG 
CTCATTGCC 



GCAATTAGCA GCTGCGGCAA 
GATTCGGTTT CTCAAGCAGG 
CAGGCCAGCC CGCGGCCTGC 
CGCCCGTGAC AACGCCTGCC 
GACAACCTGA TGGTAACGTC 
TTACTCAGAA ACTGCCGTGA 
AGCGGGCCGC CCGCCGCTCT 
TGAAGCACTG ACGGCAGATG 
ACACGCGGCA CTGGCGGGAG 
CGTGAGCCAT CTTGTCTGCA 
CCCTCGTTGA GCTGCCCACA 



1556RP 

GATCAACCAG TCGGC CGAGT CCTATACGAC 

TGACCCTCCG ACGTACCTGC CTAAGGATAG 

CACGAGTGCT TCTGCGTCCG AGCTGCAGCG 

AGTCACCCTC GTAAATGACT TCACGGTAGA 

CAATGATAAT ATCTGCTTGT GTTTTGATAT 

CTTATATCCT ATTTCCCAAC TTTTGCTGCA 

CCCAGCACCC GCAGCCCAAC CCCCGCTCCA 

CCGAGCAAGT GCGGCCGAGT CAGCCACGCT 
AACGGAAATT ATGAACAAGT CTGTGATTCC 
GAGCTCTATG TTAACGAGAA CTACGTCTAT 

ACGATCCGAT TGAGAGGTGG GAGGCGTTTG 

TATATAATTC TCATCTCACG CCTGGTATGT 



CGGCATCACG CTGGTGTTCG AACTTCTCGG 
TTTGCCGCCA GAACACCCTG ATGAGGGCTT 
CCGCTTTGCA TTCAAGTGTC AAAATCCACG 
CGTATACCCG GCCTCAACCT TCCAGCTGCT 
TCTGAGAAGG CAGAAGTGGT GGCACACCGT 
TCAAGGCCAG GATTCTGCGG TAGGAGACGC 
CCGCCGCCGA TCAAGCAACA AGGGCTGTCG 
AGGGGACGAA AATATGCACC AACTTACCTT 
CGAAGATGAC CGATGATGGA TGACCGCATT 
CTGGGGACCA GGAGGGTTGC AGCTTCTATA 
TAGAGTCACT AAGACAGATG CTTACGTAGG 
ATGCGCTTGT 



1556UP 

GATCCGAATA ACGTCCACAT AAGGGAGAGA 
CCAGGGGCCC AGCAGCCTCA GCAGCAGCCT 
CCAGCACCCA TTATGTTGCA GCCAACATTG 
AACAAACCTG CGTTCTACCG GTCCTCTCCC 
GCAGGCCACA CACCAATGTC AGGACGGCCT 
AGTATCCTGG AACCGTCATT GTTGCCGCAA 
TTGGTAAATG CCATTTCGCA GCAGGAGTTG 
CAGAACCATC CTAGTTTGGC CCTGGCTACA 
GCTCCCATAA TACCGCCCGA AAAGAAAGGT 
CCAGAGCATG CGGCAAAAAG ACTGAAGCAC 
CGGTCTCGAA TATACCTTCG ATTACGCACC 
ATCAGAATCA CATTCTATCT GGGCCTTCAG 



CTAGAGGCTT TGACTGCCCA GCTAGCCAAC 
CAACAGCAAC AGATGCAACA GCCTAGAGGG 
CAGCAGCAAG ACCAAACAAA TCCGTTGAAT 
CACGGAGTTG CGGTTGCCGG AACAGAGTCC 
CAGCCGTTGC AGCAGTTGAA CAATAACGGA 
AAGAGGCCTA TGGAGGGTGG AATGGATACA 
CAGCAACATC AGAAGAAACA TATGCCTTCT 
GGACAGCCGC AGCAGTTACC ACCCGATGCC 
GCGCCTCTCC CCCAGTTTCA GAAAACTGAA 
GAGCAGAATA ACGTTTAAGA GCAACCGGTC 
CAGCTTCCAT GGAACATTCT GGTCCGGGAG 
TCCACGCAAC CCACGTGTTA CTCCGGTA 
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1557RP 

GATCAGGCGA GACATTGCGT AGAAATATCA ATTGGTTCCA GAGGAGATCT GTCTCCTGGT 60 

CATTGTAGAG AAGCGCCCAG ATATAATTGT CCAAAGTGAA CTCGTCTTTT TGAGAAAACA 120 

CGCTTTCATA CACAGCGTCC GACTTTTGGG CTAGACCATA AGCAAGGTCT ATAACTTCCG 180 

TGGCAGTATA ATTCCAGACC GGCGGTGGTT GCGGCGGGAC AAGGGACTCC CAGTACCCAA 240 

GTAAATCCTT CGTCATTGAG CTTTTTTAAC ACAGAGCCAA CTAAGATCGA CATGGTAAAC 300 

GACGCGATTA MTTTTGTACC ATTTTTATAG GAGACCAGAT ACATTTACAG AAGCACCAAC 360 

CGCAATCGTT TTAATCGGTG CAATCAGTGC CATTCTTGCA GCTGGGTCCA AACTCTAGAT 420 

TTACAAACCC CGCACGAATT AGCTAGTGTT GAACCAGCGA ACATGTAAGG AGTTTCATTT 480 

CCCCACACTA TTGAAAACTA CTGCGGTGAA CGCAGGTGGG GCCGCATTAA CGCCATATAA 540 

CTGTGCGGTT TGATAACAAT TATCTCATAT TGTCTTTTTT ACGCACAAAT ACATCCACTC 600 

ATAGAGAGCA TTACGCCAAT GCAGTCAAAT ATAACGGAGA ATTTGCATAT CAGTACGTGG 660 

AATCGCAGCA GTTGCTGTGA TTTTACTATT GATAACGGGC GCAGCATAAG GGCTGTGTTT 720 



15 

1557UP 

GATCCGCGGA TTTGGGCACC ACAGGGTAGT GTGGCCGCAT CAAATGATGG CACACACGCG 60 

ACGTGCGTAC TCAGCCCCCT TATTTGATTT GAAGAACAGA TTGATTAGGT CTGATCCTAT 120 

AGCTCTGGGC AAAGCGGGGC GCCTTGGCGC CTGTGTGGCC GCGAAGTATC GCTTAGGAAA 180 

20 ATGCTGGTGA ATGTATATTA TACGCTGACG GGAGCATTGC AGTCAGGTGT CATGTATGGA 240 

CTTGCCTGCG ATTAACTATC GCAGCAGCCA TCTGATGCTT ATGCACATCA ACTAGCACAG 300 

CAGGCATATG ATGCTTATTC ATACCGGCGG CCTATCGCCA TCTTCTTCAT ATAAAGGCAG 360 

TGTTGTACAG ATAGGTGCAT TGTCCTCTGA ATTCCAAAAG CTCATCGCGA GTGCAGATGA 420 

AAGATCTCGC TTCTTTGGTC CCGCCGCAGG CGGCACCATC GTGGAATTTC AGTGCACAAG 480 

ATGTTATTAG TCTTAGCCAT CAATTGATCA ACCAAACCGA GGCGGTTTAC CACAACGTGT 540 

25 TACAAGAAAA GCCACCAACA ATTGACAATT ATATCATGCC TCTAATATAC CATGAGGAGG 600 

AAACAGACCT GCTATGGAAC CAGTTGGTGT TTCTCCGCAA TGTTTCGCCC GATCCGGAGA 660 

TTCGTGAAGC GTCGAAGAAC GCAACATCCA TGCTGGACGA CTGGATTATT GGCCTTACGT 720 
CAAAGT 



30 



35 



40 



45 



SO 



55 



396 



EP0 866 129 A2 



1559RP 



GATCCAGAAT CCAAGTTOCG TGTTCGTAGC AACCGCCGCC TGCOCAGGlT ACGAAGCAGG 60 

CTAAGGAAAA GGGGCCTGGA TGCCGAGCAC ATCTCAGAAG TAGTACAACG CATAAAGGAG 120 

AAAAGCAAGC CAAGCGCTGA AAACAAGACC GTGCGTGAGC GGACTCCCTC ATCCGCTCCG 180 

GTTGCTGATC CTAAGAAGCG GGTAGTCGAT GTCCCAAACA ACCCGCCAAA CAAAGTATTG 240 

CTCGTACAGG ACCTGCCAAC AGACATTACC GAGCAAGAGC TGGTGGATAT ATTTGCAAAC 300 

GATAAGTTGC TCCAGGTAAG ACTAGTCCAA GTCCGGCAAC TGGCGTTTGT AGACTACGCC 360 

GATGTACAGA GCGCTACGGC GGTCAAGAAC AAACTGGGTA CAAATTATGT GATCAAAAAT 420 

CAAACAACCA TCATAGGGTA TGCGAAGTAC ATAGGGCCGT GGGGATATGG GTTCTTACCA 480 

GTGGGTGGGA ACCCGACAGA TCATTTAGGT AACTACATAA TGATAGTATT TACMAGACTC 540 

CTTAAGTCGC ACGTGCCTCG ATGTCATTTC CCAAAGAGGA CTGTTCTCAT AGCTGTGAGC 600 
AACGACTCTT TGCTGCGTCC TT 



1559UP 

GATCCGATGA CCGTCATGTT CTTCTACAAG AACAAGCACA TGCGATGCGA CTTCGGCWCG 60 

GGGGAACAAC AACAAGATGA ACTTCGTCGT TGACAACAAG CAGGAGATGA TAGACATCAT 120 

AGAGACGGTC TTCCGCGGCG CCAGGAGAAA CAAGGGGCTG GTGGTGTCGC CGTATGACTA 180 

CAACTACAAG CGGATACAAT AGAACATTTT TTGCAGCTAG TGTTGTCCCA CGATAGAAAG 240 

TTTATACGCA ACCCGGCACA GGCGCCGGGT TGCTTGGCTC CACAGCTGGC GATGGAGCCT 300 

TGGGTAGGGC CCTGCTGGCC ATTATTCCTC TGACTCGACC TTACGCCTAT AGATGGTGTC 360 

TGGGCTGTTC TGGCGGTGAT AGTGAAAATT TTTTGGCTTT ACGCTCCACC GGGTTCAGGG 420 

CTAGGCAGCA GGATAAGTAC WTAGGTCTTT CTGCTTCAGG CATTATATAA CCTCAAGCGA 480 

GCTTTTCAGA CCTTTTAGGC CAATATATCT CCAAAGTGTG GGCATCTGGA CTATTAAGCA 540 

GGAGGTTCTA TTCCAGCGTC ATCAAGAAAT CTGTCAGAAT AAGAACCATG GCCTCAGAGG 600 
ATGTGCAACT GGCCAGGAAG GCTGTTGAGT TTAACAGGGA GAA 



1560RP 

GATCGCGCGG AGGTTCTGTA AAAACCTTCC ATGCACAAAC CCCACACCAT GCTCCCGCTC 60 
30 GTCCTCTTCA AAC TCCTTCG CACTAATGGT GCCGTCGTCC ACGACTTTAT CATTCCCGTC 120 
AAACACTAAG TCAGGGATC 



1560UP 

GATCCCTGAC TTAGTGTTTG ACGGGAATGA TAAAGTCGTG GACGACGGCA CCATTAGTGC 60 
GAAGGAGTTT GAAGAGGACG AGCGGGAGCA TGGTGTGGGG TTTGTGCATG GAAGGTTTTT 120 
ACAGAACCTC CGCGCGATC 
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1561RP 

GATCCAAATA AGCGTGCGGT CCATACAAAT GAACGGTTGA GTGAAGCTAC TTCGCTCGGT 60 

CGCGTATGAT TACTCGCACC AGGCTCTGGA TGACGCCGGG GGAGATGGCG CTGCTGCTAC 120 

5 GGCAGCCAAT ATATACATCT TCTATAGGTC TAATTCATGT CCGCTTTTTA AAAAATGGCT 180 

TGCGTCAATT TGTATGTAGT AGGCTATGTA ACGGCTCAGT CGGTGGACTC GGCGAAGCGT 240 

TCCTGGATGG AAGCAAAGAG CTTTTCGAAC TCTGCGTGGA CCTCGCGCTC GCCGCGGCTG 300 

GGCTCGAAGA ACTTGGAGGA CGAAACGGCG TGTTTCACGT CGCCGGTTGC CTCCGACAGC 360 

ACGGCCCAGT TGGCGCCGTT GGACACGCTC TTTTGTGCCT CGTCGAAGTA GGACACAAAC 420 

GCTTTCATCA TATCGTAGGT CTTCCAGATG GGGCAGAATG CGTCGTAGGT CGAGTAACCG 480 

10 TTCTGCTGCA AGAAGTCTTC TTTGATTAGC GTCGCGACAT CCAGTACGAT CTTGTCTTTG 540 

TCAGAGAGCG CGGACTTACC GACCAGCTGA ACAACTTGCT CCAATTCCTC GGCGTTGGAG 600 

AGGATCTCCT TGATACGGTC TCTCAGGACT GGGAACCGGG GTAATTGCTA TCATAGTATT 660 
TGTTTAGGAC GTTGGTGTTC CTTCGAGT 



15 



1561UP 



GATCGCAGTC TGTAGTTGCT GGTACTGGAG TCTTGACTGC TCTATGCCTC TTGCTTGTGC 60 

TAAAAGCGAA GGAGACTCGG TTACTTGTAT GTTTTGCTGA CCTTCTGGTG GCAAA A GGGG 120 

TGGGGCGCGG GGTCGGACAC TATTTTGGAG CGGAATCAGC CTGAGTGTTC TTTTTGTTTT 180 

CACCAAGGGC GGGTAACCTG GCGCCAGCCG CTGGCCGGCG AGGTGATGGG CCATGAGCAC 240 

20 AGCAGGTATC GCGGGAATAT GGAGTGTCCG GGGGCGCGCT TATGTAGACC CAGCACGGTC 300 

CCCAGCCATC GCGCGGAATT GCGGCTTTTG TAGAGTCCCG CTAGGCGCGC TGCCGCGGGC 360 

GTCAGCGCCT GTGACACAGA CAAATAAAAT TGGGCAAGCG CGAGACACAA GTCCCACAAG 420 

CCGCCACTGC ACGAAGCTAT GCACGCATTC AAGGAAGACT TACCCCATAC CGTGGGTTTT 480 

GCCCTCGACA ATGAGGAGAT CACATTCCCC AACTACGTGC CCACGCATGT GCAATCGTTG 540 

CCCCACACGT CCAACGGGAT CCGAGAGCTA GTCATAGATA AGCAGAACCA GCGCGTCCTC 600 

25 CCCACATATA ACCGCCTACT CGACCGCATG GAGGACGCGC TCGTGCGCTG GCGGCCGCCC 660 
GCCAGCTCCC ACGTCGGCTC CTCGCTAGCA ATCCACGGCA CGCACCCGTA C 



1562RP 



30 



GATCATTTGA GTGCAAAGGG AGAAGTAGCG CTTTTGACAG TACGTCGCGT GTGTGGACAT 60 

CCTAGGTACT GTTGACATTC ATGTGGGTCA GTCAGATTAC AAGTACACAA AGTCGATATG 120 

ACAAGCCACG TGACCATATA TCCAAGACGC CCCCCAGCGC ACGCCTGCTC TGTGCATAGG 180 

ACTGGCTACC TACCAGTTAC AATGGGGTTT GCAACTTAAC TGCTCTAATC CTCACACGCG 240 

GAGTTATATA TGTGCTATAG GGCATGCTCC CGGGGCGCAA TTCAGGGCCA ACGGCCTGCC 300 

35 ACCATGCCAG AGCAGCCATA CCAAGCGCTG CAACAGGATG CGATATCTCG TTCTATATAT 360 

ATACAGATAT ATATATATAC TGTAACAAAA TCCCTAGCGA TCTCGCTGTG AAAGGCCGGT 420 

ACTTAAATCA TATCGTCGTC TTCTTCAGCC CCGATCGACA AAGCCCGCCC ATCGTTCCGG 480 

AAGCTTGGAA GCTCGGGCGC AGAAGAGCTC AACTCGAGTG CCGCGCATAT AAAGCCGGTC 540 

ATGAAGAGCA TTGTAAATGC GCAAACTTGG AAAAAGCCTG CTGGCAAAAG CATCACTGCC 600 

AGGAGGAGTT GTAGGAGGGC GCGACCCATG TAACTATAGT AGAAGGACGC GTATTGTTGA 660 

40 AGCAATGGTA CTGGTCGGAA TTCGAGGTAT ACCAGCAGGA CGGAGAGTGG AAGGCCGAAA 720 



1562U* 

45 GATCTGGCGT GCATATATAA CGTATCTGCG CTCACGCGAC CTGGTGCGGA CTTCTTTAGC 60 

CGGCTACTAA CTCTGTAGCT GTTGGGGCTG CCTGCGGCGC CGCCGGGCGA GCTTGGCAGA 120 

ATCCGCCGTT GCGTCACGGC CAGTGCCAGC CGAACAGGAC GCCCTTTTCT AGCAGCAGCG 180 

CTTCCGCAGC GGTTTCTTTT TTTTCCCAGC TAAGGTCGTG TATTTTCTCG CAGAGGGTTA 240 

GAAAAGTACA CTTTACATCT GAACACACCA CAAAGTCGTT CTGATTGGAG AGGCACGAAA 300 

CCAAACAATT GAAAGGTATG TTGAGTGGTA AGCAGACGGT ACACTGAGCT GGCCGTCTTT 360 

60 TAGCAGCTGG CGGCCACCCG CACTTTCTCT TTTCCCGCTC TGTTGCTTCT TGCGCGCCCC 420 

CTTGGCCTGG ATCTCGAGAG CCGCGGAGCT ACCGCCCGTC CCGCGCCAGC CTGGGCTTCC 480 

CAGGCGGCCA GTGGTCAGAG CCGGTCGCCC ACGGCAGCCG GCTTCATGGG CGGCTGGCGG 540 
CTCTGTTTAC AGGGATCGGT CACGTGCCGT GTGAGGCTAA GCCGGTGGCG AG 

55 
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1563RP 

GATCCTCOCT ACTTTGACAA CATCAGGAAG GCGCTTGCTG CAGGCTTTTT CATGCAGGTA 60 

GCGAAGAAAC GCTCGGGAGG GAAAGGCTAC ATTACTATCA AAGACAACCA AGACGTGCTC 120 

5 ATCCACCCTA GCACGGTCAT TGGCCACGAT GCAGAGTGGG TAATCTACAA TGAATTCGTG 180 

CTGACTACTC AAAACTACAT ACGGACGATC ACCTCCGTCC GTCCTGAGTG GTTGATTGAA 240 

CTCGCACCTG CGTACTATGA CCTTGATAAC TTTCAAAAAG GTGATATCAA GCTCAGTCTG 300 

GAACGGATTA AACAAAAGAT GGATCGCATC GAAGAGCTAA GTAAAGAGCA ATCCAAGAAG 360 

CATAGACAGA GCCGOGCGTA NTTCGTGAGC TTGTTGTAGC TAAATATCTC TCTGATATAG 420 

CATGTACACA ATAATAGGAC TTTTGAGCTG TCCTTCGTTA CTTCGGATTA GCAAATTATC 480 

10 GCAGAAGTTA GCAGGCACCG CCGCCCTTGT TGGTGCGCTT GCACGAAAGC AGCTGGTGAT 540 

GTTCGGCGTC GCTAAAAACC CTCATTTGTG CCTATCATAT GCCCAGCGCT ACAGAGTCTT 600 

CGCATCATCA TGTTTGAGAA GGACGAGATA CTCCCACTTG ATGAGGCCAG GTCCCAAAAG 660 

ATAAAGGAGT TCCTGAGCCT CTCCCTCGGG CTGATCACCG AATCCATCGA AAAGAAAGAA 720 
TATGACTCCA TA 



1563UP 

GATCGGTTGT CTTCCGACGC TGGTACAGGG CTGCGATGCG CGTCTGCGGC TGGCGGTGCA 60 

TATCGGAGAT ATGGCGCCGT GCCCGTACGG CAAAGAATCA GCAAGACACT AGCGTCTGGC 120 

ATTCTTTTTC AATGCATTAT TTAGCTTTTT TTTTTTTTTT TTTTTTAGTA TAGACACAAT 180 

ATAAAGTAGA GTTCGTCATC AGTAGCGCTC GTAAGGTTAG GGGCCGGCTT CACGCCATAG 240 

TAGCATCTCC GTCAGACTCC TGGATTGGCG CTTGCTCTAT GCCGGCGGAT TCCGCAACTG 3 00 

CGTAGGGTCT TTCGTTAGCG GACTGGTTCC CACCGGCGGC ATGGGCAGGC CACGAGGGAG 360 

CTCCGGTAGC AGCCTGTGAC TTGTCTGGCA GCGAGCGGCC TGGTGGGTGC TGGAAGAAGC 420 

AGTGGGCGTT GCGACATTCG GCGCCGAATT TGCAGGGCTC GTTGATGGGG TGGCCGAAAA 480 

AGCAATCTAT GCGCGTGCAC GCAGCGCCCT CGCGGCACAT AATGTGTGAA CGCGCATGGC 540 

GGTACTTACA CCGTTTGTTC GTGCACTTGA CGCCGAACTT ACACTGCTCG AGCGAACGCT 600 

CCGCTGGTGC AAACGCACCG GCTTGGAAGG ACGTGGCGCA GCAGCAATAG GCTGAACATC 660 
TCGTATCTTG GACAAGGAAG ATGCGCCTTG TCGCAGTCCT CTTGTCACAG GTTAGGT 



30 1565RP 



GATCACATGT TTTCCCCAGA GAGGGACCTG GCGTTGAGAG AGCGATGGGC CGTTATACCA 60 

CTGAGCCCTA TTAGTTGCTG GATTTGTGTT TCCAGCAGCT GCGCATGGGG CCGGATTCCG 120 

TCAAGTGTGA TTCCGCAGAT GTTGGTTTTG GCTCGATAAG TGCATAAGGA AGCTGCTCTG 180 

TTAGTACATG TCACATAGGA GGCTTCCGCA TTGGCGCATG GCATCCAGTG GCGGGCTTGT 240 

35 GGCGCGACGG GTATTCCAGT AGCCGTCTGC GAACCGTATT CAATCATCTT TGGCCCAGCG 300 

GTATATAAAG CGGCTGATGA GCCTGGATGC AATGGGGTGT AGCTGCGGAG ACTGCACCGA 360 

AGATGTCTAG CAAAGTTTCA TTCCTATTGA ATTGGCAGCC TGCGCCATAC CACATTGCGA 420 

TTTTTCTAGC CCAGTCCAAG GGCTACTTTC AGCAGGAGGG TGTCGACATT GCGCTGCTCG 480 

AGCCCACGAA CCCGTCCGAC GTGACGGAGT TGATCGGTGC GGGCAAGGTT GACATGGGCC 540 

TAAAGGCGAT GATCCATACG CTGGCCGCTA AGGCACGTGG TTTCCCGGTC ACTTCTGTTG 600 

40 CATCGCTGCT GGATGAGCCG TTCACCGGGG TTCTGTACCT GCGTGGCAAC GGAGTCACAG 660 
ATACTTTCAG CTCTCTTCAG GGGAAGCG 



1565UP 



GATCCCTTTC ATACAGGTCA ATATTTTATG CAGAGACAGG GGCTGGACGT TGTAAAGGTC 60 

TTTCATCCAG ATATGCTAAG AGGCGAAATT TCATGCACGA GTATGATCAC AAAAAATGAC 120 

ACAGCCAAAC AAATTGCCAT TATTTTTAGA GGATCTACAG TGATACAGGA TTGGATTATC 180 

GATGTTCTAT CCACCCCTAT TCCATTCATT CTCGCTCCTA CCCCCTATCA GCCCGTCAGT 240 

GGAGCTGCAA AGTGCCCAGG GAACTGTCTC ACGCACACTG GCGTCTACGA TCAATTTAAA 3 00 

AAAGCATTTA AGGATATTTA TGCTGTTTTT AAGCCGCTAA AAGACACACA TCCGGATTAT 360 

GAGGTGATAG TTACTGGTCT TTCCTTAAGT GGCGGCTATG CTCACTTTAT GGGTATTGAA 420 

TTGCAACTTC TGGGCTACAA GCCTCATGTT TGCGCCTTTG GATCATTGCG TATAGGCMAT 480 

AAGGACTTTA ACGATTGGGT GGATGATATA TTTCCGTCGG AAGACGTTTC GAGAAGAATC 540 
CCAAATAATG AGATGCCC 
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1566RP 

GATCGCGAAA CACAACGCGC GCGGCGCGGT AGCGCCGCGG GCGCTGCTGC AGGACGTGCG 60 

CGACOCGCTC GCGGCGCACT ACGGGGTAGG AGTACATCAA CCGGTACGTG GAGGACGAGT 120 

GGGTGTTCAA CAACGCGGGC GGCGCTATGG GGCAGATGCT GATTCTGCAC GCGTCTGTGA 180 

GCGAGTACCT GATTCTGTTC GGCACGGCCG TGGGCACGGA GGGCCACACG GGCGTGCACT 240 

TTGCGGATGA CTACTTCACG ATCCTGCACG GGGAGCAGAG CGCGGCACTG CCACACGCGC 300 

TGGAGCCGGA GGTGTACACG CCGGGTATGA CGCATCACCT GCGCATGGGC CACGCGAAGC 360 

AGTACGCGAT GCCGTCGGGC TCTTTTGCGC TGGAGCTGGC ACAGGGGTGG ATCCCGTGCA 420 

TGCTGCCGTT CGGTTTTCTG GACACGTTCA ACAGCACACT CGACGTGTAC ACTCTGGCGC 480 

GCACCGTGCA GCTGACAGCG CGCGACATGT TCAAGAACTT GGTGTACAAT TTCAAGTTTT 540 

AGCCTAGATA CATAACCACC ACCAATGTCT GCGCAGGCCT CGCCCGCGAC AGAGCTGCCA 600 
GAACCCGACG CTCGGGCAGG TGTACGCCAC GCTGACGCGC CACTC 



1566UP 

15 

GATCCTCAAG TCTACGAACG CCTCGAAGGT GTTTACGACG GCCGTTTTGG CTGATGTCAT 60 

CACAGCTGAG GCTAAGGGTG ATTTTGACGC GAAGTCTGCT GTCCCAGGTC ACGTGCAACA 120 

GGGCGGCCTA CCATCGCCAA TCGACAGAAC CAGAGGAACT CGTCTCGCGG TCCGTGCGAT 180 

CGGCTTCATC GAGGCTAAGC AGGACGTCAT TCGCGAAGCC AGGGGAAAAT GAGGAGGCCT 240 

TTGACTGCGC CGACAAGGCC GTCTCTCACA CCGCCGCCGT CCTCGGCATC ACCGGCTCCC 300 

20 AACTGAAGTT CACCTCCATC AGGCAACTCT ACGACCTGGA AACAGAGTTC TCCAAGCGTA 360 

TGCGAAAGGT TATCCACTGG GAGCCTACCC GCGCGATTGC GGACCATTTA GAAGGCCGCA 420 

AGAGGGTAAC AGTTTAGTGT CTCTGTTTCG CCCGCTGCCC CACTATATGT ACCACTAGAT 480 

ACCACGATTA TGGATAAACT TAACATGGCA GAGTACACTC TCATCCACCT GCCATGTATA 540 

TAATGTGATT TTACTGACGA AAACTGTTTT AAACGCCGTT GCAGGGTCCG TCGCAGCTCG 600 

TATAAATATC TTGACGCCAC CTCGATCTCC ATTGGTGAGG AAGTACCCGT CGAGATACAA 660 

25 TAGTGCCAGC TTGCTAAGGG GTAAGCTGAC CACTCTACAC A 
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1568RP 



GATCACGAAA CGGTCGCTAT TAGGTTCCCA TGCAAAGCGC ATGCAGCGGT CCTTAATCTC 60 

CACCTTCTCA AATGGAAACT CTCTGGCAGT CAAAGAGCAA ATCTCCATGT TOGTGAAGAT 120 

GGTCTTCCTA GACTTCGTGT GACGGTCCAC CTOTACACAG AGGAACTCTG CCTGGTTCTG 180 

5 CCAATGGAAG GAGACATCAG TAACCTGCAC CAAGTTGATG GTACGCAGAA CACGGCGGTT 240 

CGGTAGCTCA ATCAGGACAG CTTTACACGA CTGGTTGTTC GACTCTGGAG TCCAGTATAC 300 

CATGACAGTA GATGGTGGGT CGTTGGGTCT GTTTGACGCC AACTTGATGC CCTTAGGAGC 360 

AAAGGAGAAG TCCTGAACAT CCTCGATCTT CATCACCTTA CCGCCCAACA GCTGGAAGTT 420 

CTTCTCGGTC TCGTACACAG CAATTGCGCC AGGGCCAAGA CGAGCGCAGA ACTTGTCGTC 480 

AAAGGACCAC TTGACCATAG GCCATTGCAG CTGCTGCTGA GGCGGCAGOG CAAAGGTCTT 540 

10 CACGCAGACA CCTGTTGCCA CATCCCATAT ACATAGCTGG TGGCCCCGCG ACTCGGGCCC 600 

GAATGGACAA GCCTCGTTAG GTTCATCCGA GACTTCTAGA GGTTCCGACG AAAAGGTAAC 660 
CAGGTACTTC TCGGTCGAGG ACATGGAGAT CGCCTT 



75 1568UP 



GATCATCTAC GTGGCCCATG AGGATAATAA GGAGAAAGAA TTCGAAATTG AGCTGAGCTG 60 

GTGCTCCGCT TCGGAGACGG ATGGCTTGCA GAAGGGAGGT ACCAAAAGAG CTATTTGATG 120 

CAGCGATTGA GTTTGCGAAG AAGGAGACCG GTCAGGAGAG TGATGATGAT TCAAGCGATG 180 

ACAACGCATC TGGAGGTGAA GAGTCCTCAA CAAAGAAGGA TGCTGACGGT GATGTCCAGC 240 

TTTCATGATA ACAGCCCGGC ATTATGTGGA GGTTCATTTC ATGACAATTG ACGGATGTTA 300 

CTAAGTGTAT ATTAAGTTAA TCCACCTATA TAAATTAATA ACATGCAAAG CAATTTAGAA 360 

TTTGTCGGAA AGCAGGTTAA AGCATGTCTA CTCTCCTTAA TCTTTCGCGA AGCTGTACAT 420 

TTTCTTCTTC AAGTGAACGA ATTCTATCCA CGGCTGCGTC TGATTCTAAT TTCCTACGTT 480 

CGCGTTCTGT GTACCATTTC CGCGTCAGCT CTTCTATCAT TAATTTTGAA TGCTGATCAA 540 

ATGTATCTGA TTCATCCGAG CCCTGCGACA CCTGGGATAG ACGTTTGATT CTTCTGTCCT 600 

TTTCCTTTAA CAGCAGCTTT ACATGTTCCT CCACTATTGA TGATGTGGCA TTTTGGGATC 660 
AACATATAAA TAGAATCCCA TTTCAGCTGG TTTCTTC 



1569RP 



30 



35 



40 



GATCCGATAT 
TTGTTGGTTA 
GGCGACCTGA 
AGATTTAGCG 
GTTTATGACG 
GCTACAATGG 
AATGCATTTG 
TACTTGAATA 
GCCGACCCCG 
GATGCTCTGG 
GTTCGCATCC 
ATGGAAAGGT 



ACGCTGAGTG 
ACCAGACGAA 
AGATTATATG 
TTACAGTGAA 
GTGGACACGG 
ACTACATTAA 
AATGGGAGAA 
AGCTGATTGA 
AATGTCGTTT 
CTAATTTGTG 
GCTCGAAGAC 
CC 



CTATATTACA 
AGAAACTTTG 
CAACCCTCCA 
GGTTTCAAGT 
CGAAGATGCA 
GCCTGCAGTT 
CAAAATGGTT 
GGTCACCCAT 
CTTAAGCTGC 
TATCGAGAGA 
GCAGGGCCTT 



AACCATCAAT 
AAAAACTTGC 
AGCACCAATC 
GCCGATACTG 
CGCTATGTGA 
TGTGATGAAG 
GTCAAATCTA 
ATGAATGTCC 
AACTTATACT 
GACCCTACTA 
GCTTTGACCC 



TTGATGTTAT 
ATGCGCAGTT 
TAGTTCCTCA 
GTATAATCTT 
TCTTAAATGA 
CTTCTTTCCG 
AGCTACCGAC 
TGACTCCTGA 
CGAAGTCCAC 
GTGGTTCCAT 
ACGGAGACAG 



CTTGGACGTA 
TGCAACCCTG 
TGGTTTCCAC 
TGGGAATATA 
TGTCCATGTT 
CAAGATGTGG 
TCTGCATGAC 
AGAATCATTT 
CTTCGGCGAG 
CATCGGAGAA 
TATTGCGCMC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



1569UP 



GATCTGCAAT GCTCTTCAAC AATTTGCTGC AAGCTATTCT CCTGATGACC TTGCCATCTT 60 

GAGTGAGCTT TTTGATTCCA ACAGCAAATC TGAATAGGCC TCTATCTCCT TTAAAAGCAG 12 0 

CGTCGTGCAT GGGGCTTTGG GTTTACATTG GAAAAAGCCC CAAAGAACAA GGTAATOCAT 180 

GCCAAAAGTA GCCTTTAATC CACTTCACAT TTAGATATTG TTACGCAGTG TATCTATACA 240 

AAAAATAACG ACAAATAATA TCTTTTAGAG CTGGTTCTTT AGACTAAAAT AGGGCTCGGT 300 

ATGCAATACC TCAGATGCTA TCTTGATATC CGTGTGGATA TCCTCGATTA AAGCCTCTTT 3 60 

CGTGGTGTAG TTTAATTCGG GCCGGATGTA GCCAAGGAAG CTGAACTTAA TTTTGGCGCC 420 

ATAGAAGTCT TCTTCAAAGT CGTTTAAAAT GTGCAACTCA ACCGTCTTCT TACTGTTGTT 480 

ATAGAACGGG TTCCATCCTA CCGATAACAC GATTGGAAAG ACTCCACGCT CTGTTTCCGA 540 

CAGCTTGGAG CCAAAGTTGT ATATGACCTC GCTCCCATCA TTTCTGTGAT GGGACCTGCG 600 

CTTCTTGGTC CATATTAGCC TTAACCGGGC CCAGCCAAAA TATACTCCTG TGGCCATTTC 660 
GTTAACTTCC CTAGGCAATT GTTCTATTGG GAACATTC 



55 



401 



EP 0 866 129 A2 



1570RP 



GATCCACAAC ACACACAGCT TGCGGACTCT TTTTCTCAAA GACAGTTCAC CAGTCCAACA 60 

CTTGCAAAAC CATCTGCTAA CGTTTCAACG ATTGCGCAGC AGCAAACCCA GCCAACCGCT 120 

. CTCTCTCAAT CTCATCCTCA GCAACAACAA GGTTCACAAG CTCAGCAGCA GCTACTTCAA 180 

CAACAACAAG GTTCACAAGC TCAGCAGCAG CTACTTCAAC AACAACAACA GCAACCACCA 240 

CCACCACCAC CACAACCACA GCAACAAACA CAACAACCAC AACAACCACA ACAGCAGCAG 300 

CAGCCCCAAC CTCAACCGCA ACTACAACAA CAACAACAGC TTGGTTTACA GCCTCATCAG 360 

CCACAACTGG CGCAGGCGCA GGCGCAACAA CCACAACCGC AGCAGCAGAC GCAGCAGCAG 420 

ACGCAGCAGC AGCAGCAGCA GCAGCAGCAG CAGCAGCAGC AGCAGACACA GCAGCAGACA 480 

CAACACCAAC CACAACCACA ATTGAAACCA CAATCACAGC AACCACAACC GGTTCCACAG 540 

10 CAAGTCCAGT CTCAACAACC ACAGCAAGTC CAGTCTCAAC AACAACCACA GCCTCAGCAA 600 

CTTTCACAGC CTGCCCAACA ACAATCGCAA CAACAACAGC AGCAGCAGCA GCAGTCTCAG 660 
CAGCAGAAGC TTCGCCAAGT GCAGCTGC 



15 157 OUP 



GATCTTCGGG CCCGCGGGGC CGCTGGGCTA CGTGCTGACG CTGTATGCGA ACGCGCAGTT 60 

CTTCACAACC ATGATCGTGA ACTCGCACCT GGCGACGCCG CTGTTGGACT ACACCATTGC 120 

GTCGCTGATG GGTATCCATA TTGAGTACAA GCGCCATAAC CCTGAATTGG TGGAGCCGGA 180 

GGCGTTCAGC GCATACGATG TGCTGACGGT GCTGCGCCTG GTCATGAGCG TTGCCGTGAT 240 

GGTGGTTCTG GTGACCATCC CGATTCTGGG ACCTGTTCTA CTGATGTTTG TGATGAATGT 300 

AAAGTTTTCA TACGACTTCT ACGAGCGGTT CTTAATTCTA CGGGGACTAA ACCAGGTGCA 360 

GCGCCGTGAC GTGTTCTACC AGCATATCTT ACAGTTTGCA TACTTCGGGG GGTCGTACAC 420 

GGTTTTAAAT TTCGTGCCTC TATTCTCAGT CTGGGGCTTT GTGTGCTATC CGTTGGCAAT 480 

CAAAATGTGG GCGACTTCCA ACATCATCCA CTTTACAGCG GAAGAAGTGG AGTCCATCAC 540 

TGAATGAAAT CATTCATTTA ACATGTCCAT CTATACATAA AGATAGATAT AGCCAGAATC 600 

AATACCCTGC CCATTAGTAA AGTACCATGC TGTCGACACA GCCGAATCCC GCGCAACACC 660 
GCCCTCGTTG GACGAAGGCA ACTTGGAACG CAGCAGCCAT CCCAGCGTAG TCGT 



157 1RP 



30 



35 



CGCAGGCCGT 
AGAAGCTCGC 
TTGCAACCCT 
CGCAACGGGA 
CCGGGCTCTC 
TTGCGCTTGA 
AGAATCCAGC 
ACGACCACCG 
GCATACTCCT 
CGCTTGGCCT 
ACGCTGCCCC 



AGGCAACACC 
GCGAACGCGT 
CCTCTGCCAG 
ACCGCGTGGA 
CTGGCTGCGG 
TCTCCTTCAG 
CCTTGATCTG 
CCAGGCCCTG 
GCTCCAGTTG 
TGTATGTGCC 
TTGCGCAACG 



GTTGGATATC 
AGTCCACGCA 
CGCCACATCC 
GCCAGCGTCC 
CGCCGTCACC 
CCGCTCAAGC 
CGGCCATTGA 
GAACACCGCC 
GCGCGGCGAT 
AT GGTTCAGC 
CCCTTGCTTC 



TGCACCTGGC 
TACAAGTCGC 
CGCAGCCGCT 
TCGCCCAGCC 
GGGATCTCGG 
GTGTTGTCGT 
AGATACACCG 
ATCAGCTTCT 
TTGTCACTCC 
TGCTCTTGCC 
CATAGCGAGC 



AAAGGTCCTG 
CGCGGCGGTC 
CGCCCTCAAA 
GCGCGCCCCA 
GGATCCCGCG 
CCACCCGCCG 
TGCCTGCTAC 
GCATCTTCTC 
ACTGGTAGTC 
ATCATCTCGG 
GCCTCGCCAC 



ACCCGGCAGC 
GATTGCCAAG 
CCCCGGCACC 
GTAGTAGAGC 
CAGCTCCTTC 
GTCGCGCGCT 
TCCGATCCCG 
CACCTTGTCC 
CAGCTTGCTG 
GCTCATCAAA 
TCGCAGCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



40 



45 



50 



157 1UP 

GATCACGTGA 
GCGGACTCGG 
ACCAGCTAGA 
AGCTGTGCCA 
TGAGTTCCCT 
TTTGGAAGCC 
GTTCCACTTG 
GTGTGCAGGT 
TTTGGCTGCC 
CAAGGACATC 
ATCATCATGT 



TGGGATGAAA 
CCAGACAGTG 
TGCTACCGTT 
GACTCCAAGA 
CTATGTGTGC 
GCCCGTATCT 
AGAGTCAGAG 
GCAGACAGAC 
CGTGTCGACA 
GTTGTTGAGG 
CCAAGAAGTG 



ACTCTGACAA 
CGAGCAGCGA 
ACCAGAAGAA 
TCAGAATCTA 
ACCTAGTGTC 
GTGCCAACAA 
TGCACCCATT 
TGCAGCAGGG 
TCGGCCAGAT 
CTTTGAGAAG 
GGGTTTCACC 



ATGCACCGGG 
AACAACAACA 
CAAGCCTTAC 
CGACTTGGGT 
CAACGAGTTG 
GTACATCACC 
CCACGTCTTG 
TATGAGAGGT 
CATCTTCTCC 
ACCAGATACA 
AACTTGGACC 



AATATATAAG 
TCATCCAAAA 
CCAAAGTCTA 
AAGAAGAAGG 
GAGCAGTTGT 
AAGATGACCG 
AGAATCAACA 
GCCTGGGGTA 
GTCAGAACCA 
AGTTCCCAGG 
GTGCCGAGTA 



GCATGGAGCT 
TGGCCAGAAG 
GGTACAACAG 
CCACCGTTGA 
CCTCCGAGGC 
GTAGAGACTC 
AGATGTTGTC 
AGCCTCACGG 
AGGACAACAA 
TCAGCAGAAG 
CGTCAGA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



55 



402 
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1572RP 



GATCTATTAT TAGAGGTAAT ACATTTAAAC TATTATCTAA ATTCTTCTTC TTCTTATTTA 60 

TTCTTAACTT TATCTTATTA GGTAAATTAG GTGAATGTCA TGTTGAAGTA CCATTTATTT 120 

TAATAGGTCA AATTTGTACA TTTATTTATT TTGCTTATTT CTTAATCTTA GTACCTATTA 180 

TTTCTATAAT TGAAAATATT TTATTTTATT TACTAAATAA AAAATAATAA TTAAATAAAT 240 

AATAATAATA TTCATTAAAT ACTTTAATAT TAATATTTAT ATATTATACT TCTTTATCAT 300 

TTAGGAGGGT ACCTCATATT GCTGACTAAC AATAGGGGGG TGAACCCTAC GCACCTAAAT 360 

GATAAGAGTT TATCATTAAA TTATATACTA TATATTATAA GTAAATTATC AAACCATATA 420 

TAAGGTATAT ATATTAAGAA AGTTTGACTG AGTGGTTTAA AGTGTAATAT TTGAGCTATT 480 

ATAAATCTTT ATGATTTCCT AGGTTCGAAT CCTATAACTT TCGTATTAAA TAATTATTTA 540 

AAATAATTAA AAATAGTTAA TAATAATGAG AACATGATGT TGGTTCAGAT TAAGCGCTAA 600 
CTAAGGGACA TTACACATGC CAATC 



1572UP 

15 

GATCCGTGTA TTTTTTATTT ACATTATTTA ATTAAAAATA ATGATTTAAA TAAATATTTT 60 

TTATAAAAAA TAATTAGTGC ATTGTTACAT GTTCATTAAA GAATGATTAT TATCAAAACC 120 

ATCAACTAAT TGTTATATAT TTATTAAATA TTAATTTCRC TTAATTAAGA ATTAGGAACT 180 

TTATCTATTA GTCTGGGCTG TTTCCCTTTT GATTATTAAC CTTATCGCTA ATAATCTGAA 240 

ATATTTAATT TTAGATTAAT AATATATTCT GAGATTTAAT ATTTTTAATA AAATAAATAA 300 

20 TTATTCCCTA AATAATATTA ATAACTATAC CATATATATC TAATATTTAA ATAATCATAC 360 

TAACATATGT TTCGTAGAAA ACCAGCTATT TGCAAATCAG ATTTGACTTT CTCTACTTAC 420 

CATTATTCAT CAGATAATAT TGCTACATTA ACCTGTTCAA TCGTTTTTAT ATTTTATTAT 480 

ATTTTAAATA TAATAAATAT ATATTTTAAT CATTTGATAA TAGTAAGATC ATCTGCTTTC 540 

GGGTTAATTA ATATTAACTA AATTTAATTT ATTTTAATTA ATTTTAACAT TGTTAAATAT 600 

TTATATTATT TTTAATATCA TTTTTTATTT TAATATTATG CTAATATTAA TTACTTGCTG 660 

25 ACCCATTATA CAAAAGG 



1573RP 



GATCCGTATG GAAATTATTT TTTTATTTGA ATTATCTTTC TCCAGAACAT CCAAGAAGAG 60 

TGTCAGAGTG GTGGGCAGAT ATGGCTTAAA CTCTCCTTCC AAAGATTTAG AAATAGATTC 120 

GATAACAGAA ATGATTGTAA TTTGCAGTTT AATAAATGGG AAGAACTCTT TAATGACTTC 180 

AAATATTTCG TCAACATATG GCCTGATATG TTGCTTCACA ATTGATACCA TAACACCTAA 240 

TTGTTGAAAA TAAAACTCAA GTATTGATGG AGGACAGCTA CGCATCACAT TAATCATTCC 300 

TGGAATAATT TGCTTTAGGA AGGAGACGCA GCGGAGTCCC AATGTTTGGA AGATGTGCAT 360 

CACTGCCTGT ATGACAGCAG TGTGATGAGA AGATAAAGAA GGATCCTTCA AAATTTTCAT 420 

TAGAGTATTG ATCACGACGG TTGGATAATA TTCTTCATTG GAGGGTGACA TACCTTGCAT 480 

TAACAAAGCA ACATCTATGG ATGGGGCATT TTGTTCGACG GATATAGGCG TGCTGGATGT 540 

TCTTTCAACT TCTCTATGTT TATAAGGGTC CAGAGCTCCC AGAATCCCTA TTAGTCTAAC 600 
TGTTTCCCTC CTTATGCTTT GGG 



40 

1573UP 



GATCSGATAG GACAGCGAGT ACGACGGCCC CTGTGCCGCT GCCAGCGCCT CGTTGCCAAT 60 

GTAAAAGTCG AGG TCCTCCG TCCCGCGCTT CCCAGCCAGG TTGTTCGACA TCAAAGAAGA 120 

TGACGTAAAG CCCGTGAACG ACGTCGCCGA CGTCGTGTTG CCAAAGAATG CAGACCCGCC 180 

AGCGCCCATA CCGCTCCCGC TCTGGCCCAT ACCGCTCATA CTGCTACTCT TGGCCGTCTT 240 

GGAAGGCTGC GCAGTCGCAA TTGCCGTTGG GAACACCCAT GAGGGCGAGT CGTTACCTGC 300 

AAATCCCAAT TTGGTCAATC CTGTACCATT GTCCATGACA ACAGCAGGAT TATTGAGGTA 360 

TGACATGCTG TATTCCTGGT CTCAAATGCT TCTGGTAGAC TTGTGTGAGC CTTTGGCTTC 420 

GGATGGCTTG TCACTTACTG GCTTAAGAGT GCTGGCAGTG GAAAAGGGGT CTAATGCGCC 480 

TTTCGTTTTA GGTGATCACC ATCACCAACC ACGGTACACC TGACGAAAGG CAACGCCGTG 540 

GCTTGTGAAG CCAGGAGAGC CCTCGTAGGT ATTCCGCGGA GCCAATTGGT GGCCCTCTGC 600 

GTTCCTCGAG CGCTCCTGCT CCATCTGCCC TCTTGACTCG TTTATGAACC TTGAAACACG 660 
GCATATAGCG ACACGGACTT TCTGCAGGTC TGTAGAGTAG CCCACATCCG GCGAA 



55 



403 



EP 0 866 129 A2 



1574RP 



70 



GATCCCGAAG 
GACGTTGCTT 
TGAACAGCTT 
TTGAGTTAGA 
TAACTCTAAT 
TAGTTTCGGG 
TGTTAACCGC 
CTGCAATAAG 
CTGGCGACGT 
GCCGCGTGGT 
AC 



CTGGTCTGTT 
CCATGCATCT 
TGCTATCTAC 
TAATTCGCTG 
TGAAAGGGAG 
TGGGGGGTGC 
GGCTGTCGCA 
GATTGCTACA 
TCTTCACTTT 
TATTGTTGGT 



TCGAATTCGG 
TGCGGGGTTG 
TAGGAGTTAC 
CGCTACAGTC 
AAGATCCTAT 
GGACATGAGC 
GGAGACATTT 
AAGCAAGCAG 
GGCCTGGCAA 
GATGACGTAC 



GATATTTTTA 
TTGAC GCAAC 
TGAAGCTTTT 
TCCATGGGTT 
ACAGGAAATT 
CTGCGCACAG 
TTGCGTCGCC 
CTGGAGCATT 
CTGAGCGTGC 
TGTTGGTCCT 



GGAAGTACGT 
ATTTTCAGTC 
AATGTCTGTT 
TTCATTGGCC 
AACAAAGGAG 
CGGGTATGTT 
GTCGACGGCT 
GCTGATCGTG 
TCGGTCTATG 
ACCAAGGGTG 



TTGTTCCAAC 
TCACATTCCC 
AATAAATCTT 
AACCCATCTG 
TCTGTGGCAC 
GGGGAGGGCA 
CAGATTTTGA 
AAGAACTATA 
GGCATTGATT 
CAGGAATTGG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



15 



20 



25 



1574UP 

GATCAAAAGC 
CCAGCTGTAC 
AGTGGCAGAG 
GGTTACTAAC 
ACTCGCACAG 
CGCACCTGGA 
TCGAAAATTT 
ATTACATGGA 
TCCAAGGCCT 
CGGCGTCTGA 
CGTCCACAGA 
GAACCAAGGG 
TT 



GTGAAGCTGG 
GACGTGTCTT 
CTCAACCAGT 
GCGATGGGTG 
AGGCGCCACC 
ACAGAAGCGG 
GACGCAGGGA 
TGGGTATTTC 
GTCCTCGGTG 
GTCAAACTCC 
CTCATCGTCC 
CTGTTTGTAG 



AGCGTAATGA 
CGAACATAAT 
CGTTCAAGGT 
CAGAAGCAAT 
CGGTTCGGCG 
CGGGAGCTCA 
TAGTCCCGGC 
TGCCTATGTA 
TCTGCGCCAT 
TCCGCGACGT 
TCTGCAGCAG 
GCGCTGCTGA 



GGAGCAGCCA 
GGAAGAATTT 
AT GTAGC ACG 
TGCTTTGGCA 
CTGCGGAAAG 
ATGCATCGGC 
CGGCATCCGT 
CAAACATAAT 
CGGCGGCTTC 
CATCGTCTTC 
AACCATGTTA 
ATCTCTTTCT 



GTTGTTTCGA 
ACAAAGGAAA 
ATGAACACGC 
GGAGGCGGCG 
CTGGATGAAG 
GCGCATCATC 
CATGCAATGC 
TTACGCGAAT 
AGTTTCACTC 
CGACTCCGCC 
ACGTCCTCAT 
CTTCGTTTTT 



TGGACTGGGA 
TGGACGAAAT 
AGGGCGGGCG 
TTTACCGTCG 
AGCAAAGAGA 
AAGAGCACGC 
CTTGCTCAAC 
TTAGCTTTCT 
TCCGAGACAC 
TGGAAATCCT 
CTCGCTGTCA 
GACGCGGACG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



30 



35 



1575RP 

GATCCAGTAA 
ACTCCGGTGG 
TCCACCTCAC 
CTGCCTGCGG 
CGTGCAGTAG 
CTGCCTGCTG 
CGTGCAGGCG 
ATCAGCTGAG 
CGCGCAGGCG 
ATCACCTGAG 



ACTTCAGCTC 
AAATCACCTG 
CACGCGCAGG 
AAATCACATC 
GCCTCGACTC 
AAATCGCATC 
AACTGCCTGC 
TGCGTGCAGT 
AGCTTCCAGT 
TACTTGCAGT 



ATCGTGAGCA 
AGTATATGCA 
TGAAAGTCCG 
ACTATCAGCA 
ATTGTGGGCG 
ACCACGCGCA 
GGAAATCGCA 
AGGCCTCGAC 
GGAAATCACA 
AGGCCACGAC 



ACCGACGTCA 
GTACTCTTCG 
GTGGATATCA 
GGTGAAACTC 
ACCGATGTCA 
GGCGAGACTC 
TCACCACGCG 
TCATTGTGGG 
TCACCACGCG 
CCANCGTGGG 



CCCCACCACG 
AACCATCGTG 
CCTGAGTACG 
CAGTGGAAAT 
CCTCACCCCG 
CAGTGGAAAT 
CAGGCGAGAC 
CGACCGATGT 
CAGGCGAACT 
CAACTGACT 



CGCAGGCGAT 
AGCAACCGAC 
TGCAGGCGAA 
CGCCTGAGTA 
CGCAGGCGAA 
CACCTGAGTA 
TCCGGTGGAT 
CACCTCACCC 
GCCTGTGGAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 



40 



45 



SO 



1575UP 

GATCAAATAT 
CAGAAGCGTG 
CATATACGGC 
GATACCGGGA 
TCAGCAGGCT 
CCACTTCCAA 
ATTTCTCCAA 
ATAACAGAGT 
TCAGCTGCCA 
ACCACCACCC 
TTAACCGAGA 
CATTCGAATT 



CAAC TAAGGC 
TAATTAACCT 
ACAACGCTTC 
TGTTTTCTGC 
CTGAACTTGA 
CTTCAAGCGA 
GACCACCTTC 
CACACAGACG 
CTCGTGTGAT 
CAATGGTTAA 
AACAGCATAG 
CTATTGATCT 



ACTAGTTTTT 
ACAATCTCGG 
TAGCGTGTAT 
AGTGAAGTCA 
TGACACTGAC 
ATATGACTCT 
CTCTAGCTCC 
GCCTTATAAC 
TAAGAGAAAC 
TCRAGCTACA 
TCCGGCATCA 
AAAC 



GGTGTAGCTG 
ACTTCACCAC 
CAGTCGGAAA 
GGCTTTCCCC 
TTTCAGAGAA 
GCCCCTGTGA 
ACAGATTTCG 
GTTAGCCAAC 
AGTTCTGTTC 
GTACTCAGCG 
TCTTCAGATA 



CTCAAGCATC 
CCAAATCTGA 
CAACAKATAA 
ATATACAACA 
CACAAACTAC 
CAGTTCATGG 
ACGAGTATCC 
TTCCCGAAAA 
TCAGCTCGCC 
CCTCGCCGGG 
TTTCCACAGC 



ACCGGATGCT 
AACACATTCG 
TATAACTAAA 
GAAAACCATA 
CAGCACAGGC 
AGGACTTGAT 
AACTGGTACA 
TAATGGGAAC 
TGGAAGCGTG 
AGCGGTTAAA 
CAATAAAACA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



55 
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157 6RP 



GATCTTGTTG AGAACACTCA ACATCGGCGT AATTGCAGAG CCCCCGQTGA CCATACCGAT 60 

TTTCTTGTAC GCATTCGTCA CATAGCTGAA CCGTCCTACA GGACCTTTCA ATTCCACAGT 120 

5 TTGGCCTGGC TGTAGCCCAG CAAACCATTT GGATACCTTA CCGTCGACAT AAGATTTGAC 180 

AATGATATCG AAATGGCCCT CGGCAAATTT GTTGGAGATA GGCGTGTAGT AACGCACTTC 240 

TTCTACACCA TCCAGCATCA CCTTCGCAGC TAAATGAAAG CCAGTAGGTA TATCAAGAGT 300 

TTCCACGCTT GAACGGAGCT TGAATCTGTA TATCGCAGCA TTTTTGCTTA GAACGATCCG 360 

TTCTTCCAAT TCTAATGGCG TCCACTCATT TGGAAGAATT GAAGTCCTGC TTCTGTATGC 420 

TAGTAGCAGG CGTGCACCTA CAAACATTGC CAAAGCTAGA ATGCCTAGAA GGTACCATGC 480 

10 GTTCCCCGCT GACCAGGCGA TAACAAGAAC GCCCAATGTA AAGATGCCGC TGGGGATGAA 540 

GATCCCATGA ATGGGATCAT CCAATATCTC CATACCTCTG CGTTCGGTCA TACTAATATT 600 

TTGAAAGCTC GTCGTAGCTA TCGTCTAGTA AGGATGAGAC CGGTTAATAT ATGCTTCCTC 660 

CTAGTTCTAT AAGCACGGAC TCTTTGCAAC TGGTGAAGTA TCGTCTAACG GTCATCATGC 720 
ATCTGCCGAA AA 



15 

1576UP 



GATCAGGCCG GACGGGTACT TGCAGGAAGG CCTCACGAAA CCCAAGGGGG GCGAGGAGGG 60 

CTTCTCGACG TTTTTCAACG AGACGGGCTC GGGCAAGTTC GTGCCGCGOG CGGTGTACGT 120 

GGACTTGGAG CCGAACGTGA TCGACGAGGT GCGCACGGGC GCGTACCGCG AGTTGTTCCA 180 

20 CCCGGAGCAG TTGATCAGCG GAAAGGAGGA CGCGGCGAAC AACTACGCGC GTGGGCACTA 240 

CACGGTGGGG CGCGAGCTCT TGGACGATAT CCTAGACCGC ATCCGCAAGA TCTCGGACCA 300 

GTGCGACGGG CTCCAGGGCT TCCTCTTCAC GCACTCGCTT GGCGGTGGTA CGGGCTCCGG 360 

CTTGGGGTCG CTGCTTTTGG AGCAGCTTTC TATCGACTAC GGCAAGAAAT CGAAATTGGA 420 

GTTTGCCGTG TATCCCGCGC CACAGGTGTC CACCTCGGTC GTGGAGCCAT ACAACACCGT 480 

GTTGACCACC CACACCACAT TGGAGCATGC CGACTGTACG TTCATGGTCG ACAACGAGGC 540 

25 CATCTACGAG ATGTGCAAGA AGAACTTGGA CATCTCGAGA CCTAGCTTTG CGAACTTGAA 600 

CAACTTGATC GCCCAGGTCG TCTCCTCGGT GACCGCGTCA TTGCGTTTCG ACGGCTCCTT 660 

GAACGTGGAC TTGAACGAGT CCAGACCAAC TTGGTGCCAT ATCCAAGAAT CCACTTCCCA 720 
TTGG 



1577RP 



GATCCGTTTA GAGAAAAACG GTAGCCCGGT GAAATACGCA TTTGAGTGCG CAGAGCGGCG 60 

CGAGCCGTCC GAAAGGTAGA TTTTGTCCAG TGGGAAGTTG ACTCGTTTGC TTATTTCGAC 120 

AATCGACGTC TTCAGCTCCC CGTCTTCCAA CGGGGTGAGC TTGTTGAATA AAGCTGTAAA 180 

AACTGGCTGA AGAGCAGTCA GCACCAGATA GAAGAACAGC ATCAGGATAG AGACGTAGCT 240 

35 GACGAAGCCA GTCGAGAACT TTTCAATTAC CTTCAACAGC GCATAGGCTO CAGGAGTGGT 300 

AATCATGGAG GAGATCATAA ACACTTTTAG CTGGTCCGTT AGCCATAGCT TGACCGTGGA 360 

CTTGTTGAAC CCGAATTTTT CCTCGAGCAC AAAGTTGTAG TAATAGCTCC CAAACAACCC 420 

CTGCCACCAG TTCAGCTGTA GGTAGACGAT CAAAAAGTAC AGCGACTGCG AGATGGTCGA 480 

TACTGGCACC AGCATGGCGG GCATGCGCTG ACCTACCGCC ACTCCTAGGT TCCACATCCG 540 

TGGCA«CCAG TCGTACTTAA TCATTACCAG ATTTAGTCCC AGGAACACCA GATCTCTAAC 600 

40 CATACGGTAG CGTTACTTGG CCCGCTCGTA CGCCTGCGTC TTTTGCATTG TTTCTTTATC 660 
AATAACGCCC TCCAGTTCGC TGGGTA 



45 



50 



55 



1577UP 

GATCTTCGAC 
CACAGCGTTC 
GTCCACGATG 
CATAAATATC 
CACAGACAAG 
GGGCGACGAA 
CCGTTGGCTC 
CAACACAAAA 
TTCGTCTCGT 
ATCCTTGCAC 
GTCAAAAAGC 



ACTATGTAGG 
ATCAGGCATA 
ATCGAATGGC 
GCGCCCTGTA 
GCGGCGGCAT 
TTGCACCATG 
GTCAAGGTCA 
CACACGCTCA 
ATAGATACAC 
TCTGCCTTTC 
ACACCTRAAA 



CCGCGTAGAT 
CGTAGCCGAT 
GCTCCGCCGC 
CCACACAGAT 
TGTTGGCCGC 
CCAGTAGGAT 
CCACTATGGG 
GATGTAGAAC 
TGGATGTGTG 
CAGGTACTTG 
CCTCAATATG 



GAGCAACATT 
AATGCAGACG 
GCTAAGATTT 
GATAACGCCG 
GTTCCACGAC 
GGCTGCCAGA 
ACATAAATAA 
CGTCAGCACC 
ATCCGTGCCC 
GTAATAGTAG 
TAAGGCGTGC 



ACCACGCAGT 
GCCAGCATCG 
ACCCACGCAG 
CAGGCGCCCA 
ATCAGACTGG 
ATGCCCTTGT 
TCAGAAGCGG 
ACGAACCCAG 
ATGTACTTGG 
TGGTAGCCAC 
GAATGGTAGA 



CCAGGACGGA 
CAAACAGTAG 
ACCTCATCAC 
GCACCTCACC 
AGAACAAGTC 
GCGGCCGGTT 
AAACGCCCAG 
GGATAGCTTG 
TGCATGGTCC 
CGCAACACTG 
TOCOTTATTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
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406 



EP 0 866 129 A2 



157 8RP 



GATCATCCTG CTGCGAGTTG AAGTCATCTT GCGATTCCTT CATGCATAGG AGTTGGTTAG 60 

CACCAAACAT AGGATTCATT CTCAAGTCCA CCTGCGTTAA CCGTTCTGTC CTATACTTTA 120 

AGTAGTCGAT GAACTGTCTT GTAGAGTGAG CCAGGTTATT AAAATTAAAC CTGTGGGAAC 180 

TATCCCGGTC TAGTCGGATG AGATTATCGG TAATCTTATT CACGACACCC CAGTCCTCGT 240 

TCGATAGACG CTGGCTACCC GCAGCCTCAT TCCGCAACTC CTTATCGATA TCTATTCCAA 300 

GGATCTCGTC CAGGAGAATG CTACCATTTT TATCGTTCGT AATGAACTTG CCTCTACATC 360 

GAGCAAAGCA TAGGTGTTTA ATGTGGATAT CCGCTAGATC GAACCCAGAC TCATCGCCGA 420 

CTTTCTCTGT ATCTAGCCCA AAACCATGCA TTAGCAGCTT CAAGACAATC GCCACAAGCT 480 

GCGATTGTTC CCATGTCCTG CAAGGAAGCT TTACGACATA TGGGATTCGG TCATCGCGGC 540 

CATGTTCAAA GTTTTGCAGC ATTAGCACGC AGCTAGTGGA TGGGGTGAAC ACGATCCTAG 600 

TAAGGACCGC GACGAACTCA ACCTTCTGTG CTACAATATC ATCACTGGAG AAAAACCTCA 660 
GAAGTTCCGC GG 



IS 

1578UP 



GATCTTTTTC TGGTTCTTTT CCTTTAAACA GAATAATAAT TGAACAGGTA CCGTATTATC 60 

GCCGCATGCT AAGTGCACCT TTGACCGAGA CACTTTAGTG ATATTTATTT TGGTAGTGTG 120 

CTCGTATAOG TGGGCCACGA CTTTCTTGCC ATTAATCTCG TCCTTGGCGA AGCCGTCCTG 180 

20 GTAGCATCCT AACGCACTCA TTAATGCCAA TGATOGCGGG TTGATCGCCT CACGCCCATC 240 

CGAAACAACA CAGACACATA TCCGTTTCCA GGCATCGGGG CCCCAAATAT CAGAACGCTT 300 

CCGTCGAGTG AAATATTTTA TGTTGTCCAT GACGCCTTTT AATGTCCGTG CCAATAATAT 360 

GTCGTTTTCG TTGTACATCG TTATCACGAT CATGATTTCT GTCCTACGCG GTACAGCGTA 420 

TTTTAATTGT CTCACGGTAA AGTTCTTTAG CTGAAACTCA GCTGGCTCAC AGGTGACAGC 480 

CTGATATCGC ATGAATTTGT ATTCGTTCGT GAAGTAATCT TCTCTCATGC CACGTGCGTA 540 

25 CTGCGACACT AGCTGTTCAC TGACTGGACA ATCAAAGATA AAGTTTCCTC GATATAGCTT 600 

GAACTTTCGT AATACAATGC GATTTTTAGG CTGTTTCGAC TGCGGTAAAC CACTCAGAAG 660 

CCGTTCTGAG CTGAGATCGC TGCAGTCGCC AGAACCTTCG GAACCGGAGT ATGCCGATTA 720 
GGCGCTACGC GAGAGAT 



30 

1579RP 



GATCGAAATA CCACTGATCG ACCGCGGTGC CTCGCTTTGC AGCTGCTCCG AGAGCCGCTC 60 

TCCGAGATAC CGCGCAGAGC ATGCCTTTTC CAACACCATC TTCTCGTACC GTTCGGGAAG 120 

TGACCCTACT ATACTTATGA TAATGACCTT CTTGTCCTTC AGAGTGCCCT CTGTTTCCTT 180 

CTTCAGGTAA AGGTGCGATT CTCGGCCAGG CTCGTAGTAG CCACGGACCG CAGACGCAAT 240 

CCGCGTCGTC CACGGCATGG GATGGAAGTA CTCCACCGGA GAGTGGCCCG GCAGAAGCAC 300 

CGAGTTGTTC ACGCCGACCA CGTACTCCGA CTGGTGCTCC AGCGGACACA CCTCGAGCGG 360 

ATACTCCTTC AGCGGCAACT GGCAGTTCTG TGACCCGGTG TTCGCAACGC TCAGCTCGCC 420 

CTCGACCAGC CCCCAGACCC CCGCCATGTC TCCCATGTCC GGCAGGTACT CCGTGTGCCA 480 

GCACCAGGAG TCATTTCCCC GCGCTACCGC CTGCAGCGCC TCCTGCTCCA GCGTATGCAC 540 

CTGCTTCGCA GTCAGCTGAT GGTACTCCGT GCTCTGGTCG ATCAGCAGCC CGTCCTCGGG 600 

GGTCTGCCAG AACGGCATCC ATCCCACCAC GCTTTGTAGA AACGAGGTCG TGGGGCGCCT 660 
GCA 



1579OT 



GATCGCACGG ACCGCGAGAC GAGTTCCTCT GGTTCTGTCG ATTGGCGATG GTAGGCCGCC 60 

CTGTTGCACG TGACCTGGGG ACAGCAGACT TCGCGTCAAA ATCACCCTTA GCCTCAGCTG 120 

TGATGACATC AGCCAAAACG GCCGTCGGTA AACACCTTCC GAGGCGTTCG TMGACTTGAG 180 

GATCAGTTTA CCGTGCTTAC CCTTCCCGTG CGCCTTTTCG AAGGACTCGC GGAGCGTCTC 240 

AATATCTTGT GAGAGCTGTT CCAGCGAGAT ACCCTCTTCT GGAACGTAGG AAACCTGTGC 300 

GCCCACCGCC AAGGCAGCAT GCGTTGCCAG ATAGCCTGAG TTACCACCCT GGACATCGAC 360 

GACAAAGACC CGCGCTCTTG TGGAGGCTGC CGACTGCTTC ACAACATCAC AGTACTCCAT 420 

TAGGGCATTC AGAGCTGTGT CTGAACCGAG CGAATACTCA CTGCCCGGGA CGTTATTCGA 480 

AAGTGTTGCT GGAATGAGTA CCATTGGTAT TCTGAAAGCT GGGTAGTTCT CACGGGCCCG 540 

CTCCAATTGA TGCAAGGAGA CGAAGGCTCG AACCCACCAA CAATAACCAA GCCGTCAAAC 600 

TTGTACTTTT GGAAGTAGTA GGCAATCATG CCAATGTCTG CATCTTCTGG GACAGTTCTG 660 

TTGGTTCCCA ACTCGGAACA CCGCGAGATT GCCAGCCAAG CATATCTTTC CAGTTCAACG 720 



407 



EP0 866 129 A2 



10 



1580RP 

GATCCGTGTC 
CCCGCCGAAC 
CGAGGCGCGG 
CGGGGTGCAG 
CGGACAGTCA 
GCGGCGCTTG 
GGCGCTCGCC 
AGACTGGTCC 
TGGCATTCTG 
TTTCATCGTC 
CGTTCTTCTC 
TTGTCGATTG 



GACAAGTTGG 
CAGCAGCGCT 
GGGCACCCGC 
ACGCTCCTCT 
TACTTGATGA 
CTCGACACTA 
CGGTTCCTCA 
ATCTACTGCG 
CGCTACCTCC 
TATTGGAAAA 
AAGCAATTCG 
CCGGGAGCAG 



TCACGTATAT 
GCCATCTCGA 
TCTTGCTCAT 
GCGAGCAGGT 
TCCCGCTGCG 
TGCGGCACAC 
CTCCGCTCAC 
ACAAATCCAT 
CGCACTCCTG 
CCGCAACAGC 
AAACGATCTT 
CTCATGGACT 



ATGGCGCGTG 
AGACATCATG 
GGCGATCGTT 
ATTGATCATC 
AGGGAACGCA 
AATACCCAAC 
GAAGCGCGCG 
ATGGCGGACG 
CACGCCGATG 
AAACCACTCC 
GGTCAAGAGT 
CCATTATCGA 



TTCGAGCGCG 
CTCTTGCGTG 
CAGGCGGTGG 
ATTGACCGCA 
AAGCCGCGCA 
ATTGCCGACC 
GGTGCTGAGA 
ATCCCTGATC 
GACGAATCCA 
ACGAACAACA 
ATCCCGGCGA 
GATGTCTTTC 



TCTGCGTGTA 
TGTACTGCGG 
CGGCACGCTA 
AGTTGCGCGG 
TCTTCACGCG 
CGCGGAGCCT 
AAATCTTCAA 
ACTCGCCCAA 
TCTTTGAGTA 
TTTTCCACAC 
CGCATCCACT 
GCGAGTCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



15 



20 



1580UP 



GATCCTTTTC ACCAACAGCT GTCTGGGCCA GCTGCGGCCT GGGATGAACT ACAACGAGGC 60 

AGTGAAAGCG CTGACGAACC TGGCGCTGGA CAGCTTTACA CTGCCGGGGG ACGGTGGGGT 120 

TTCCGCTGAA CAACGTGTAC TCTGTGCCGG TAGAAGACGG TGCTCAGATG GAGCTGCTGA 180 

AGGGGTACCT GCAGCAGTTG CGGCAGGAGC TGGCCACGCG GCTGCTGGAC CGTGTGTATG 240 

GGGCGGAAAA GGCACAGCCC TCGAAGTTCT GGCTGGCCTT CACAAGGCGC AAGTTTATGA 300 

ACAAGGCGCT GTAAGGCGAA ATAGGTACGT AGCTGGCGGC GCCAGGAAGT ATTTACAAAG 360 

TTGGCTGTAT CGCTACGAGG TTTTGGTGGC GTGTGCCTTG TTGGAGCGCA CGAGGAGTTC 420 

AACGGCGGAA GCTCGGAGCT GTTCCGCGTC TTTCACGATC GCGTTCACGT CAATGCTGAG 480 

GTCGGTGTTT TTGGCGCGGA AGCCTTGGAT CCGCGCCTGC AGGTCTGTCA GCGCCTGGAG 540 

25 GACACGCTCA TAGTCTGCAT CTTCTTTCAC GCGCTCTTTG TATGTTTGGA AGGACTGAAC 600 

GATGTCTTCG ATACCGGGCT CGACTCTGCT GATCATCTCG ATGCGCTGGC GCAACAACTG 660 
ATCGCGGTCG CTGTTGGCGT CGCGTCCCTA ATCATCTGCT GGATT 



30 



35 



40 



1581RP 

GATCTTAATT 
TATAATCTTA 
AATAGAAAAC 
ATTTTTATTA 
ATAAATAAGA 
AAATATACCA 
ATTTAATTTA 
TTTCATAATA 
TTGGATATTA 
TAATAATTTA 
TATTATTAAT 
ATCAT 



TAAAATTTTA 
AAATCATAGG 
CATAAGTTAA 
TTTAATTGAT 
AATTACTTAT 
TTTTTATTAA 
TATA AATTA T 
TTTATTTTTA 
CTACCTACTA 
TTATCTAAAG 
TAGTAAATTA 



ATTAACTATT 
TAAAAATACT 
TTGATTCATA 
TATTATCTAT 
AGAATATTTA 
TAAATAGATT 
TTAATTTACT 
TTAGTCTAGT 
AATATTTACC 
TA TATAAAT T 
TATTTATTTA 



TATAATTTAG 
TAAGATAGTA 
AAGAAAAATG 
TTAACATAAA 
TTAAATAGTA 
ATTAAGTTTA 
TCATTGATAT 
AATATTTCTA 
TAATAATATA 
AATTAAATCT 
TTTTATTAAC 



AAATATATAA 
AGAATA AAAT 
GAATTATTTG 
ACATTTTAAA 
TTTAATTTAA 
TTAATATTAA 
ATATAATTAT 
TTTAATAGTC 
TTATTAAGAA 
TTTTTATTAT 
ATAATTTTTG 



TCTAGAGATA 
TAGTAAAATA 
TGGCATCTTA 
ATGTTATAAA 
TTTTAATATT 
GTGATATATA 
TAAATGTACC 
TACCCTTTAA 
TACTTAAATC 
TATTCTAAAT 
ATAATAATAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



1581UP 

45 GATCAATTAA TAAATGGTTT AACTAATAAA GTTAATAATA AATCTATTAA TTATATAAAA 60 

CTACCTGATT TTATTGAATC AAATAATATT TTCTTAATGA ATACTACTAA ATCATCATCT 120 

ATTGAGTTTA TATTAAATTC ACCACCTCTT ATTCATTCAT TTAATACTCC TCTAATTCAA 180 

TCTTAAAATA TTCTTAATTA TTAAATTATA TAATAAAAGT TAGTGGATAT AGTTTAATTG 240 

GTAAAACATA TGTTTTAGGG ACATATATCT TCAGTTCAAA ACTGAATATC TACATATTAT 300 

ATCATTAATA TAATAACTCT TTAATTAGAG TGGTACCACA AGAATGCTGA AAGCATTAGG 360 

50 GGTGTGTACC TTAGCTCTCT AATTAAAGTT ATAAAATTAT CTTAACTAAT AAAAATAATT 420 

AATTAAATAA ATAAATAATT AATTAAATTT AAAATGTTTA AAAAAAGAAA TAAATAATAT 480 

GTTATATTTA AATAGATCAA AATTTCAACA ATTTCCATTT CATTTAGTAC TACCATCACC 540 

ATGACCAATT GTTACATCAT TTAGTTTATT AGGTTTACTA TTAACTTTAG CTTTTACTAT 600 

ACATGGTATT ATTGGTAATA TTTATCCTTT ATTATTATCT TTATTAGTAG TTTTAT TACT 660 

AATAACTTTA TGATTTAGAG ATATTGTAGC TGAACTTACT TATTTAGGTG ATCATACTTT 720 

55 AACTGTAAGA AA 



408 



EP0 866 129 A2 



1582RP 



GATCTCAACA CGGTCGTTGG AGAAGTGTGC AACACACGAG TACGTAGTAC CCAAATCAAT 60 

ACCGACTGAT TTAGACATGA TCACTGATTA GAAAACGAAA TCTCTGGTTT TCGGATAACC 120 

GGGAGAAATA CCAATGGTGA TAACCGTACG TAAGGCCAGA GGTACAAAGC TACTCCAATC 180 

TGAAGCTACA CACGCCCAAC CCTTTTATAC AATTTCAATT TTTTCTCTCC CAAACGAACA 240 

TGGCAGATAG TAAGAGTCTT CGAGC CCAAT GCCTGTTCGG TTTTTTTTTG TTCTGGAAAA 300 

TTCTACCATA ACGTATGTGG CCGTTGAAAA CTGATCAAAC GGGTCTCGAA GATCTTAGAA 360 

TAGAGGCTCC GACAGAAAGG GGGAGGCCGA TTCAAAAAAG ACCGCATGAG CCTCACTCGT 420 

GCTTCGAGGC GGGAGAGCCC ATAGGCTTCT TTCCAGCGGC CACCGACGGT TTCTGGAAAG 480 

GAGCGAAAAC AGAGAATGAA CCGAGGCGGT TGATCTGCAT CTTGGACTTG GCGTAGGCCC 540 

GTTTCAACTG AGCGGGAATG CGTGGATGCG AAACTACGCC GTCCGCACGC ACCTCCCACT 600 

TCCGTACCAC CGCACGCATG TTGGCCGATT TTCGTAGCGC GCCTTGATGA AAAGCGAGTA 660 
TAGAGCCAGC ACAATCCACG AGCGGCGGCG ACAA 



15 

1582UP 



GATCTTGTTC TCCGCATCCA GATACTGGTC GAAGCGCGAG TTCATCTCGT CTACAATCGG 60 

CTTCCACGAG TCGGTGTTAT CTATCGCGTC CCCGAAGCCC GGCGTGTCCA CCACCGTCAA 120 

CTTCAACACC ACGCCGTTCT CCTCGATCTC CGTCGTGACG GTCTCAATCT TCACCTTGTT 180 

20 CTCGCCGTCC TTGGCCCGCG ACTCGTCGCC GTCCTCACCG TCCTCAAGCT TCAACGCGTT 240 

GAACTGCTCC GGCGTGTCGT CCTTCGCCGT GTATAGCTCC TTGTTGAACA ACGTGTTGAT 300 

CAAGGTCGAC TTCCCCAACC CCTTGGCGCC CACGCAGAGC AAATTGAGGT TGAACCCGCG 360 

CCGGATCGAC TTGCGATGCC ACTGCTTGGG AAGGTTTGCG AACCCCACGT ACCCCGAGAT 420 

CTTGCGGTGG ATGATCCGCA GGTCTGGCTG GTCTGGCAGC ACCTGGCCCG CCGCGAGCTC 480 

GCCACCCAGT GCCGTCGCCA CATTCTCCTT GTCGTCCGGA AGGTCCAACC CCATCTCCTC 540 

25 CTCCTTCACG TTCATGTCCG AGCTTGTGTC CTTCGCGCTC GCCGTCCCGT TGCTCATTAG 600 

TGCGCCCCCG TGCTGGTTGT CACGCCTCCC GCCGTCGTGG CACTGTTGGT GTTTGCCGAA 660 
TCCTCCTGCG AGCCTGTAGG TAACATGCTT GTTCTGATTT GGTAGTC 



30 1 5 83RP 



GATCAATTAC CCTGGCGCCA ACCATATTTG GATGAATATT TGCATTGTTG CCGATAGGGG 60 

TTCCCTCATC GTGTATGTTA TAGACCTTCA CGTCTTCATT AAAAGGGCAT GTGATGACTT 120 

TCTTGCTGTC GGCAGAGAAG GTCAAACAAA TTACAGATTG TTCTGTACCG GCCAAAACTT 180 

TATAAACCCT GAAGTTGTTT AACACGTCAT ATATGAATAC CTTACGATCG CTGGAAGGGT 240 

CAGTGGATGC ACTGGCCAAA TACCGACCAT CTGGTGAGAA TTGGAGGTAC CAGATTTCAT 300 

CTTTATTTTC CGAAAGAGTC TTCACATGAC TGAAATTGAA CATGCACATA GAGCCAACGT 360 

TATCTTGAAG CAAGTTATAA GTGGTTTTCT CTCCAGAACG GTTTCCTTCG TGGTTGTGAG 420 

GATCGTCGCT GAAGCTTAAC AGGTCGCTGG ACCGCTGGAA CTGTATAGCC TGTTTTAACA 480 

AC GTAATGAG CCTGCCCCGT GGAACCAAAT CATTCGGGTT GATATATTGT GAAATCTGAT 540 

CAAGCGCCAA TTGCCGCGAG GCTGCCAGAG ACCCTCCCCA TATTTTTGTT GCCTCTGCGG 600 

ATTCCGCAGG ACACGTCAAA ATAG TCGTCA CTGCAGAAGA GCTGTGTCGG GAGTCATAGC 660 
CCACTCTCCC TCGGGCTCCT CCACCATAGA TATGGTCTGT ACAGCCACAG CGAGTCC 



1583UP 



GATCGACTGG AAGTACACGT CCAGCGACCG GTCAAGGCCC ATGTCCTGGA CGGACTGCTC 60 

GAAGGTCTTC ACGAGGTTCT TGGCGATGCG GAGCATTGGT GTGCGGTCTG GGGCGGGCGA 120 

CGCTGCGGAG GGCTCACCGA ATTTGCTTGT GCGTGTGGTC ACGTGACACT TGGGCCGCTG 180 

GCCCCGCCGG GCCCGCCTGG CCCGGAATGG CTGCCCCGCC CTGGCACGCC GTTCCTGCAA 240 

TCACATGATT CATGATTCCG CTTTTGGGGG GGATCACTGC GCAGCCGTTT TTGCTGCTTT 300 

TAGCCTCCCT GACACCCTCG GCTGCGTCTG GACGCAGGTC CCCGCCGGCT GTCCGCTGCG 360 

TGGCTGTACG TGTGGGGTGA CGCCATTTTG TGGGACAGCG GCGACGCATG ACGACGAGCT 420 

CGGAGGGTCC GCCGTTGACG ACAGCCCCCT AAAGGAGTTT CTTTTATTCG ACGCGGCCCC 480 

TCAAACACTA TATATGAGCA AAGGCAGGAT GGAAGGTAGG CTAAAGCAAG AAAAGACCTC 540 

GACCAACGGT ATCGAAGTCT AAAATCTTAG CAGGTACCAG GATGTCTTTC GAAGATTTGC 600 

ACAAGGCGCA ACGCGGGAAA GTCGAGGAGG CAGTGGACGA AATATGTAAG GATTTCGAGG 660 
TGACGGAGGA CAAACTCCGC GAGTTGACCG CGTACTTCAT CGAATGTTTG GAACAG 



Rwsnnrm- -pp oaaaic>qap i •> 



409 
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10 



1584RP 

GATCCAAAAA 
GACAATACAT 
GCCAGCGTCT 
AAGCCATTTA 
CATATACGCT 
TTCAGCCGCA 
AAAGACACGC 
TGTTGCATTA 
GAGGAGATGA 
TATAACTGTT 
AGCTGGCCAG 
GCTTAAGATA 



GCCTTCCGGG 
CCTATGACAT 
CGAAGGCTTC 
AATGCCAAGA 
CTGTGCACTC 
GCGACAATCT 
CACCAACCAC 
AGAGATACAT 
TAAATACTAC 
TTCTTTCGCA 
GATTCCCTTA 
GTTGGAC 



CGCGGGCACA 
GCGTAATCCC 
GCGCGCGAGC 
ATGCACCAAG 
ATCGGATAGG 
GTCGCAGCAT 
CAAGAAAGGC 
ACAGCGCATA 
ATACTCAATA 
CTGTTCTGGT 
ATGGATGAGG 



TTTATCACAC 
TCCTATGTTG 
AAGAGTTCCT 
GCCTTCCGCC 
CCGTTTCCGT 
CTCAAGACAC 
TGACTTTCAC 
CAAGCTGACA 
TATCAATACC 
AACGTTGTCA 
TCCGGCGCGC 



CCGCTGTGCT 
TTCCGACGCG 
CGCCCCTTGA 
GCAGCGAGCA 
GCACCTATTG 
ATCGCAAGCA 
ACATCTATGC 
CAACGTCCCG 
TCCTACTTTT 
TAGGTTTCCC 
AACCAGACAA 



TGACGGCCTC 
GCGCAAACGT 
AGAGGAGGAG 
CTTGAAGCGC 
TGATAAGAAG 
TGGCGATATA 
GAATACCCGA 
TACGCCAACA 
GGTAATCATA 
TGTTGCTGCT 
AAGTTGCGCA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



15 



20 



25 



1584UP 

GATCCCATTT 
CACCAGTAGG 
AGTGACACAC 
CAATCCAATG 
TATTCGGAAC 
AGTATACTGC 
TCCGAAGAGT 
GCAGTCGGTG 
GACACGGGTC 
ACGCGCAGTT 
ACATAGCTGA 
GATGGCTTAA 



TGTCTTCTTC 
CTTGCCAAGT 
CATGTTGTAT 
GACGGAGTTG 
CTGAATCATG 
AAGCGCATCC 
ACCTGCGAAG 
GACTCGAATC 
ATATGGCCGC 
GTTGCTTCAT 
AAGACTAGAT 
GAATCGTTGT 



GGCTACCGGG 
GCTCATTAGT 
TCATATCGAA 
CATCGGACTG 
GGGACX5TGGT 
AGGGTAAGCA 
TGCCAAAGTC 
ACTTCGGGCC 
CATCGAGATG 
GATTGCGGGA 
ATTATATAAT 
CCTCCTCCTT 



ACGGCCAGTA 
TGCCGTCACA 
GGTGGAAGGC 
GGTTTTGGTG 
GATCTTCCGC 
GTATGATACG 
GCACATATGG 
GATTTCGACG 
GGGCGCAGAC 
GCCGGGGTAG 
GTCGAACAAC 
GACGATCTCT 



GAGCATCCAG 
TGGCTGCCCG 
CCCTCGATGC 
TGGAAGCTTG 
TCACCCATGA 
GTGCGCACGC 
GTCGAGGGGG 
GGGCTTGTGG 
CTGCACGAGG 
GCGAACCTAC 
GTGCTGCACT 
GGGAAA 



AATAGATGTT 
TGTACATGAC 
GCCCAACGCT 
GAAAGACTAA 
ACCCCAAGAA 
GGTATCCTTA 
ACAATGTCAC 
TAAGCGAGGT 
GCATGGGTCG 
CGCTACGTGT 
GCGGCAGAAG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



30 1585RP 



GATCCCCGTT GTTGTGCACG TGTGATTCAA TATATACATA CTGCAAGTCT GTACATGTGC 60 

TCTATTATAT ATGGTGCTCA TGTTGCGCTT ACATTCTTTC TTTATACAGT TCATGTCCTT 120 

SgTCGTGGC ATACCCAGTG ATCCCCGTCA TACCTGGTAA CCACAGTTTC TATAATCATT 180 

CAGGCTGAAC TGATCAATGG AGCTGCGTTT GCCGAATTTG ACGCAGAGGT TTGTATACAC 240 

35 StTGATGTCC GCCCTCGTAA AGCCCTTGCT AAACGTGCAG AAGCAATTCT TCCGTTTGGA 300 

ACACGAAGTG CAAGGCTTGA ATGCTATCAA CTTATCCACA TGCTTCAGCA GCGTCAGTTC 360 

CTTTGTGAGC AGCGCCTGCC TCACCTCGTC TGGAATCTGG CTAAGCCACT CGTTTGCCAG 420 

CTCAGACACA TTTACCGGTG CGTGAAGCAT CTCGTTGAAC GAGCCTGTGA CCGAGGCGTC 480 

CTGGAACAGT ATCGTGATCG TGGCGTCACA CTTAATCTTC TTGGAGCGGC AGATGTCGCA 540 

GCTGGGGCCC GTCCGCTGAC GCTTGTACTT CGACGCCGTG ATAACGGTTG GCTCCTGTAG 600 

CAGCGAGTTC GGTGGCGAAC AGTGCGCTGC ACGTCCCCCG TTGGAAGCCC GAAGCAGATT 660 
CCGACATCAG CGGCGACATC GACACGCCGC GCGCGGACTC TGGCGAGCGC GCGTGT 



40 



15 8 SUP 

45 GATCACTCTA CGGGGGACAG TTGATTGAGT CCAGTGACGT GAATGTCAGA GAGTCA CCAT 60 

TTTTCAACCT ATCACCCTCA TCGGCCAGCA TGAGTCCAAC CTTGCAGCCT TTTAAATTTT 120 

CTACATTTCG CCGCAGAGTC TCATAGGAAA TAATCAATAC AGGCTTGACT ACATTACGGC 180 

CCTGGGCAAT CGCCCACTGC CTGACGGACT GTGCAACCGA GCCGTTCGAA AGGGAACTTT 240 

TACGTCCATC GATAGCCAGT GGCGAAAGGG CATCGGGTCC CAACCACTTC ACAATCTCAT 300 

TAGCCCAGTT ATTAACCAGG GACGAAGGGC AGACAATGAT GCACTTTTCA ATTGTAGGAC 360 

GACCTTGGGA GCCCTGCCGT AGTAGCGTCC ACATTAACGC TATACATTGC AGCGTTTTAC 420 

CTAGACCCAT TTCATCAGCC ATAATACACC CATAAGCCCC CCTATTTGAT TCTCGAGTCA 480 

TAGCTGCATT GGCATCCAAG ATCTCAGGCG AAGGCGTCGG CGTCGGCGTA AGAATCGGCG 540 

TCGGCGTCTC CTCAAGCACC TCCACAACTA TTGGCTCACT ATCTTTACTA CCCGGATCCT 600 

TACCAGTGCC ATCGTCTTGC ACCTCGCCGG CTGCCAAGAG AGCCTGTGTA TCCAAAAAAT 660 

CCTTCATCGC CAGACCAGTC ACACAGCGGT ACAGGAATCT TACCCCTTCC ACTTGATGAG 720 
GGCGTTAAAT CCGCGCCAGA 



55 



410 



EP 0 866 129 A2 



1586RP 



GATCAGGCGT AAGGGCAGGA TATGAACTAT GGAGACGTCT ATTTTAAACT CAATGGCATA 60 

TAAACACCGC ATATTTCTTG TGGTTATGAT AACTTCAATT ATCGAATCAG TCGCAGCGTA 120 

GAGGGTTGGT GAGAGTTTAC CACGATATCC AGTTGTTGCT GCGCCCGCAG CACCAAATAT 180 

AACTGAGAAT TTAAGTTTCT CGAAGAGAGT ATGCAACGGG GGCTTGTCCA CTACGATTAA 240 

AAGAGCACCA GCTTTCTCAT GCCTTCAACT ATGTCAATAT AAATATATTG CAAAAGGCTT 300 

AAGCTCTGTA TTGAGCCCCG GAAATGTTTC TAGCAATGTA GCTCTCTCAT CTTCACATTA 360 

GGCTGCGAAT GTGCTGACCA ACTGCAAAAA CCCAGTCATA TCGTAAATAG TGATGATAGT 420 

CAGCGCGATA TTTAACCGCG GGTGCAAAAA ATTGATTTCG CCCAGGATCG AACTGGGGAC 480 

GTTCTGOGTG TTAAGCAGAT GCCATAACCG ACTAGACCAC GAAACCAACC TTGAAGAACG 540 

CACGCCGCGA AACCGACCAA CACAACCGGT GCAAACCACG TGCCTGACGA CTCTTTAGGC 600 

GTGTGCTAGG GGGGCGCCCA CTCGTACTTA TTTTATAAAC CTTGGATCCA GGTGCGTCCA 660 
TATACAGGGC GATCCGCGCC ATCTGCAGCA GCCAGGAACG CA 



15 

1586UP 



GATCAACAAA GTCAAATCCA AAATTGTGCT GGGAGAGAAA AAGATTCCGC CATCATTGGG 60 

CCTTTTCTAT AGCCATCAAT TCAACAATCG GTTAAGCGAT TTGAAGCCTT CAGCCCTTTA 120 

TGAGGGTGAT CCTGAGAAAC AAGATGGGAC TGCTAC CGAT GGAAGCAGCG GTAGTGTCCA 180 

20 TGGGTATGCC ACTGATGATG ATATCATTGT CACAGGCGAG AACACCGTTT ACAGCCTAAG 240 

CCAAGGGATT GCATATCATA TAGATGAGGA AGGAAACTAT TATTATGCTG GTATCGATCC 300 

GTTTACTGAT GCATTCGAAC AAGAGGCAGA TTGCTTATAT CATGAAAGTG AGGTAGAAAG 360 

CGTAAATGTC AACAACTTGG ACCATCTTTC TTCCGATATC AAGGAAGAAA ACATAGACCT 420 

CGATGGTAAC ATAGAATTGT ACGATTCTGA CTTTGACCAC ACTTCCCTCG ACCAGGTCCC 480 

GAAGGCTACA GAAACAATCG AAAAATACAA TAATAACCAA TACTACAAGA TGAACACGCT 540 

25 AATCACTGAC TCATCAAATT GCCAGGGCAA CACTGTAGCG CTCTCATCTG ATTATGGAAC 600 

AACTTCCGTG CATGTTGAAA ATGTCTCTAA TGAGAATTCC TTGGGGTCAT CAGGCTACAA 660 

GGAGATATTC CTGAAAACTA TGATGACTAC CTTTACGAAG GGGACGAAGA TGATTTCGAT 720 



30 

1587RP 



GATCATCGAG AAGGAGCTGG AGGGCGTGGG CATCCGGCTG AACAAGTCGC CTCCGGACAT 60 

CATTGTGAAG AAGAAGGAGA AGGGCGGTTT ATCGATCACG AACACAGTGC CGCTGACACA 120 

TTTGGACCAC GACGGGATCC GCGCGGTGAT GAGTGAGTAC CGCATCAACA GCGC GGAGAT 180 

35 TGCGTTCCGG TGCGACGCGA CAGTTGACGA CCTGATTGAC GTCCTCGAGG CTCCCAGCAG 240 

GCGTTACATG CCGGCTATCT ACGTGCTGAA CAAGATCGAC TCGCTGTCAG TGGAAGAGTT 300 

GGAGCTGCTG TACCGGATTC CGAATGCTGT GCCTATATCT AGTGGACGGG AGTGGAACCT 360 

AGATGAGCTG CTCGAGGTCA TGTGGGATCG CCTGAACTTG GTGAGAGTTT ACACCAAGCC 420 

CAAGGGGACC ATGCCCGACT TCAATGACCC GGTTGTGTTG CGGTCAGACC GTTGCACAGT 480 

GCGGGATTTC TGTAACCAAA TCCACAAGTC TCTGGTTGAG GAGTTCCGGA ATGCTTTGGT 540 

40 TTACGGTAGC AGTGTGAAAC ACCAGCCTCA GTACGTGGGT CTTGCACACA CTCTAGAGGA 600 

TGAAGACGTT GTGACAATTC TGAAGAAGTA ATGTCTTGGC ATTTATGCAT GGTTTCAATG 660 
CACACGTTCT CGCGCTGC 



1587UP 



GATCCTAATA AAAGCTTTTC TGCAATTGCT CTACCTACGC CTGGAAGGTC GCGTAGGGCA 60 

CACGTTTCAA ATAGATGTGC AGGAGATACG ACCTGCGTAT CACCCCCCTT AATTGATTCT 120 

TTAGTGCAAA CCAGATAGCC ATCAGGTTTC GCACGTTTGA AAGCCAACCG GGCTAGAACT 180 

AAGGACGGTG CGCACCCCAC GCTTACCGAA CAGCCGCCTG TGCGCTCTGC TACTTCTGAT 240 

CGGATGCGTA TACACAAGTT TTGACAACTA AGTGTATCGA GCGGCATGTC AATAACACAG 300 

ACAGCCTCAT CCACCGAAAT TGGATACACT GCGTCGAAAG CCTTTAAACC CTCCAATACC 360 

TCGTAGAAGG CATTCGAAAT CGTTTCGTAT TCATCGTAGG TATAGGGGAG GCAAACCAGT 420 

TGGGGGCACA AGTTCTTGGC TTTGGAGACC CACATGCCAT TTTGTATTCC ACATTCCCGA 480 

GCAGCATAAT TACAGGAGGC AACGTCCGAA GATGAACCCC CATGACACAC TGCCAACGGT 540 

ACTTCGGCCT TGCTTGGATA GCCCGCCTTG ATGCCTGAAA TAGTCGCAAA AAAGCAATCA 600 

AAATCCACGT GGAAGACGTG TGCTGGTGGA GCCCGCAAAT CATTTAGCGC ACCTTCATTC 660 
ATCCGGAGAT GCCTGTCGAG AAACTCTCGC GTAGAGCCGC CT 



411 



EP0 866 129 A2 



1589RP 

GATCATTCAA GCATATTTAT TAATTAGATG 
GCTGGACTTA GGGTTGTGGT AGTCCGTGGG 
CACTTGATGT ATTTCTTTGA GCTGTGTGCG 
TTGGCATCCT GCCCCTCAGC AATAACCATA 
GTTAGCTTCA TCTTGTGATA TTATTCTGTG 
TCTCTGCCAT AGAGATCAGG ACCTTGGTTA 
AAGGATCGAT GGACTGTAGC CGAGCACCTT 
ACTGAGAGCC AGTATACTTA CCGCTTATCA 
TGCTGATCTA TCATCCCACA CAGCTCGCCA 
GGCCACTACA GGATGAGCGT AAATCTCCAA 
GAACAGTAAC GTGCTTGATA TTACAGAATA 
GCTATTGGTC AAACTCAAAT TTAGTCAGGC 
ATGTTAGGCA CTCTGGCAGT A 



ACATTAAACT ATTAGACCTT GGTTTGGGTT 
TTATATATTT TTTGTAGACA GTCACCAACA 
ATAGGCTCGC ATTGGATGCG GCACTGCTCA 
GCGGCGCCCG CTAGAAGACC GAAAAAGTAG 
TTTAATTAAA TGGAACTTTA GTGCTCTGGT 
GATATCCGTG CCCTTATATA CACTGCTGCC 
CCAACTCAAA AGATCCGACA TCAATGTATT 
CACTAAACCC CATAGCCATG GTTACGAAGA 
CTGTAAACGG ACTTGAGGTG GGCGACAGAA 
CAGCTAGCAA CACATGCCAT TATTCTATAC 
CCGATTAGGT TTTTTCCTGC CAGACCAAAT 
TTACATTACC TGCGTACCTC GAAGGTAGCA 



1589UP 

GATCTTCTTG GCCATTATTG CAGTAGCGGT 
TCCTGCGCTT GAGCACCTGA AAAATGGCAG 
CGAGTGACTT TTGAGGCAGA AGTACAGGCT 
GACCACCGGT GGTGAAGGTG GTGGTACACT 
AGGACAGACA TACCGCCCAC TATAGCAGGC 
CCAGTAGATT ATTGTCGGGG TCATGCAGTG 
GTAGTCTGCC ACCATCGTGA TACCCGGAGC 
GTAATGGGAC AAATCCGGGG CCGCCCCGGC 
CCGGCCTTTG CGCTCCTCCA TTCGAGTCTT 
CGTTTGGGCC TTTAGGGCTG TACGGCGGCG 
G T AC GGAGGC GGTGCGCCTT TCGGATCCTT 



AGGCGGGCAT ATGAAATGAG ATCGCGGACG 
TAAAAAGAAA CGATCCCCGC AACATTTGTT 
TCAGCCCCGC GCTGCTTTGC TGTGGATTCA 
GGGGTCAGCT ATGCTCTCAC GCTGCAGTCC 
CGATCACATA CATAAGTAAG AAAATTAGCC 
CTGCACCATT GCGTGATGTG GTGTTGCCGG 
CGCCAGATCC AACCGGAGGT ATAAAAACTG 
CGCCGCCTCC GCCCCCGTAA GAAGGCAACC 
TTGGGCTGTT CGGTGGCGGC TGTGCTCCGC 
GCTGTGCCCG CCGTTC G GGT CTTTCGGGCT 
CGGGCTGTAC GGAGGCGGTG CTCCTTTCGG 



ATCCTTCGGG CTGTATGCCG GAAGAACACC CTTGGG 



412 



EP0 866 129 A2 



1590RP 



GATCATAATG ATTTGTCTTA ATTCTTTTCT TAATTATTCA TTAAATAATT AATTAATATT 60 

TTATTAATAA AAAATATTKA KAKKKATGTT CGTTTATGAT AAATTCTAAA ACTTTGSARC 120 

5 ACGAACTGAA GACAACTATG TAACGCCTGT AATTAATTAT AAATTATTAT AATTAAATAT 180 

TCAAAAAATG GTAAGATTTA TCGAGGATTA TCGAATTAAA TAACATGTTC CACTGCTTAA 240 

GTCTGTAACC GTCTATTGTT TTGATTTTTA TTATTGCTAA CGTAGTCATC AGGCGGAATA 300 

CTTTAATTTT CATTTAATTT ATTCTTTAAT TAATAAAAAA TAAATAGGTA TTCATTGTTT 360 

ACTGCTAAAA CTACTCGGGT ATCGAATCCG ATTTGCTACT TTAGCCTTCG TTCCTCAATG 420 

TCAATTAATA TATAATTTAA ATTTTCACTT TATAAGTCTT ATTCATATAA TTATTATTTC 480 

10 ATCTTTACTT GAATAATTCT TAAATTATTT TTATTAATTC TAATTATTAT TTTAAATAAT 540 

CATTCTACGA AC CCTTT AAG CCATTACGAT TAACGCTAAC CCCCTTTGTC TTACCGCAGC 600 
TGCTGGCACA AATTTTGGTT GGGATTATTT AATTATATAT 



1590UP 



GATCTATTAT TAGAGGTAAT ACATTTAAAC TATTATCTAA ATTCTTCTTC TTCTTATTTA 60 

TTCTTAACTT TATCTTATTA GGTAAATTAG GTGAATGTCA TGTTGAAGTA CCATTTATTT 120 

TAATAGGTCA AATTTGTACA TTTATTTATT TTGCTTATTT CTTAATCTTA GTACCTATTA 180 

TTTCTATAAT TGAAAATATT T TATT TTATT TACTA AATA A AAAATAATAA T TAAA TAAAT 240 

AATAATAATA TTCATTAAAT ACTTTAATAT TAATATTTAT ATATTATACT TCTTTATCAT 300 

TTATGAGGGT ACCTCATATT GCTGACTAGC AATAGGGGGG TGAACCC T AC GCACCTAAAT 360 

GATAAGAGTT TATCATTAAA TTATATACTA TATATTATAA GTAAATTATC AAACCATATA 420 

TAAGGTATAT ATATTAAGAA AGTTTGACTG AGTGGTTTAA AGTGTAATAT TTGAGCTATT 480 

ATAAATCTTT ATGATTTCAT AGGTTCGAAT CCTATAACTT TCGTATTAAA TAATTATTTA 540 

AAATAATTAA AAATAGTTAA TAATAATGAG AACATGATGT TGGTTCAGAT TAAGCGCTAA 600 

CTAAGGACAT TACACATGCG AATCAAACGT TAATATTATT AATTAATAGT ATTAATAAGT 660 
GGTGTACTCG TGAGTAAAAA TTAAGAATAA TGAACTTAAA TTTAACTAAA TAT 



1591RP 

30 GATCATAAGC ATCTTTAGCT CCACTATCCA TGTCTGAAAT TTGCAGCTGA TAATAAAGTG 60 

GTTGTGTGGC CGAGCGGTCT AAGGCGCCTG ATTCAAGTGT ATGCTTACAG CTGTTACAGT 120 

TGGACACTCA GGTATCGTAA GATGCAGGAG TTCGAATCTC CTCGCAACCA ATTATTTTTT 180 

TTTTTTGGAG TTCCAATGCA ATATCAATTC TACTGCTGCG AAAAGGTCTC GTCAGCAGAT 240 

AAAAGAATAT AGAATATGTA TATTTATATA CAAGAAGCGT TAACTGACTT TTTATTGTTA 300 

TAATGCCATT CGAAGAGATA TCGCTTATTA ACAGCAATAC CCCCCTGCAG GTCCCCGCCA 360 

35 ACCGTTGTCC AGTGATGCAA AATATATACC TCGCATGATA AAGAAGGCCC TTCATATCAA 420 

ATGGCCCAGG CATTAATATC ACCGTTCGCG CGGCCTTCAA CCAAGTAGCC ATCTTTATAT 480 

CTGACATATT CCACGGCATT CTCACTATGC TCATCACCGC CGCAAAACCA ATGCTTCTTC 540 

TCTTGCCGGT TGTAAACCTT CACTGTACCT TCCTGGTTAG CGACAACTAT CTTATTCAAG 600 

TCAAACTGCA AACATGTCAC CGGGTGTTCA TACGAAAATG TATCAGCCAA TGTACCGGTA 660 

CGTAGATCCC AGATCTAATG CTGTTATCCA AGGAACCAGT CACAAGGTTT AGAGAATCAA 720 

40 



1591UP 



GATCCCCAAT GATCCCTCTC CGGGCTACAA CATCGAGCAG CTCGCTAAAC AGTGCAAGAA 60 

CAAGGACAGG CTGGTGGAAC TGCCTTATAC TGTGAAGGGG ATGGACCTCT CCATGAGCGG 120 

TATTCTCGCC CACATCGACT CGCTCGCGAA GGACCTATTT CGTCGAAACA CGAAGAACTA 180 

CAAGCTCTTC GACCGCGAGA CCGGCAAGCA GCTCGTCACC GTAGAGGACC TGTGCTACTC 240 

CCTACAGGAG CACCTGTTTG CCATGCTCGT GGAGATTACC GAGCGTGCCA TGGCACATGT 300 

GAACTCTAAC CAGGTGTTGA TTGTCGGCGG TGTGGGCTGC AATGTCCGAC TGCAGCAGAT 360 

GATGGCGAGT ATGTGCCAGA GCAGGGCCGA CGGCCAAGTT CATGCGACGG ACGAGCGCTT 420 

CTGTATTGAC AACGGTGTCA TGATTGCACA GGCTGGTCTA CTTCAATATC GCATGGGCGA 480 

TATAGTAAAA GACTTCTCAG AGACCGTTGT CACGCAGAGG TTCCGGACTG ATGAGGTTTA 540 

CGTATCGTGG CGCGACTAAG TGTGTACCAA GTTTAATAGA AGTTTTACCG CCCTAATATA 600 

GCTGTTAACC ATCAGTGGCC TGCGATCAGC TGGTCCAGAA CAGTAGTCGC CGGTGGCTGT 660 
CACCAGCCTA CGGGCCCAGC GCCAGGTATC CTGTTCG 



55 



BNSDOCID: <E P 0866 1 29 A2_l_> 



413 



EP 0 866 129 A2 



10 



1592RP 

GATCAGGAAC 
CTCGTCGTCC 
TGCGCTTGAG 
TTCTCTGCTG 
CAGCAAAGGG 
TACAAGGTAA 
GAACGCATTC 
TCTGCAATTG 
AGGAACTCCT 
AAGGCAGAGG 
CAAATCGCCT 
GAGGAAAGA 



TCGCAGACCT 
TTGACCATGT 
GTCGTACTCC 
GATACGGATG 
GTCGAACGAC 
GCAGAGAAAA 
GCTTAT TTGT 
CCCGTCTTTC 
TTGTTTCCTT 
CTGGGATTAC 
GGATTGCTTG 



TGGCTCTCTG 
TGCCGTTGCA 
TCGGGGATGC 
TGGATGTAGT 
TTGAGGTTTT 
TTTTCAGCTG 
GAACCATATT 
TTTGGCGTTG 
GGGTAACACT 
AATGAGACTC 
AGCTGTTTCT 



GTCGCCCTGC 
GCCAAAGTCC 
CCTGCACGGT 
TGGAGGAGGA 
CGATAGACAT 
TCCTTTTAAA 
CTTATCTGTA 
GGACAACGCT 
GTTCTTCTTC 
GTCACACATA 
TCAATACYTG 



AACTGGATGA 
TTCOGCAAGA 
GGTCAACGTT 
GGCTTCGTCG 
GGTGGCGGTG 
AGCGCGCACC 
TAGGTGTTAA 
TCCTTTCAAA 
GCTGTTTATC 
CTTCACCTAG 
ACATTTGAGT 



TCTCGCCCAT 
CCTTCCAAGA 
TTTCTGCCGT 
TCGCCGGTGT 
GGGTGTGAGG 
TCGCGTCTTG 
CCCGCATTTC 
CACACTTTCC 
TCCTGTTAGT 
CAGAACACTG 
TGTGGGGAGC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



15 



25 



1592UP 



GATCCACTTG TTAACGTCGG CGCCGCCAAT CCTCATCCCT CCATATGTAA CCACAAGTGG 60 

T^TATCCC AACAATTGCA GCTCAATTGC CATCAAGTAC GCGTATCCCC CGCCTAGAGA 120 

ATGGCCAGTT ATAATTACCT CATAGTCTGG ATGAGCATCA TGTACTGGCT TAAACGCGGA 180 

ATAGATATCG TTGTACGCCA ACTTAAATTG CTCATATACG CCCGAGTGTA CAAAGCAATC 240 

20 TCCCGTACAC TTTCCAGCGC CACTAAGTGG CTGGTATGGA ACCCCAGGAA AAATGAAATC 300 

CACAATCCAA TCTTGAATTG TTACCGACCC TCTAAATATG ATCGAAATCT GCTTAGCCGT 3 60 

GTCATTTATT GCTATCATGC TATAACAGGA AAACTGCCCG CGGGTCATGT CCGGATCAAA 420 

AACTTTAACT ACTTGAGTCC CTGTTGTTCC ATGTACCACT TACCGTCATG AAAAGGGTCA 480 

GTGAGTATTA AAGTATTCAC GCAGTAAACG CTGTTAGTGA GATATGACAC ATATTTCAAT 540 
GTATCAAACA TCTCATCAGA GAAAGAATGG ACATGAAGGA AAAAAGGC 



1593RP 



PATCGAAATA GACAACTCTG CAACGGTGTC CAAATGGCCC AGCAACTTCC AGGAATAAAC 60 

30 ACAAGTAGAC CATAGCATCC AAGTACCTAT GCTCCTCGCC TTACTATGTC TTTGGAATGC 120 

AAAGGACCAA ACGTGCTGCA AGACGGAGGG AGAATTCTTC AGAAGAATTA CATTATACAG 180 

GCTCGAAGGT GTGACAGCGA ACCTATCATG GTCCTCCTTT GTCGGTTCTG CCAAAAGAGA 240 

AGACCAGACC TCTTCAAGGG TGACTGCAAT TCGTTGTCTA AGGTCGCCAG TGACACGAAC 3 00 

AACCGCTTTT CTGGGCAAGT CAGCGAGTTT TATCGTACTA GTAACCCGGT TATTTCCCAC 360 

TAGGAGCAAT GCATTCAAAT AAGCAGCCCA CAGTTCCCAA TCAAATTCAC TGGCATTCCC 420 

35 ATCTGGAGGA ACATTATATT GGATTAACAG ACTTTTGTAC ATTTCCAATA TAGTAACGCA 480 

TGTCCTCAAA AATAGGGCAT GTAGTGAAAT CCACTTACGG GAGGGCATGT ATCCATCTTT 540 

GGTCAATATT GTTACAGTAT TAACGGCACT TATAATATCT TCCTTGGTAA ACCGCGTAAT 600 

GTTAAATACA GATGTTAAAA TAGGATCATT GGCGCAATCT TCCACAACTT GTATAAATGA 6 60 
GCTGCCATGT CCATATATTT CTTCCTACAA TTTGGGCTAA AGTTGCCAAT ATAGTACC 



40 



1593UP 



GATCGATCTG TTGTAATTTG GACACGGGGA GCTGCAAGCA GGGTAACGTA TGAGGCGTGC 60 

TGTGGGGCCT GGCGATGGCT ATAGATAGGG TCATACCACA TCATCGGTTT GGCGGGGTGG 120 

TATAGCATTT GGAGGACAGG TTAGCCCGGA GCCACAGCAT AGACAGGTTC ACGAGGCTTG 180 

CAGCAGAGGA AAAGATGGGC AAGCGATTTG ACTGGCAGCC GACGGGGAGG CTCGTGCGCG 240 

GCCGGATTAT CCGGGCGTTT TTGCCCTTGA AGCGGCACCC GCAGCAGCTG CTGGACAACC 300 

CGAACTACAC GAACCTGTAC CCGGGGGATG AGGTGTACAG CTTTGAGGAG ACGGCGGACG 360 

GGCGATGGTG TCGCGTGTAC CAGGTGGTCC AACCGCTGCC GGAGGACTTT ATC TCGACCA 420 

TGAAGCGGTT CTCGGACAAG CTGCCGGAGG AGCAGCACCG CGTGGTGGTG TGCCCGAAGG 480 

CGTTTGTGCA CTGGTATGAC GACGAAGTGG TGACCTTTCC GTTCCTGGAC CTGCCCGACG 540 

50 AGCGGGAGGT GAAGCGGGAG GTGGCGGAGA CGGACGTGCC GAGCCTGCAC GACCTGCTGC 600 
ATAGGGACGA CTTGGGGGAC CTGGAGCTAT TCCGGCAGCT GCGGCGGACG CG 



55 



414 



EP0 866 129 A2 



1594RP 



10 



GATCAAGACT 
GCGGGCGTTC 
GTAGGAGGAT 
GAAGTTCTCA 
TTTTACCACG 
GCGCACGAGT 
CTTCTCCTCG 
TTCAGCAGTA 
ATCTGACTCA 
AACCTGCTCC 
ACAAGACCTA 
AACCAGGAAG 



GCCGAACTGC 
ACCAGGCGGT 
TCTAGAAGAC 
TCCGCAAAGA 
ATGGTATTCT 
CGGCTCATAG 
CGTTGGGCAC 
CCGTTGGTGT 
AAAAGTTCTG 
CAATGCGTTG 
CCAATCCTGG 
CCATCCAACA 



TAGTTTCCTG 
TACGCAACTC 
TGGTAAGCCG 
GCTCGCTAAG 
TAATACTTAC 
GCTTATCCTC 
GCTCGACTTC 
TGATTQTGGC 
TGGCAGTGGT 
TCCCGAACTT 
CAATGGTGTC 
TTTCGTTCAG 



CTTCATGAGG 
AAAGTCGTCA 
GATGGCGTTT 
CGACTCTATC 
ACGGTGCCCA 
TTCAGTACTG 
CCGATCAACA 
TACTGATGGC 
AAGCTCAAAT 
GTTGGTGTTC 
ATTTTCCTGA 
TGAATCAAAG 



TTTGGAATCT 
TTAAAGTCGC 
TTGAAGGGTA 
ATAAGCAGCT 
ATCTCCTCGC 
GCGTTGCCAA 
TCACTGGCAC 
TTTCTTCCAC 
AACCGGGCAA 
TGGATAATCA 
CAGATGCAAG 
TAATGCGTAA 



TGTCCACGAT 
GAGCAAACCA 
TTGCGTTTGC 
GCAGGACACA 
TGCTTTTCGT 
CATCCTCGCC 
ATGATTGGGT 
GCTTCAATGG 
ACGAGTTGGT 
ATTGCTGCAG 
AGACTAACAA 
CAGGGC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



75 



1594UP 



20 



25 



GATCTGAATT 
ACATGAAATC 
GCAATGACCC 
CTAATATTGT 
TCACCGCATC 
ACCTATCGCA 
AGCAACTCCA 
CCGTGCTAAG 
ACCACAATAG 
GCTCTTTCAG 
CGGAAGCGAG 
CAGAACTGCA 



TAAACGTGAG 
TTCTACTCCA 
GAGAACCTTA 
CGAGACTGTT 
ACAGCGTGCG 
GTTGCCTTTA 
ATTCCCGGTG 
ATCACTAAAT 
GGCATCTGTT 
TCACACTATG 
TGAGGATATT 
AAAATGTATT 



ATACCCGTTT 
CATCAGAAGA 
ATTGAATTCT 
GTGGATTATT 
TACTATGATG 
TTATCCATAT 
GAATTTGCGC 
TCTTGGGCCG 
GGCTCCAGTA 
AACACAACAC 
GATGATCCCA 
CGGTTATTCA 



TTCTGACAGA 
GGTATTTTTT 
ACCTAAATTA 
TGACGCGACT 
AACAAGTGAA 
CTAATGTTAG 
TTAAAATGAC 
ACAAGGCGAC 
CGATTGAAAG 
CTGTAGGAGA 
CACAGTTTGA 
ACTTC 



GATATATTTC 
GAGTGTTATC 
TGACTGCGAC 
GGCGCTAACA 
CAAACCCCTT 
CAGTATGTCT 
CTCGTTGAAA 
GGCTCCAAAT 
GAAGCACTCT 
CCAGAATAGT 
AAATTTGAAG 



CCTATATCTC 
CAACGACTAT 
AGTAGTATGC 
CGTGTCGATA 
GCAACGTWTA 
GTTGCTCCAC 
TGTATGTTGG 
GGCACATTAA 
TCGGCTTTTA 
GTCCAACAAT 
TTAAGGAAAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



30 



35 



40 



1595RP 

GATCTTGCTG 
CAATATTTTG 
CTGTTCATGT 
GTTATTATCT 
ATAATGGTAG 
GAAGATCGTG 
GGACACCGTG 
CCGCGCGAGC 
GCTGAACAGC 
CAGGCCTTCC 
TTGCGGCAGA 
GACTCTGCCA 



CTATCCAGAA 
AGCGTCGTTT 
TCGCTCATGA 
TTCTTCCAAG 
AACCGCGGAC 
CGGCCCTGCT 
CCCATAACGT 
TCAGTCTCAA 
TCCCGTGAGT 
CAATACATGT 
ACACGCACGA 
TCCCGCCAGC 



ATGGGAAGTT 
CATAGCTCGG 
AAGGTGTCTC 
ACAGACGCAC 
TCACAGAAGC 
TCTCTATCAC 
GCTTCTGCAT 
GCTCGTCGAT 
TCACGTCGTG 
AGAGCACTTC 
CTTGCTGACC 
TTCAAGCAAA 



CTTAGACAAC 
AAGACGCAGC 
TATCAAATCT 
ATGCCGCAAC 
GACGACCGCT 
AAGATGGAAC 
GAACAGCTGC 
CCGTCGCAGC 
CGTAAACTCA 
GGCCGCGCCT 
TTCCGCCTGG 
ATGAGTAGGC 



GGGGAATTAA 
AGAAGCCCCC 
AGCTCCATCA 
TTCGTCAGGA 
CGAAATGAAG 
TGCGAAAGTC 
GGTACCATCT 
AGCTCCACAT 
GACAGGTACA 
TGTTGCACTT 
TTTTCACAAT 
TATATTATT 



GCCCCTTTTC 
CCAGTAGTGT 
TCGCAGAGTA 
TTACAGTAAA 
TCGGCCCGTA 
TGTTCACGGG 
CGCTCTTCAT 
TGGGCGTCGA 
CACACTCGGG 
GACGCGCCGC 
CTTGCCATCG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



1595UP 



45 



50 



55 



GATCGCGGAC 
CCGCAAGGGA 
TCAAGGAGCG 
GCGCGCGCGA 
CCACCTGCCT 
TCAAGCTGTG 
ACGCGGGTCC 
TCCTCTCTGC 
GCGCCACCTT 
ACGACGAATT 
GGACACTAAA 
GCTATTTTCT 
CGCTTACGCT 



GTGGAGCACT 
CACGCCATCG 
CGTCGCGACG 
CTTCGCGACG 
GGACTCATTT 
TCATCTGATC 
GAACGCGGTG 
CGTCTTTGGC 
CGCCGCGCAG 
GCACAGAAGA 
TCCTCGCTCA 
GCTCTGTATA 
T 



GGCCGGAGAT 
ACGAGCGGTA 
GTGGTGCCGC 
TTTGCGCGCC 
CCGCCGATCT 
AACGAGTTCT 
CTCTATTACT 
GCCAACGACG 
TTCGACGAGT 
ATTGCCCGCC 
TCGACCCGAG 
CCCTGCCAGA 



GCGCGCGGCC 
TGCAGCAGAC 
GGCGGTACGG 
TGACGATGCA 
TCTACATGAA 
ACAACGAGAC 
TGGCGGAGAA 
GCTGGGAGAC 
GCGTGCGCGG 
TCATCTTCAC 
ACGGGCCTGC 
CGCGCTATAT 



ATCCTGGTGG 
GGTGCACACG 
AGAGATGGCG 
GGACTCGAAC 
CGACACTTCG 
CATCGTGGCG 
CGAGGCGCGG 
CACOTTCTCG 
CAAGCTTGCG 
GAAGGTCGGG 
CCCGCTQACG 
ATATAGAATA 



TTTCTGCGGA 
TCGGACCTCT 
GCGGCGATCC 
TCGTTTCACG 
CGCCGGATTG 
TACACGTTTG 
CTCTGCGGCT 
ACGGAGCAGC 
ACGGACCTGG 
CC AGGGCC CA 
CTATTCTCCT 
TGCATTGCGA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



415 



EP 0 866 129 A2 



1596RP 



GATCGACAAT 
ATGGGAGTGG 

5 GGGGCGGCCG 
GATTCAGACC 
TGCTGCACCG 
TCAAGAGGGC 
GGCACATCAT 
TGGAAATTTG 

10 TGTAAGGAAA 
CCTGGTATTC 
CACACCGCCT 
TAAAACGCGC 



CTGAGCGAAA 
AGCAACCGGC 
GTGTATGAGG 
GCATTGACCA 
AGATCTGCGC 
GAACAGCAGG 
GTGCTGGATA 
TCCGCGAGCT 
CGCATTGGTC 
GATAGTGATG 
GGTGCGGAAC 
TT 



TATTTAGCAC 
TGTCCATACT 
ACGAGGAGCA 
GCAAGTCAGA 
GCTTCGAAGG 
CCGTCATGGC 
GCATCATATA 
TACCTTCCAA 
TCGAAGGCGC 
AAGATATACC 
CGGGGGCATA 



GACATGCTAC 
GGAGGCCAGG 
GGGGTACAAC 
TGAAGGCGAC 
GAAAGGCGGG 
ATTCAATAAG 
CTACACAGAC 
GACCTCCTCG 
AAATGATGTC 
CAGAAC CTAA 
CATTCGTTTT 



ATGGGCTCTA 
CGCCAGGCGC 
TTTGCGCGAT 
ACCACATCAG 
CCCCAATCCC 
CGAATGGGCA 
AAGGTGGTGG 
GCGACAAGCG 
TTTGTATACC 
CTACTTGTGT 
ACACAAGAGG 



CGGTGATAGT 
AGAGCATTCT 
ATGCGCTGAA 
CGACTACCTT 
CAGTCTATGT 
CTCGAGCGTT 
TGAAGGGGCT 
TCAGGGGTCG 
GCACAAAAGA 
CGATATTTCT 
GGTTGATGCA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



15 



20 



25 



1596UP 

GATCTTCGTA 
TGCTACAGCT 
GACAATATAA 
GTTCTTGGAT 
AGAAACATTG 
CAAGACAAAA 
CAAAATAGTA 
CAATAAAGTG 
TTCCAATTCC 
CGAACCACAA 
TTTGTTCGCA 
AAAACCAGTT 
GT 



TCCATGTCGC 
TTTGAGCCGA 
GTACCATCTG 
ACAGCAGTCT 
AGCAGTTCAG 
ACAACGTCCT 
TTGTCCTGGA 
TCAGATTTAG 
AGCAATGTCA 
TTGCAAAATT 
ACAGAAATAA 
CTAGGAGCTC 



AAAGCTCCTC 
TAGAATTGGA 
TCGATGGGGC 
CATTTAATAA 
AGAGTGAGTT 
TCCTGCTCTC 
TCACGTTCAA 
GAGACAGAGT 
AATACTGAAC 
TTTGGATGAG 
CAGATCTCGG 
TAATCCATAC 



CAAAATCTTT 
AATACCATTG 
AGAGGCTTTA 
TAATGCCTGC 
CGACTCAAAG 
ATGAACATCA 
AAATACCTCT 
GTGGATTAAT 
CTTTATGAGA 
GAAATGTACC 
TGTGTCAAAA 
TCCTCATTTA 



TCGTCTCCAT 
GAGATTGCTA 
TCAAGAAGGT 
TCACCACTGG 
TTTTCGGTCA 
TAAGCCTTGA 
AGAATTAATG 
AATGATAAAA 
ATGTAATACA 
TCAATAGCAG 
ATAATAATTC 
TGCAATTGCT 



CATGAGAGGC 

TTAGTAGGAA 

CCATCAGCTT 

GCAAAAATTC 
TTGTCTCTAA 

AAACCTCGAG 
CCTTCCTCCA 
TAACTTCCAA 
TCTGGCGCTA 
CGGCACCGCC 
ATAGTTCAAT 
ATCCAGCAAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



30 



35 



40 



1597RP 

GATCCATCAG 
CTATCAGCAA 
TCAGATAAGC 
TTTGATGCCC 
AAACTCTGGC 
CGTAAATGCT 
TGCGCTATCC 
TGGCTCATCA 
ACCGCCAAGC 
GAAAAAATAA 
TGTACTCATT 
AAATGGTTCC 



CGCGGCTACG 
AAGCTCAACA 
GCTGCCARCG 
AAGAAGAAAG 
AACAGCTCCA 
CCCGCCGCCG 
GCTAACGGTA 
GCAGGGCCCG 
AGTGGCGGAA 
TATCATGCGA 
TAATTAATTC 
TAGCGGGATC 



GAAATCCTGC 
GCATRCACGG 
CACTCGATGA 
ACCAGCCACC 
CGTACGGCGG 
ATGACGGCCA 
ACACAGCCCC 
GTTTGTCACA 
GCGTAACCGA 
CCTATCATTT 
ATTAGTGCTG 
GAACCGCT 



CCATAGAATG 
GTCGCATGCC 
CGGGAATACC 
GCAGCAACAG 
CAGCCCTGCT 
AAACGCTGTG 
TATGTCGGGA 
ACAGTCAAAC 
AAGAAAGCCA 
ACACATATTC 
CCACTGCTGC 



ACTCTCCAAA 
CAGCAAAAAC 
ATCACCGCAA 
GGACCCTATG 
GCCACCGCGC 
CCACAGCCGC 
AACTCGGTTA 
TCTCTGGACT 
AAGCTCGCTC 
TAACGTTCCA 
AGACATGTGG 



CCCCTCTGAA 
AGATCCAGCG 
TGGTCCAGCA 
GCTCTCCGCC 
CGTCTGCATC 
ACAGCGCCCC 
GCCTTAGTAA 
GGAAGCAGAC 
TATTCGCTAA 
CCTGTGTTAG 
CAAGAGGCAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



45 



SO 



55 



1597UP 

GATCGAGGCA 
AACATCTTAC 
TTGGTGCTCG 
GAAGACAAGA 
AGCGTAGAGC 
CGGCATTCTT 
GCCCACCAGA 
TTGCGTGGGT 
GAGGCGCAGC 
ACCGGCTGAA 
TTATCGCATG 
GATGAACCTG 



GCCGTACCGT 
GCTGACTACA 
AAGATATGAT 
CCTACAGTCA 
GTAGGAGATG 
TTTATTTACT 
TGGATCGCGG 
TTCACCTGCA 
GCGCGCAAAC 
TTGGGCTCCC 
GTGTTACTGG 
CCATCAGCTC 



CTTTTGGTAC 
GTTCCTGGAC 
GTTCGGAATT 
TCTAGCCAAC 
CTCCACGCGC 
TGATTAAACT 
GCGCGGTGAT 
TCTGCACAAG 
AGGACGTCAG 
GGCAAGTCCT 
CGTTGCACGT 
TCCGCCAGGA 



GCATGCGCAG 
ACACCACCTT 
TTTCAC TCGC 
ATAACGCCCT 
CCCGGTGCGT 
CTTGGCCAGT 
CCTGCCCCGG 
ATGTTGCTAC 
TCTGACGCGC 
GATTGCTACG 
GACCACACTG 
CGGTCACAAC 



AGTACTGCCG 
ACAGCTTTGG 
CGTCCGGCCT 
GTAGTCGGGC 
ACAGAGAAGA 
CTGGTTTCCA 
CGATAGCGGG 
GGCGTAGAAG 
TACTTCGCCC 
TTGAGTCATA 
TGGCGTCCTT 
AGGCAOCAGT 



GATACAGCGC 
GCCTGCGTTA 
GATGAAACTG 
TCTCGAACCG 
ACAAGACCGC 
CTGACAAAGT 
CGACCGGAGC 
CAGCGCGTGG 
GCGCTGCTGC 
GTCTCAGTAA 
TTGGCCCACA 
AC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



416 



EP0 866 129 A2 



1598RP 



GATCCTCATA ATCATAGTAC AATATCATTT CCAATAAATG GAATAGCACT AAATAAATTA 60 

GTAATAACAG TAGCACCTCA ATGTGACATT TGTCCATATA CTAAACAATA ACCTAAGAAA 120 

5 GCTGCTGCTA TAGTTAAAAT AAAGATAATA ACACCAACTG TTCATACAAT AACTCTAGGT 180 

GATTTATAAG AACCATAATA TAAACCTTTA CCAATATGAA TATACATACA AATAAAGAAG 240 

AATGAAGCAC CATTAAGATG CATATATCTA ATTAATCAAC CTAGTTGTAC ATCTCTCATA 300 

ATATGTTCTA CTGATGAGAA AGCTAATTCA ATATTAGATG AATAATGCAT AGCTAAAAAA 360 

ATACCAGTAA GAATTTGAAT AACTAAACAT AAACCTAATA AAGAACCTAA ATTTCATCAA 420 

TAATTAATTG ATGATGGTTG AGGTGAATCA ATAACATAAC TATTAACTAA ATTTAAATAT 480 

10 AAATTTGATT TTCTATATGC CATATATTTT ATTATTAAAA TATTATTAAA TTATTATTTA 540 

ATAAATATTA GATTATAATA TAATTCTTTA TAATAAATTA TATTATTTAA TTAATATATT 600 

AATTTATTAT TTATTATTTA TTAATATTTA TATAATCTTT ATAGGGAATT GAAC CTAATA 660 

AACCATTAAG ATTTAATTAT TTAATTATTT AATTTATTTA ATTATTTAAT TTATAAATTA 720 
TTAATTAGAG AGATAAGGGT 



75 

1598UP 

GATCTTATCG TCTAATGGTT ACGACATCAT CTCTTCATGT TGAAAATATC GGTTCAATTC 60 

CGATTAAGAT TATTAATATA TTTTAATAAT TATTATAATT AACAATATTA ATTAGAGGGG 120 

P0 TACCAACATA TTGCTAACTA GCAATAGGGG TGTGTACCTT ATCTCTCTAA TTAATAATTT 180 

ATAAATTAAA TAATTAAATA AATTAAATAA TTAAATAATT AAATCTTAAT GGTTTATTAG 240 

GTTCAATTCC TATAAAGATT ATATAAATAT TAATAAATAA TAAATAATAA ATTAATATAT 300 

TAATTAAATA ATATAATTTA TTATAAAGAA TTATATTATA ATCTAATATT TATTAAATAA 360 

TAATTTAATA ATATTTTAAT AATAAAATAT ATGGCATATA GAAAATCAAA TTTATATTTA 420 

AATTTAGTTA ATAGTTATGT TATTGATTCA CCTCAACCAT CATCAATTAA TTATTGATGA 480 

AATTTAGGTT CTTTATTAGG TTTATGTTTA GTTATTCAAA TTCTTACTGG TATTTTTTTA 540 

25 GCTATGCATT ATTCATCTAA TATTGAATTA GCTTTCTCAT CAGTAGAACA TATTATGAGA 600 

GATGTTCAAC TAGGTTGATT AATTAGATAT ATGCATCTTA ATGGTGCTTC ATTCTTCTTT 660 
ATTTGTATGT ATATTCATAT TGGGTAAA 



1600RP 



GATCTAAAAG AATCCATGTA TGTACACATA TTACGGAGGG TTAAGGTGAC GAACGGTAGC 60 

TACAGGCCTA TAAATCTGGG TTCCTTTGCA AAAGTTCATG CAACTCATCT GGGACGTTGC 120 

GCCAGTCTTC GGCAATCCAT TTCCTTATCC TATCCTCATC GGCCTGTGCT AGTATATCTA 180 

CTTCAAGAGA GCTCCTGGCA CATGTAAAAT TGCCAGCGGG AGAGAGGAGA GGCGAAGATT 240 

35 CTTGAGTGGG GTAAGAAACT TGTTTTGATG GTATGCTGCT AGCCATCTTC TTCCGTCTGT 300 

GTTCCTTACC GTTGTTTAAT GATACTCCGA TATAATGTTC TATTAACTTC TCTGCGTATG 360 

GGGGCAAGTT TTTGGGCCTG TAGTCGCCCA CATATTTGCA CCTCCAGTAT ACAGACCAAT 420 

GTAGTTCACC ATATGCCGGG ATGTTCCTAT GTCTACCAAG GTTAGGCACA TAAACGTTTT 480 

TCCATTGGCA ATTTTTATCT TCAATCCTTA TGCCGATGAA CATCATTTCC ACTATCCACC 540 

AGGCAATGAA CTGAAATATA CTCTTTGTTC CATGTCCATC GTTCTTTGCT GGCCGGATTA 600 

40 TACATCTCCG GAAGGAAGGC CTGGG 



1600UP 



GATCAAGCAG CTACTGCTCA CCTGGAAGAA GCAGGGCCAC AAGGCCCTGC TCTTCACCCA 60 

GTCCAGGCAG ATGCTCGACA TCCTGGAGGC CTACATCTCG CACAAAGATC CCGAGCTGGC 120 

AGGCCTACAG TACCTCCGGA TGGACGGAAC CACAAACATC GCACACCGGC AGGCCCTCGT 180 

GGACCGTTTC AACAACGGCC CGTACCACCT CTTTCTTCTG ACCACCCGCG TGGGGGGCCT 240 

CGGCGTCAAC CTCACGGGCG CGAACAGAAT CATCATCTTC GACCCCGACT GGAACCCCTC 300 

CACGGACCTG CAGGCCCGCG AGCGCGCCTG GCGCATAGGC CAGAAGCGCG ACGTGACTAT 360 

CTACCTGCTC ATGGTCGCCG GCTCCATCGA GGAGAAGATA TACCACCGCC AGATCTTCAA 420 

GCAGTTTCTC ACCAACAAGG TCCTCAGCGA CCCCAAGCAG AAGCGCTTCT TCAAGATGAA 480 

CGAGCTGCAC GACCTCTTCT CCTTCGGCCC GGGCGCCGCC AGCGACTCCT TTGCCTCTGA 540 

GATCGAGCAG CAGACCGCCT CCCTCCGCCG CCAGCCGGCC GCCCACGGCA CCGACGACTA 600 
CGACTCCGTC CAGCGTTTCG AGGGCGTCTC CAAGCTGGAG GGCTTCTTCA ACGCCA 



55 



417 



EP 0 866 129 A2 



10 



1601RP 

GATCTTTTTC 
GACGGAGAGC 
CGATCTCTTG 
GTACCGGTGG 
CAACAAGGAC 
TAGAGCCGGG 
TTTGTTAGAC 
GTTCATCAAG 
GTACAAAAAC 
AGACTACTCC 
GGCAAAGCTT 
AAATACCTGG 



CCCCGCAAAC 
AAGGTTCTAC 
AAATCCGACA 
AAATCCGAAA 
CTCTTTGACT 
TTTGCTGTTA 
GACCTTGTCG 
TTCACAAACC 
CAGCAGTTGC 
CAGTACAAAG 
TAGACCAGAC 
GAAGCCATCC 



CGCACACCTC 
GCGATGTTTT 
AGTACGGGCA 
ATGT CTCGAC 
GTTTGGTTGT 
TCCAACTGAA 
AGTATTTGAA 
AGCTGGAAAC 
CTCATGGTGC 
TCTTGACCGA 
AATCCCGGGA 
ATAAAAGCCA 



GTTCCAGGGG 
CAGGAAGGGA 
ATGGTACTTC 
TACCGAGGTG 
AGTGGGCCTG 
TCCAGCGCGC 
ACATGCTCTT 
AACCGATAAC 
GGATGGGGAC 
CGAGGACTGG 
TTGACACCGG 
TTATCAACTA 



TACTTGGGCA 
GATGCATGGT 
GTGGACCGGA 
GAGAATCAGT 
AAGATTCCAA 
CGCGGACTGG 
CCTCGGTACG 
TATAAGTTCG 
GAGACAATTT 
GAGCAGATAT 
TAGGGAGTTC 
TAGAAATAGA 



ACAAAAAGGC 
ACCGGTCAGG 
TGGGTGATAC 
TGCTCTCGTT 
GCTACGAGGG 
ACCATGCCAG 
CCTTGCCGCT 
CCAAGAAACA 
ACTGGTTAAA 
CAACCGGAAA 
AAAATAAAAA 
AAAGT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



1S 



20 



25 



1601OT 

GATCGCCCTG 
TGTGCATGAA 
GAAGTACGCA 
CATGGACATC 
GGGGTACGAA 
GACAQCCACC 
GCTGAGTAGG 
CAAAAAGCTG 
CATCATCTAT 
CAGTGTGTCT 
GCTGGCGGAC 
GTTCAGCGTT 



TCCCGGGACG 
ACTCGAATCG 
CAGTTGAGTG 
GAACAGAGGT 
AAAGTGCAGC 
GGGCTGTTTG 
CTGGCGCTTG 
ATCCTGGTCA 
CCTGCGATCG 
GTAGGCACCT 
AAAAACGGCC 
GGGCACGGCT 



GAGAGCGGGC 
AACGCCGTAC 
AAATGTCAGT 
CATCGCAGCC 
CGCTGTATGC 
ATAGCTCGCA 
TGCCCGAATT 
TCGTCGCCTT 
GGACTATCAT 
ACCTCGCTGC 
GCCGAACAGT 
TCTCGCGCAA 



GCTGCGCTAG 
TCGATGGTAG 
GTCGGCGCAA 
GAGTCGAAGC 
CGCAGAGAAC 
CGTTGTACCG 
CCGGGACGCA 
TGCATGTATT 
GCAGGATTTT 
GCTGGGCATC 
GTACGTGCTG 
CATCGAGAC 



CATAAAAGCA 
AACTAAACGG 
CGCGCCCAAG 
AACAGCCATG 
GGTTCCACGG 
GTGTCGCAAC 
CGTCTCTATC 
CTGGGTCCCA 
GGCACTTCGC 
TTCCCCATCT 
TCGTTCGCGC 



CGCAGGTCAC 
GCTCCGCTTC 
AGCAGAATAG 
CAGGATCGCC 
AGACTGCCCC 
GGCGCGGACT 
CCCCGCGGGT 
TGGGGACCAA 
GGTTTCTGGT 
GGTGGTCGTC 
TGCTGGTGGT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



30 



35 



40 



1602RP 

GATCCAAGCG 
GACTTTACCC 
TGAGGGCGCC 
TCAATGTGGC 
GAAGTTTGCG 
TTCCGAGTGG 
CATCCTCACC 
TCTTGTGCCG 
GCTTGTAATT 
TCACAAACTC 
AAAGAGGCTT 
ACGTTCTAGT 



CCCGCACAAC 
CTGCGTAGCG 
ATTTCCTCTG 
TTTTCGAAGG 
GCGTTCAACG 
CCTACAATTC 
AACATGGCGC 
GATACTGAGT 
TACGACTTGT 
CGTTCTTTCA 
CTGATGGAGG 
GGAAGGGCGG 



CAGCGATGTT 
TTGGCGTCAG 
CCCCAGTGGT 
CCGCCATTGA 
TGCTGGAGGA 
CACAGCTCTA 
AATCCGGCGA 
GATGCCGCGT 
ATTCTCATGC 
GTTGAAAGAA 
AGGCGTGCAC 
ACGCAATCAC 



TGCAACATAT 
ACTGCTGAGC 
TCTGTTCATG 
GATCCTGGGC 
TTCTGAGCTG 
CGTCAACAAG 
GCTAACTACT 
ACGGCTCCCG 
CTTTAGACTT 
GTGAGAACAG 
ACGCCAGCAG 
CCTTGAATGC 



TCGGCTAGTA 
CAGGAAACTC 
AAGGGCACCC 
AGACAGGGCG 
CGGAGCGGGA 
GAATTTGTTG 
ATGCTC GAGG 
ACTATATTTA 
GTAAATCATG 
CTTGCTTTCC 
AGAAAGTCTC 
GCGA 



TTCTCCGTTC 
GGCGGGCCAT 
CAGAGTTCCC 
TGGATCCTGC 
TAAAGGAATA 
GGGGGTGCGA 
AGGCATCCGT 
TAGGAATACA 
GTTGTTTAAT 
GTCATGTGTG 
TCAAAAAATG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



45 



SO 



1602UP 

GATCGTGCCC 
TGCCTCCGTC 
GGAAGTGCAC 
TCTGCTTACA 
AGCCCACATT 
AATCACAATC 
GCTTCATAAT 
GCTTTGCTGT 



GGGCTTGTGC 
GCTGCCCGCG 
CGTCAGCTCC 
CTTGCAGCTC 
GGCATACCGG 
GCCCAGCACC 
TTGTAAACGC 
GTGCGCTGTC 



TTGTGCCCAG 
GGGTAGTACA 
TGGTCCAGCG 
TTCTCGTCCA 
ATATTTTCTG 
TGCTGCGCAG 
TTGTAAAAGA 
GCCCGTCCAC 



AGTTGTGCTT 
CGCCGAACTG 
GAGAGAGACT 
TGCTGGTGAC 
CCTTCGAGCA 
CGAGCAGGCC 
ATGACTAGTA 
GCCTTCCGAG 



GTGCCCAGGC 
CTTCAGCCGC 
GCCCGAGAAC 
GTCCAGGTAC 
GTAGTAATTC 
ACCTGCAACG 
GTTAGAACAG 
CTCACCCGCC 



TTTTGCTCGC 
AGCGGGCCGC 
TCCAATTTTC 
GTGCCGCTGT 
CCTCCGATGA 
ACTGTCGACA 
ATAAAAGAGT 
TTCTTA 



60 
120 
180 
240 
300 
360 
420 



ss 



418 
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1603R? 

GATCCGGCAA GATCGTCGTT CAGTTGACCG GCAGATTGAA CAAGTGOGGT GTCATCTCTC 60 

CAAGATTCAA CGTCAAGATC AACGACGTCG AGAAGTGGAC TGCCAACCTA TTGCCAGCCA 120 

GACAGTTCGG CTACGTCATC TTGACCACCT CCGCCGGCAT TATGGACCAC GAGGAGGCCC 180 

ACAGAAAGCA CGTTGCTGGT AAGATTTTGG GTTTTGTCTA CTAAGCGGCT GCTATATAGC 240 

GTATCTAGCT CTAATGTACG ATACTCAGTG TCTATTACGA CGGCCGCGAG CTCCACGCGC 300 

CACATACGAG GCCAGCCGGC GACGGCAAGC GGGAATTCAG ATGCGTTAAT TAGCAGTAGA 3 60 

TTAGTAGTAT ATATGTACAA ACAGCATACA CATGAACGGC GTCGCCGATC ATAATCTTCT 420 

ACCTCTTCTA CCACCCTTCT TTCTGGTAGA GTCGGATGGG ATAGGAGTGA CGTCCTCGAT 480 

ACGGCCGATT CTCAAGCCGG ATCTGGCCAA AGCTCTCAAA GCAGCCTGAC CACCTGGACC 540 

TGGGGTCTTG GTC TTGGTAC CAC CGGTAGC TCTGATCTTG ACGTGCACAG CAGTGATGCC 600 

GACCTCCTTA CACTTGGCAG CGACGTCCTG AGCAGCCAAC ATGGCAGCGT ATGGAGAGGA 660 

CTCGTCTCTG TCGGCCTTGA ACTTCATACC ACCGGTAACT CTGGCAATAG TTCTCTGCCA 720 
GAGA 



15 

1603UP 

GATCTATTTG TGCCGTCCGC CATTAAGCAA GCGGCAAGCA TCGATCCAAA TCATGAGAGT 60 

ACCCTCGGGC TTTCACTTTC CAAGCCTTTA TCAACAAATC TGGTACACGA TACATCCATC 120 

GCGACAGCAC ATATACCAGA ACGGGAAAGC CGACAAGATG GCACTAGACT CTGGTAGGTA 180 

20 ATCTGAGTTC GAC CATATCC ACTTCGTTAA TGGTGATAGT TGATAAAAAG AAACGATACT 240 

GAAAATTTTA ATGGTTACCA ATCTCATCTC ATCGCCATAC TGAAAGAATA TTGTAGGTCT 300 

CGCAGTGGAA CAAGGATCAA GCCCAGGCTA AGACAATAAT GGTTGCAGCG GAGGCAGTAC 360 

AGGAACTACC CCCAGATGAA GAAGAACTGG CCTTGGCTAA GCTAGTGTTT GGCGACACAG 420 

CAGACTTCCA TGAAGCGCTG CGAAATGCAG ACCTTAATTA TGTTTCTTCA GATGAAGACG 480 

TATATGGCCA GGAGTCGTCC AGTGATGACG AAGAGGGGAC TGAAATTGGT CACCTGAATC 540 

25 ATGACCAATT GTTTTTTGTG GACGAGGGTG CAGATACCGA GGGAGGAGCA GATGGAGAAC 600 

GGAGGCCATG GAGGTGGACC AGGTTAGCGA GGAAAGCGAC TCCGGAGAGG AAAGCGGTAG 660 

CAGCGCTGCA TGGTCAGATT CGGATGACGA ACACTTAAAC GTTACAATAG GGCAAACCAA 720 
T 



30 

1604RP 

GATCCCTATT AGAAGAGGTT ACTGGGGCTC CAACCTTGGT CAGCCACACT CTCTAGCCAC 60 

GAAGACCTCT GGTAAGTCTG GTTCCGTCAC TGTGCGTTTG ATCCCTGCCC CACGTGGTTC 120 

CGGTATCGTC GCCTCTCCAG CTGTCAAGAA GCTTCTACAG CTTGCTGGTG TCGAGGATGT 180 

G TACACTTCC TCCACCGGTT CTACCCGTAC CCTAGAGAAC ACCTTGAAGG CTGCCTTCGT 240 

35 TGCCATTGGT AACACCTACG GTTTCTTGAC CCCAGACTTG TGGCCAGAGA ACCAGTTGCC 300 

AGCTTCTCCT CTAGACGTCT ACGCCGACGA GGCCGTTGCC CAGAAGAAGA GATTCTAAGT 360 

AGTGTGTGTA CATACCAACA GTTTGTTTCT TTGCACGTGA ACCGCCCGCC TAAGCCTTTA 420 

GGCGCATGGC ACACAGACTG CCGTTGGGCA GGAGATCGGT TGTCTTCCGA CGCTGGTACA 480 

GGGCTGCGAT GCGCGTCTGC GGCTGGCGGT GCATATCGGA GATATGGCGC CGTGCCCGTA 540 

CGGCAAAGAA TCAGCAAGAC ACTAGCGTCT GGCATTCTTT TTCAATGCAT TATTTAGCTT 600 

40 T ' rrr TTTTTT TTTTTTTTTA GTATAGACAC ATATAAGT 



1604UP 

45 GATCAGAGCA TCCGATGAGG TGGCACCGGC CGCGTCCGCT GTGTCTTTCT TCGCGGTATC 60 

GGCTTCCGAA ATACTTAGCT TCTCAATACT TGGGACTGCC TTATCTTCAG AGGAAGCGGT 120 

AGCATCCTCA CTCTTAGGAG CGCCCTCTGC GCTGCTCTTA GGCTCCTCCT TTGTTGGCTC 180 

CTCCGCCTTA GCCTCTTCTT TCTTCGCGAC AGGTTTCTTA GCACCAACTA GCTTGATACC 240 

GGAGCTGGAA GCCAACTTGA GGGTCTTCTT TGGTTTTGGA GCAGTCGCAT TCGGCACAGT 300 

TCCCTTCTCA AAGTTGTTCA GCGTCACCGG AGCGGTGGCT GACTGGCCCT GTCCGTAACC 360 

SO ATAGCTCTGG TTCCCCTTAC GGTTCCCCTG TGGCTGTGAG TTGTACTGCT TGTAGCTCTG 420 

ATACCCACCT TGCGCATTGT ATTGCTGGTA ACCTTGGTAG CCAGCTTGTG CTGGGTTGTA 480 

CTGCTGGTAT CCCTGATAAC CCTGGTACCC GCCGGCTTGC TGGTTGTATT GCGCATAGCC 540 

TTGGTACCCA CCTGCCTGTT GGCCATACGC CTGGTAACCT CCCTGAGGCA CATACCCCTG 600 

GTAATTCTGG AAGTTACTTG GGTTGTAGTA TTGGCCGAAA TTTGCTGCCC CTGACCTTGA 660 
TTTTGACCTT GATCCTTGGC TTGCGACTGG CCTTGGTCGT TGCCTTGCGA 

55 



RN.csnnr.in* ork«ipqa? i ^> 



419 



EP 0 866 129 A2 



10 



1605RP 

GATCTTCTCA 
GGACGAGCTT 
TGCACCGTGA 
TACCTGCAAC 
AACGGCAGCA 
CGTGCCCTGG 
CGCCTTAAAG 
ATTAGTTCTA 
ATCGTTTTCA 
TTCATTATTA 
CACAAGATGC 
TGTGTGAOGC 



AAAGTAGCAT 
AGTGACAGGA 
CAATTGCAAT 
TCGACCTTCC 
TCT ATCA GCC 
TCGTTTGATG 
GCAAACAACT 
CAGCAAGCAC 
GATTGCAGGA 
GGATGTTTGT 
ACTGCGGATT 
TTGAGATTAT 



TTACAATCTG 
TGAAAATATT 
AAGGCTCATC 
CATCAGTCGC 
GCATTCTTGG 
CTGCGGAATT 
TTGATAGACA 
GTAGTGCCTC 
GTTGCTCGGT 
GCATGGATTT 
TCATCGTCCA 
CCTGCGAC 



CGTTAGCGTT 
ATAGATTTGT 
TGTCAATATA 
TTCTCCATCA 
AGGTGGTGTA 
TGGAGGGTTG 
ATCAAGAGCG 
AAAGACCAAC 
CAAGTTTTTC 
TGCTTGTAGT 
TGGACTACCA 



GCTTGTGCAA 
CTGACGGCCT 
CAGCTTGCGA 
AAACAGTCGG 
ACACCAGAGT 
ACTAAAACAT 
CTAACCTGTA 
AGAGAATCCA 
ACAGTTTTCT 
ATACCCTCTA 
GAGACATTGG 



TTCCCTGGTT 
TTAATAGTGA 
GGGCGCGGAC 
TTATGGTATC 
CTGGCAACGT 
TCTCGTCTAA 
TTTCTGGAAC 
AAAACTTTGG 
CAACCAGTTT 
AC CTTAGTTT 
AATATGCCCT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



15 



20 



25 



1605UP 

GATCAGAGCA 
GGCTTCCGAA 
AGCATCCTCA 
CTCCGCCTTA 
GGAGCTGGAA 
TCCCTTCTCA 
ATAGCTCTGG 
ATACCCACCT 
CTGCTGGTAT 
TTGGTACCCA 
GTAATTCTGG 
ATTTTGACCT 
ATCTT 



TCCGATGAGG 
ATACTTAGCT 
CTCTTAGGAG 
GCCTCTTCTT 
GCCAACTTGA 
AAGTTGTTCA 
TTCCCCTTAC 
TGCGCATTGT 
CCCTGATAAC 
CCTGCCTGTT 
AAGTTACTTG 
TGATCCTTGG 



TGGCACCGGC 
TCTCAATACT 
CGCCCTCTGC 
TCTTCGCGAC 
GGGTCTTCTT 
GCGTCACCGG 
GGTTCCCCTG 
ATTGCTGGTA 
CCTGGTACCC 
GGCCATACGC 
GGTTGTAGTA 
CTTGCGACTG 



CGCGTCCGCT 
TGGGACTGCC 
GCTGCTCTTA 
AGGTTTCTTA 
TGGTTTTGGA 
AGCGGTGGCT 
TGGCTGTGAG 
ACCTTGGTAG 
GCCGGCTTGC 
CTGGTAACCT 
TTGGCCGAAA 
GCCTTGGTCG 



GTGTCTTTCT 
TTATCTTCAG 
GGCTCCTCCT 
GCACCAACTA 
GCAGTCGCAT 
GACTGGCCCT 
TTGTACTGCT 
CCAGCTTGTG 
TGGTTGTATT 
CCCTGAGGCA 
TTTTGCTGCC 
TTGCCTTGCG 



TCGCGGTATC 
AGGAAGCGGT 
TTGTTGGCTC 
GCTTGATACC 
TCGGCACAGT 
GTCCGTAACC 
TGTAGCTCTG 
CTGGGTTGTA 
GCGCATAGCC 
CATACCCCTG 
CCTGACCTTG 
ATTGAATTTG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



30 



35 



40 



1606RP 

GATCAAGCAT 
CCACAGGGTC 
TCTGCGAGAG 
AGGTGGTCAA 
ATCCGTCGCC 
TCAGTGGCCG 
TCATGTTCTT 
TTCTGTGGAA 
GTTTCTGCCC 
CGTCCTAATT 
TCGTTGACTT 
TACGCTATTA 



ATCAAATTTC 
CATCTCCATC 
AATTGAGACG 
AGACAGCGAC 
CGTGGACTTG 
CGTCGGCGAT 
CGGCTCAGTT 
GCGCCCAAAC 
GGCGAGCCCC 
GGCTGCCACA 
GACCGTTGGG 
GTTAGCCC 



CGGCAATCTG 
AGCGGAGCTA 
CCCTTGGAGC 
TCTGAATACT 
ATGGCAGTGG 
ACGTCGTACT 
CGCGACAACG 
ATTAAATCTA 
TCGGATTCAA 
CTCCTGCTGC 
GCGTAATCTA 



CGGCGTCATT 
TACGTTGCGA 
TGGCTGTATG 
CGCATTTCGC 
TGTCCGAGCA 
CGAGCACAGA 
CTCCCGACCA 
GCTGCTTCTT 
TCTCTGTACA 
TCGAACCTAA 
TTATTGGAAC 



TTTTTGGACA 
CAGTGGCCTC 
GTAACTGTCG 
ATCCCGGTTG 
CGAAGACAGC 
CTCGTTGTGT 
TGCCTGCCCC 
CCTGGTACTC 
GCCTTTATGC 
GGCGTCTGTA 
CTTGTAAAAG 



ACAGGCGTCT 
AGCTTGGTAC 
TCCGTCGCGT 
CGCCGTACGT 
GAAGGTAGTC 
CCCCTCCCGG 
CTCCCCTTCT 
TGTTCGCTCT 
CGCACTTGCT 
CCGAACGCTT 
CGGGCTTCTG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



45 



SO 



1606OP 

GATCCGCTTG 
TCCTACTGTG 
TTTATCATAC 
CATGGAAAGT 
GGAATTAGAA 
CATGACTTAC 
TTCTAAAGAG 
AAAGATAAGG 
ATCTTACAAT 
GTTGCATATG 
AAAGTGGACT 
GGATAATGCT 



AGTACTGAGA 
CAATGGTGGG 
GTGTGCCGAG 
ACCACGGAAT 
TACGAAGAGA 
AGAAAGCATC 
CATAAGCGTA 
GTATCAAAAA 
CGTACTAAGT 
CGAAAACATG 
AGCG ATAAAT 
GTGGATTTCT 



TATTAAGTCA 
GACCTACTGA 
ACGAACTGGG 
ACGGGTTAAA 
AAAAGCTGCA 
CTGCCAGGGC 
AAGGAAAGCA 
AAAGGCGACG 
AATACATACC 
CTATGCAGTG 
AGTAATTTCA 
GTGATTATAA 



ATACCAGGAT 
TTTCTCGCAC 
CCTTGCAGAT 
TGTGGCGGAC 
ACGGTTAGGA 
GTCGGCTGTA 
ACACAAATTA 
CGTACAACCA 
GCGCTTATAG 
GATGATCGCG 
ATAGGGAATG 
TACCATAAAT 



AAGCTTTCAA 
TACGTCCTAG 
ATCGATGAGG 
GAAGAGCCTC 
TTAGGACCCA 
TTAGATACAT 
AAAAAAGGAC 
CACAGCATAT 
AATCTGCTGC 
TACCACTTTT 
TGAATTTGAA 
ATA 



AGCACCGTAA 
CGCCTGAAAT 
CTTGGACTTA 
TAGATATTTG 
AGTACAGCAG 
CCAAAAATGG 
AGCAGTCTAC 
GCGATTAATA 
TGCACGGAAA 
TAATCCGATA 
TTGAGAATTG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



55 
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1607RP 



GATCACACGA CAGTGCCAGT CGGGGCAGCC GGTACCCGTT GGOCGCATCG TGAAGCTGAC 60 

TCCGAAGAAC CCCTTCTACA AAGTCCCCGA GACGGAAGAC CTOTCGACGG TCATGGGCAT 120 

5 CCTTGGCTCC GGCGTGCACC GTGTCGCCAT TGTGGACTCC ACCTCTTCAT CTATCCGTGG 180 

CATTCTGTCG CAGCGACGTC TGATGAAGTA CCTGTGGGAC AACGCCCGCC AGTTCAGCAA 240 

CCTGGAGGTG CTGCTCAACT CGTCGCTGCA AAAGTTGGGC ATCGGTGTGC TGGATCCACA 300 

TACCCCTCCT ACTTCGCGGC AGTCGCGTGT TATTTCCATT CTCGACACAG AGCCGCTGCT 360 

CGTTGCCCTG CACAAGATGC ATACAGAACG GATATCCTCC ATCGCAGTGA TCGACCACCA 420 

GGGCATGCTG CTCGGGAACA TCTCTGTGAC AGACGTCAAG CAGGTTACGC GCACCTCGCA 480 

10 GTATCCGTTG CTGCACAACA CCTGCCGCCA TTTCATCAGC GTGATCCTCA ACAACCGCGG 540 

CCTGGAGATG GGCAAGGACT CCTTCCCCAT CTTCCACGTT TACCCCACCT CGTCCCTGGC 600 
CCGCACGGTC GCGAAGCTGG TC 



1607UP 



GATCGGTGCC CGCACCTCCG CCCGATTCTT CGCCAGCTCG TTCGCAATGT TCGGTATCGA 60 

CTTCTGCTTC TTCATCCCAT CCACCTCCGT CCCGCCGCTG TCCAAAGCTC GCTTGGCTGC 120 

GCCGCCACTC GTACCTGCCT GCCGTTCTTC ATCTTCAATA ACTATCACTT GCATCCCGTT 180 

AGTAGCTGCA CGGTGCAGAG GGCTGTAAAC CTCCCCTCAG CCCTTCAAAA CGCCCCACCA 240 

CATACCTTCT CGTCCTGGAA TCATGATTGC CCCTGGTAAT CTTCACGCTA GCACTAATTT 300 

20 GGTCACTAAC TGCGCTCTTG CGGACTGGAA TTGGTGGTGC AGATGGTGAA GTCTCATGTC 360 

GTCCATTTCT GCCGATGTTA AAATATGGGT TTCCGAAAAA GCCCTGCTTG CCCTTGACTG 420 

ATGCTCGACT CACAGAGGAC TCACCAGAGC TTGAACCGCA GCCAGGAAGC ATTCCTGTCA 480 

TACCAGAAAG GGCCCACGGC GAGAATCAGA ATCGATGTTG CATAGTCGGG CAGCAAGAGT 540 

GCTCCAGCGC TCGGGGTCCG CAAGCGCAGA TGCAACAACT CCGTGCACAG CATCACAAGC 600 

GGTATAGCAT GGCTTCCCCA ACGATTTCGC AGGTGCCGGA CTTCAGCAAG TATTCCCGAC 660 

25 CTGGCCGGTT ACAG 



1608RP 



30 



35 



40 



GATCAAAACC 
CGACGCAATT 
TTTAATTGAC 
TGCGCTGTTT 
GTGTGACTTT 
GGGTAAGGAG 
AGTTGTCTTG 
CTCTCCGAAG 
AACCGATGAG 
GAACAAGGAA 
ACTTGCCCTG 
CACCATTTGA 
TTGAAGCAGA 



ATCACCAAGT 
CGTACTTTGT 
ACTTTGAAAA 
GACCTGATCC 
ATTGAGGACT 
GGCCCCTCGA 
GAAAATTCAA 
AAAGATCCGT 
GATGACGAAG 
AAGCCTGGTG 
GAAAAGTAAA 
CGCGTCGAGC 
AAC 



TTATTCATGA 
CGCTAAAGTT 
GTGCAGAGGG 
AACATGTACC 
GCGAGTTCAA 
CAGAAAAGCC 
TCATCAGATC 
CGTTAGCTTA 
TGAGAGACAG 
TTGCCGATGA 
TTAACGAACT 
ATTCCAAAGT 



AGTGTCCGAC 
CCCAGATGAG 
TGGGTATACA 
TCAGTCAAGG 
TGAAATCTCA 
TTCGCTTTAC 
TGCTGCTGTT 
TTCCATCGAA 
GGCAACCATT 
ATTTATCCAG 
ATCTCCACCA 
TACACAGAAG 



GATTTCAAGG 
TGGAAGAATA 
TTCAAAAATA 
GAACAGGCTC 
GTCAGGATCA 
GTTAGACACC 
AGCGCATTGT 
AAATTGCTAA 
CTAGTAAAGC 
CCAAAGCATA 
TAATGAAGAT 
AGGAGCTCAA 



TCATCATAAT 
TTCTATCCTT 
ATATCGTAGA 
TGGAACACTT 
TTTACTTATT 
ATTACAACAG 
CCAAGTTTTC 
AGGGTATCCA 
TCCTTGAGGA 
GTTACGATCT 
GGCTTTGCCA 
GGCTATTAAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



1608UP 



GATCTGCGCA AGGATAAAGG TGTTCATCAA GTCATTGTGA ATGACGCCGG CAGCCTGTGG 60 

45 CGCCTTAGTG CCATTTCTGA TGGTCCATTC TCTGACTTCG TCGGGCCCGC AGGTGAAGAA 120 

CGAGATCAGA TCCAGCTTCT GTCTCATGGT GGTGATGATC TTTGGGAAGG CGGACTGGAC 180 

GCCGATCTTC TCGCACTCCT CGACAGCCTC CTCGGCGCTC ATGTGCGACA GTCTCTCCTC 240 

CAGGCACACC GAGAAGGGTA TAATTAGATC GCCAGGGGAG TACTTGTCGA TCCACTCCTT 300 

GATCTTCAAG AGGTGCTTGT TCTTCTTTCT AATGTAGTCC CGCTCCGATA GGTTGATCAG 360 

GTAGATGGAT GGCTTGGCGG TTAGCAGGAA CATCGAGTTG ATGACCTCCA CCTCCTTGGT 420 

so GCTCCAGGAC TGGTTTGCGA CTCTCTGACC CGACTTCAAA AGCTCGATAA TGCGCTTCAC 480 

CAGCTCGGCC TCCTCCTTCT TCTGTTTCAC CTCCAGGGAC TGGCCGCCTC TCTTGGTGAT 540 

CTTCTCCACG GCCTCCAGGT GCTTCTCCGC GAACTCAATG TCCTTCAAAC GCAATTCCOT 600 

GTTAATGATG TCCAGGTCTC TGACCGGGTC GACGTCACCC TCAATGTGGA TGATCTCGGC 660 

GTCGTCGAAG CAACGCACGA CCTCGTAGAT CGAGTCCACA GATCTGATGT GCGATAAGAA 720 
GGC 



55 



BNSDOCID: <E P 0866 1 29A2J_> 



421 



EP 0 866 129 A2 



1609RF 

GATCAGACGG TAATGGCGCG CATGCTGGCG 
CTCTTGCTGT GGTGGCGGCG GCGCGGCAAG 
TCTGTCGCOC CCGCGCACCA GGGCACGCGG 
CGGGACAAAC GCATATAAGT AGAGGCTTAG 
AAGGACCAAT GAACACGATT ATCAACTTCC 
ACAGCATCTT CCCAGATGTG CTGGTGTCCA 
TAGTGGAGTA CCCGGGCGAG TCTACAGCGG 
CTACGCAGAC GGTGCCCAAC CTGATGTTAA 
GGGACCTATT CACGCTGGCG ATGACAGACC 
GGTCGGAATA CTGCCACTTT CTGGAAACGA 
CGCACGTGGT GCTAAAGGGC ACCCCGCAGG 
GGCACAGGGG CTCACCGGTA CGTGTGGTTG 



CAGGTGGAGC ACGTATCTAG CGTCCATCGT 
GGCCTCGCTG CGCGAGAAAT ACAGTAGGGA 
GGCCGCGAAC AGCGCCGTTT GCCCCTTAAT 
GCGCTGCTCG AGGGACGGCA GAACACACAC 
AGGAAGGCAG CGCGCAGGCT CTCAGCGAGC 
CTGCTGAAAA CGGTCCATCA GGACACCTTG 
TGACGCTGGG GAACGTTATG CCTGTGGAGG 
TCACGACCGA GCCGGGAATC GTCAGGGAGG 
CAGATGCTCC CTCGCGGTCG GACCACAAGT 
ACATAACGCT GGGCTCGGAT GACGGGGTGT 
TGGAGCACAT GGGCCCTGCG CCGCCGGGCC 
TT 



1609UP 

GATCGAGAAG ATTTGGAGAA GGAAAGCGTC 
CTGGAACTGC GCGATATACT ACATAAAATA 
ACTTATGGAC TATTCTGTAT ACCTGCGCTT 
ACTCCGAGGC CTCGCTGCTG GCCCAACAAT 
ACGTGCCCCC CGCATTCGCG CCCACATCAC 
GCGACTCCGG GCCCCGCAGC CCCACGTGAT 
ACGTGACTGA ATCGCGCGGC CACATCATAC 
CCCCGCGCCG CGCGCTGCAC AGCAGCCGTA 
TCTGAGAGGG CGCATGGCCG CCGATGCTGC 
AGGCACGTAC GCGGGCAGCT CAGTTACCCG 
CTGAAACTTA AAAGCCGTCA GCAGTGGCAA 
CGGTGGACCA GCTGCGGAAC TAGACGACGG 



TTGGTGCTAG CCTCGTGACC CCCTCCCGGG 
CGTTATCCCT GGAATTTGTA GCATTAAAGG 
CCCGCTGCCA CCCGTAGCAA TGCCAAACTC 
CGGACTCACG CGGACCCGAG CCCCGCAGTC 
TCCGCTTGCC TCGCTTCCGC ACCCCGCCAC 
TCTAGTTGCA TAGGAAACTA GGCTAAAATC 
CATGGGACAC GACCCCGACT ACCCCCCCCC 
TACGGCGCAG GCGCAGTCCG GTCGCGCGCC 
ATGGCTGCCT CGGTGTTGCC GAAGATGTGG 
AAGTTACCCC TTCTTCTGAT TAAATTTGGA 
ATCCACGGTG AGAATAATTA CAGGAAACAG 
GTTGGTGTGG CACGCATAGA AGGTATGTTC 



1610RP 

GATCAATTTC CTTTCGTATA GTTGGCGTCC 
TGCTATCGCA CATGATGTCC TGGTTGTCAT 
AACTACCATC ATCTGGTTTC ACTTTCAGTA 
AATCCATATC ATCCCGTAGA TATTCTATGT 
TCAACACCTG AGCTTCGTTA GCAGCAATAT 
TAGGCGGCAA CAGTGTAGGG ATATCTACCT 
GCTCAGCTCT CAATGAAGTT AGGCGAGCTT 
TCGTTTCTAG AGCAATCACA AACTGCATCT 
TGATTTTATG TGTGGCTGAT AAACTGGAGG 
GAGATGTCTT CCGTTTGTGG CTCTTCTTTA 
CACTTCCATG CTGCTCCAAT GATTGCTGAT 
GAGAATTCAG ATGCAAATTA GGCATAGAGT 
TATCTTTGGG C 



CAGGCTCCGA GATAGCCCCA CATGATAAAT 
TGTTGTCCAA ATTGCTCAAA TCAAAAATGA 
AACTATCGTT TTTCTCTGTT GCAGGGTCGA 
ACAGCAGAAA CGGAACCTTC TCTGCTGAGT 
TTACAATTCG ATGCAGCTTG CCCTTCTTAT 
CAGCTGGCAA GTCCCTATTC ATGATAGAAA 
CAGTGGGAAC TTGCGCCAAC TTCCTGGATA 
CGCAGCGGAA GTAATTTGCC TTCAAGATTT 
GCTCCAGGTT ATAGATGTTT GCTCCATGCC 
AATCATTGGA CGGAGACTGC GTGATGCTAC 
CCTTATACGA GTGGAGTGAC GTGCTGGATC 
TTGTGTATTC CTCTAGCTTA GCACCATCGT 



1610UP 

GATCGATCTG TACAGAGCCG TTACAACAGG 
TGCATGTCAG T TTTT TCCTC GAGCCTCGTC 
CGACAGAAAA AGTGAAAACT TTGAGCGGAC 
CGCAGGTTAG CACAATGGCG CCAAAGGATA 
GCTATATCAA AAAGGGCAAG ACTTTAGAGA 
CCACCGGGGA GTTCCCCGAG GACCACACGG 
AGAGGGCGCT GAAGGCGCGG CACATCTCGA 
GCCTGTTCAT TGTGATTGCA TCCCCGCTGC 
CGTACATCTT CATCGGTACG GTGGTGTACT 
CGTTCATTCC TGTGACTCCT CGGTGACGGT 
TGGCGTGGCA AACGGGTATA TGTACTGGTT 



CACTTGTAAA AAGCAATATC GTTACTTTTT 
AGCGCGAGGA ATGAGTAATG GATACTTTGA 
ATCGCAACCT GCTCGTTAGT AGCACCTAAG 
CGGCGGTGTC GGAGACCTCT ACGCGGTCTC 
ATGACATTGA GCTACAGTCG GTGACGCCAG 
AAGAGGGCGA CTACCAGGAG ACGGAGGTCA 
TGATCGCGCT GGGCGGGACG ATAGGCACAG 
GGACAGCGGG GCCAGTGGGG TCGCTGTTGG 
CGATCACGCA GTCGCTGGGG GAGATGGCGA 
ATTTTCAAAG CGGTTTCTGT CGCCTGCGTT 
CAACTGGGCG ATCACGTTTG CTGTCGAGCT 



TTCTGTGGTT GGCCAGATCA TACAGTACTG GACGGACCGC GTGCCAATCG CGGCGTGGAT 
TGTGATTTC 



422 



EP0 866 129 A2 



1611RP 



GATCCATCGT GGTGTCGTTC ATTACCTGTA ATTCCATTGA TATCCTGGCT ATGCAGTGCT 60 

GGAAACGCTC CTCCAGCGCC TCTATTTTGT TATTCAGCTC CAAGTACTCC GCGAGCTTAA 120 

AGGTCAACGA GAGCGACCCT GGATTGCACC TGACGGCGAT CTCAAGGACC TTCTCGTGCT 180 

CGTTCTCGTC CACAAACATG GCGTAGTTGT ACCATATCTC CGGCGCAAAG CACATGTGCT 240 

GCACAGCCTG GCGGTGCACG TATTCCACGC GCTGGCGCAG CACGACTTCG GGCAGGTCGA 300 

GCTTGTTGTC CAGCTCCCAC TGGATCCACT TCGTCCAGAT CTGCAGCTGG TACTCATCGT 360 

ACTGACCGGG CGCAGGCAGG TTCTGCTGTG TCGCCTGGTT TAGCTTCGTG GGCAGCGAGC 420 

GCCGCAGGCC CTTCGTCAGG TTCGACCACT CCTGGTACAG CGAGCGCGCA TTCATGTAGC 480 

TCGCCGAGAG CTCTCCGATG AACTTCCGCG CCGTCAACTG GTTGACCTCC TGCTCCCACT 540 

GCGTGTATTT CTCCCAGTAC CGCTCCAGCG ACTCCACTGG CAGGCACAGC AGGCGCTTGT 600 

ACAGCTTGCG CAGAATCTCG ACCCGGCTCT GCTCCTCCCA CTTGCTCACC GGCTTCCACT 660 
GCTCCA 



1611UP 



GATCTAAGGG ATGGGTGACT GCTGCCGGTG CTCACAGCAG TGGCACGTAG CTAGTAATGG 60 

TGCGAAATCG ATCAAAGAGG GTGCGTCTGG CGGTACAGGC AGAAAGCACG CCCGCCGATA 120 

CAAGTTCCAG TTCTACAAGC ACCTGCAGTT CCAGGGTACG AGGTACCAGG TGGTGACTTC 180 

GCGGCCGTAT CTGATAGAGC GGTACGGGGA GCGCAAGGCG GCGACGATCA GGTCGTTTGT 240 

20 CAAGTGCATC CATCGGAAAA TCAACGACGA TGTGACACGG ATCAGCGACG AGCGGGTGAC 300 

GCACGGGGTG TCGAAGTGGG AGAAGTCGAA GCTGTTCCTG CTGCTGGTGA CGCTGTCGCA 360 

GCGGGGCGGG CCGGAGTACT GGCTGGACAA GACGAACGGG TGCCAGAGCC GCGCGGGCGG 420 

AGACGGCGCG CGGAAGAGCG ACCAGGTGGA GGAGGGCGGG AGCCGGCGGG GCCAGAGGCT 480 

CGTCTGCACA CTGGTGGAGC AGATCATGCG CGAGAACATC ACGGAGGACT ACGACGAGAG 540 

CGTGCACGAC GAGAACTACG TGTTCTCGTC GATATGGGCG AACTTCATGG AGGGGTTGAT 600 

25 AAACCACTAC CTAGAGAAGG TCT 



1612RP 



GATCCATGCG ATAAATCTOC TAGTGGTGTG GTTTCACACG AAGCAGCTTC CGTCGTTCTC 60 

GTGGTTTTTC CTGCAGCTCT GTTCGAGCTT GATTTTGGTG TTTTTGGGGA CGTGGACCAC 120 

GAGGTGGCGC GAGCTTCGCG ACACGTTTTT TGAGGGTCTC ATAGATCAGG AACCTATTAC 180 

GGGTGGGGCT GAGTCTCCCT ATCATGGCAG TTCTCAGAAC AGACAGCAGT TTGAGATGAA 240 

GGACTTGGAG GCACAGAAAT AGCCTACATT ATAAATACGC TTGAGATCAT TCTAGCGCCA 300 

CGGTGAGACT GATCATTCGT AAATAGCATT TTAATAACGT AATATATCAT ACGCT G GTT A 360 

TTTCGGATGC AGGACTCCGA AATAGTCTGA CAATTATGTA CTGTTAAGTT ATTTATTTTC 420 

AGACGGCGTA TCTCGCTTGA AACCTGTTCC AGTGCACAGC AGATCCAGCA GCTCGAATAC 480 

TGATTTTTTC GTATTGTTAC CTGGTGGACA GATCTCCAAG CCACCCTCCA ATCGCTGCCG 540 

CAGCTGCAGC ATTGCTACCG TAGACTCCAG CCTAGTGACA AGATGATCCA ACAAGGATAT 600 

CCAATCGTAT TCCGTGTTCT GGCTCAGCGC TTTATCAACC TTTTTATCAC GAGTCATATG 660 
TGTGGGTAGT TGTAGGACAC TATTGTCGAT TTCGATCAGA CCGCCGTT 



40 



45 



SO 



55 



BNSDOCID: <EP 0866129A2_I_> 



423 



EP0 866 129 A2 



1613UP 



10 



GATCAAATAG 
TGGAGGCAAC 
TATATAACAA 
CACAGCAACG 
GTATGAATCG 
GCTAGTGGCA 
CTCGGTGCAC 
TGAACGGCTG 
CAAGGAGCTG 
GCTGCACCGC 
GCTATGCAGG 
GAGACGGATA 
AGGCTGCCTG 



ATGTGCGCTG 
TGTTGGACTC 
GCGAGGAAAC 
ATGGCGGACC 
ACGAACCATC 
CAGGCGATAC 
TGCCTGTTCA 
CGGAAGGGGA 
TTCACAATGC 
AAGGACAACC 
CGGGATCTAC 
AGGGCCTTAA 
GC 



CCACATAGGA 
CTG TGTC AGC 
CACCTTGTGA 
TCGGGGCTCT 
ATAGGATGAT 
TGGCGTCGTT 
TGGTCGGCGG 
GCAACTTCGC 
AGATCATCTA 
TGGGCCCTGT 
TGTCCAACCG 
TAACATTCTG 



CGGAGTCGCG 
AATCGCGCCC 
TACGCACGGG 
TATTGACTTG 
ACACGGCGGC 
CTACTTTGTC 
AGACAATGCT 
GCACCTGTTG 
CCGGCGCGAC 
GGACCGGTCC 
TGAGAACCTG 
GAGGGGTTCG 



GCTAAGCTGT 
CGACCTGCCG 
GACCAACGAC 
ACGCGGATAT 
AAGGCGCTCT 
CCCAGGGACT 
ATCAAGACGC 
GTGCGCGCGT 
CTCGGCAAGC 
CACCTGGAGG 
CAGGCGGTGA 
ACAACACGTC 



GTGTTTTACC 
AACAAGCGAC 
ACAGCAACGA 
CGGAGACGCG 
ACGGGGGTCT 
TTATTCCGCT 
AGTACGAGGT 
ACCAGAAGGA 
AGCCGGACAC 
ACGCTGGCAC 
GCGCGTCTTC 
GTCCGAGTAC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



1S 



20 



25 



1614RP 

GATCGCGGCG 
CGCGGTGCAG 
CGACACGATC 
CGTGTACCCG 
CTGCGGCGAG 
ACGCTACGGG 
GCGCGGCGGA 
CACGCGGCGG 
GAGCCTGGCG 
CTTCAAAGAC 
GCCCAATCGC 
TGAGTATTTC 
CCACACC 



ATGGACCCGT 
GAGCAGGTGC 
CGTGTCGACA 
CCGAACCAGC 
GCGCGGGGGC 
GTGCAGACGC 
CAGTCATACT 
CGCTTGCTCG 
CTCGCCCGGT 
TGGTCCATCT 
ATTCTGCGCT 
ATCGTCTATT 



GCTTCGACCG 
AGCGGGACTA 
AGTTGGTCAC 
AGCGCTGCCA 
ACCCGCTCTT 
TCCTCTGCGA 
TGATGATCCC 
ACACTATGCG 
TCCTCACTCC 
ACTGCGACAA 
ACCTCCCGCA 
GGAAAACCGC 



CCTTCTGGCG 
CGGGGCGATC 
GTATATATGG 
TCTCGAAGAC 
GCTCATGGCG 
GCAGGTATTG 
GCTGCGAGGG 
GCACACAATA 
GCTCACGAAG 
ATCCATATGG 
CTCCTGCACG 
AACAGCAAAC 



CACCGCGCGG 
GAACAGTTCC 
CGCGTGTTCG 
ATCATGCTCT 
ATCGTTCAGG 
ATCATCATTG 
AACGCAAAGC 
CCCAACATTG 
CGCGCGGGTG 
CGGACGATCC 
CCGATGGACG 
CACTCCACGA 



CGTTCTTOGC 
ACAAGTTCCC 
AGCGCGTCTG 
TGCGTGTGTA 
CGGTGGCGGC 
ACCGCAAGTT 
CGCGCATCTT 
CCGACCCGCG 
CTGAGAAAAT 
CTGATCACTC 
AATCCA TCTT 
ACAACATTTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



30 



35 



40 



1614UP 

GATCCTTTTC 
AGTGAAAGCG 
TCCGCTGAAC 
GGGGTACCTG 
GGCGGAGAAG 
CAAGGCGCTG 
TGGCTGTATC 
ACGGCG GAAG 
TCGGTGTTTT 
ACACGCTCAT 
ATGTCTTCGA 
TCGCGGTCGC 



ACCAACAGCT 
CTGACGAACC 
AACGTGTACT 
CAGCAGTTGC 
GCACAGCCCT 
TAAGGCGAAA 
GCTACGAGGT 
CTCGGAGCTG 
TGGCGCGGAA 
AGTCTGCATC 
TACCGGGCTC 
TGTTGGCGTT 



GTCTGGGCCA 
TGGCGCTGGA 
CTGTGCCGGT 
GGCAGGAGCT 
CGAAGTTCTG 
TAGGTACGTA 
TTTGGTGGCG 
TT CCGC GTCT 
GCCTTGGATC 
TTCTTTCACG 
GACTCTGCTG 
CGCGTCGCTA 



GCTGCGGCCT 
CAGCTTTACA 
AGAGGACGGT 
GGCCACGCGG 
GCTGGCCTTC 
GCTGGCGGCG 
TGTGCCTTGT 
TTCACGATCG 
CGCGCCTGCA 
CGCTCTTTGT 
ATCATCTCGA 
ATCATCTGCT 



GGGATGAGCT 
CTGCCGGGGA 
GCTCAGATGG 
CTGCTGGACC 
ACAAGGCGCA 
CCAGGAAGTA 
TGGAGCGCAC 
CGTTCACGTC 
GGTCTGTCAG 
ATGTTTGGAA 
TGCGCTGGCG 
GGATTTCGTC 



ACAACGAGGC 
CGGTGGGGTT 
AGCTGCTGAA 
GTGTGTATGG 
AGT TTATGAA 
TTTACAAAGT 
GAGGAGTTCA 
AATGCTGAGG 
CGCCTGGAGG 
GGACTGAGCG 
CAACAGCTGA 
ATCGGTCAAG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



45 



CCCGAT 



50 



SS 



424 



EP 0 866 129 A2 



1615RP 



GATCATTCAG CTGGACGTCA GCCGACTACT GTTGGACCCC ATATTCACGG TCCCCGAGGT 60 

GCAGAACGAC ATGGTGGAGA TTCTGCGCCA GTATATGCTG GAGTCGGGGC GGCCGTACAA 120 

GCAGGGTTTC CATGAGCTAT GCGGCATGTT CTACATGCAG CTTTACOGCA ACGGCTACCG 180 

GGACGGCATC CAGCACACCA CGCTACATAT GTTCAAGGAG TTCATCGCAG AGGTAGCTGT 240 

GACCTTCTAC GACGAGGGAA ACCTCATCGA GTGGACGAAG AACACGTTTG AACCGATACT 300 

TCGACACGCG TTGCCAGGCT TGTACGAGCA GCTTCTAATG CAOCATGAGC TGGACAACTC 360 

GATATGGCTC ATCCGCTGGA GCAGGCTGCT CTTTCTCCGA GAGTTCGAGC TGGAGTACAC 420 

GCTTTGCTTG TGGGATCACC TGCTGACATT TAGATACCCA GTATCCCAGC TCGTAGCAGC 480 

CATTATCGTT GTCTGTCTGA CACTCATTGT ACAAGAACTG CATTCCTGTG AAGACCACGG 540 

CGACCTGATG TCTATTCTAC TGCACTACCC TCCTCGAAGC TGCTGAGCGC CCCCAGATGA 600 

TCCGCTCCGC CCGGACGCTT CCTGATCTGT GGCTCGCCGA ACAATATGAA GACATGCAAC 660 
TCATCTGCGA TTCACTAATT AAGTCGCACA ACGGCGCCTG GTTC 



75 1615XJP 

GATCTCGTTA TTCTGGACAA CATTGCGTAT AGGGACTGCT CCTGCTTTGT GTGAGGAGAC 60 

GTGTGCTGAC TTTAAATAAG TACGATGAAA CGGTCAGCCT ACGGTGGGGC CCCGTTTTTC 120 

AGTTTCGCAC GGAGAGGGTA TCAAAGGAGG TCGAACACAG CTACGTTATT GGTTCGTATA 180 

GCATGCTTTT GAAGCCCCTA GCTTCACGAG CGCTCCGACC ATCCCAGCCA CCGCGCCCCT 240 

20 ACGCCCAAGG CCAGCTCCCG CAATACGGCA GCGCCGTGGG CCCCTTTTCG TAAGTATATA 300 

TGGCGTGGCC GCGCCGCGCG GCCGAGGTCG CGCGGTCGAC AATGGCTTCT CGACTTGACA 360 

AGCTCCCGGA GGCGGTCAGT CGCCTGCAGA GCCTCAGCCA TAGACAGCTG CTCCGTCTGG 420 

CGCAGGGCGT GTGCATCCCT GCCCTGTCCC CGTCCCTGCA CAAGGGCCAG AGTGGACGCG 480 

TGTGCGTCGT GGGGGGGTCG CTGGAGTACA CCGGCGCGCC GTACTTCAGC GCGCATGCCG 54 0 

CGGCGCTCAT GGGCTCGGAC CTGGTGCACG TGCTGTGCGA GTGGAACGCT GCAACGCCGA 600 

25 TCAAGGCCTA CTCGCCGGAC CTGATGGTGC ACCCGCACCT GCGCGACAGT AGCTCCCTGG 660 
CGCGCGGGCT GGAGCCCGCC ACAGAAGCCG TGCGCGCGCT CGTGGA 



1616RP 

GATCTGCTTC AAGAGCTCCT TCTGGTAGGA CGAGCCCAGG ATGAAAATCT TGGAGACGGT 60 

GACAGGGTCC AGGAACGGCT TGAACAGGCG GAATGCGGCG GAGAAGCCGA ATGGCGCGTT 120 

GATCATGTAG AACTTGCCCA TGCGCTCGGG GTAGTAGTTC TGGCCGATGT TCGAGGCCTC 180 

GCGCACGTAG CTGAGCACCT GCGCGGCTGC GGAGATGGAG ATGCCCTTGA GGTCTAGGAT 240 

GGTGCAGGAC GTCTCGACGA GGCAGTCGGC CTGTCTGGAG CTGGCCGGCA AGCGGTACCG 300 

CGAGAAGGAC TCGTACTCCC ATATCAAGTT CTTCAGCATG CGCTCCTGCG TCGTGATCTT 360 

GTACATCTCC GTCAGGTTCA CCGCGCCCAG CTCCTCGATG TACACCGGCC TCCCGTCCTT 420 

GTCCGTCTTG TGGTAGTACT GCGGGTAGAA CTTGGCCACC AACGGCTTTT CCTCGTAGTG 480 

GAAGTCCTCG AAGATCGTGT CCACGCCGTT TTCCTTACGC CACTTCTCGC AGTTCTCAAA 540 

CATTGCCCGC GCAGCCGCCC ACGTTCGAAC TTGCGCGCCC GCAGAAACCG CAAAAGCGTC 600 

GAGTCGTCCA GACGCTTGGT GAATCCGGCC TGCTTCAGCA CCTTGCGCAG CTCCTCCAGC 660 
GCCGCCTCCG TGCTCCGCTC CGTCAGG 



1616UP 

GATCACCTTT TGGCACGAAC GCCACAGAAA ATCCATTACG CGATTCTGCC CGTTCATTTC 60 

45 TGTACGAATG GGGAAATGAC TCGTCGCCAT GGCACAGGTG ACTATCGCAT TTCGTTTCGG 120 

GGGCGTGATG CCCAGATTTT CTTGCAGAAA GCCGCCACCC TGCGGGATAG GGCTTTACCT 180 

CACATGAGGC GCAAAGCGAC AATAATCGCA GAGCTGCTTC TTACTTCATT CTCTACCCCA 240 

CTAACGTAAT CGATCGGACA GGCACAGTCC TACGGTAATC CTCTGAGATA CCAGATTCGG 300 

TTGCATAATG ATCTCGCCTA CAGGGCCGTG TTTGTTCGAG CCCATATCTC ATGCAAGATC 360 

GCGATGCCCG TGACGATCCA CCTTCACCAT TTACTCGTTT CTTTTTCATG TTTTCAAAAA 420 

60 GAAACGAAAA GGTGAGATAA AAAGCAAACA TTACTACCGA CATTTAAAAT AGGTGATGTC 480 

CAGGACTGTA CCTCATTGTG GGCGCTAACA GCACCAGCAA TGTCTGTGTC ACCCCTTGTG 540 

CTGTTTGACT TTTCAACAGA CAATCCGAAC ACACTGCCCC GGGAATACGA CCTTGCAGTG 600 

GCCCGAATCT GTGTGCTGGG CCACGGGGGC AGTGGCAAGT CATCACTCGT TGCTCCGATG 660 
GCTACACGGA CTGGAGAGTG GCCTG 



55 



425 
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10 



1617RP 

GATCTTGACA 
CAACGAGAAT 
CGACAAGCCC 
CCGCCCGGCA 
CTGTAACTGG 
CAGGCCAACA 
CGCCTCCTGT 
GTCCAATGGC 
TTTGCCGGAG 
AGC TGCTAGC 
GGGAGAGTAC 
CACCGTGAAT 



CCAATCGACT 
ATCTCTGACC 
ATCGCCAGCG 
ATCGTACCGT 
CCCACCATTC 
ATGTGCGAAT 
GTTTGAATCG 
CTTTGTCGAT 
CCTGAGGACT 
AGTTCCTTGA 
ATATGTGGTT 
GGGAAGCGGT 



TCCGGAACGC 
CTGCCATCGC 
CCGTTTTGCC 
TCTGCACCAT 
CCTGCGAGCT 
GTGTCGCAAT 
ACATATTATA 
GACCGTCTAA 
AAAACGCATG 
CTCTCAACTT 
GCAAGCCACT 
ACTTGGTGAC 



CTGAGTCAAG 
TGTGAAGGGC 
GGTCGACGGC 
TTTGAGAATC 
CGGCTTAGGC 
TAGCGACAAG 
GATCTTTGAA 
CTGTTCAAAC 
TTATACGAAG 
GGTGCGAGCG 
TTGGAACCTG 
TGGGCTCCTC 



GCCTCGGTCT 
ACATCTGCGC 
GGACCAGCAA 
ACGCCTGCGG 
TGTAGGTTCT 
GACTTCAGAG 
ACTTTGAAAC 
GGTTGTGCAA 
TCAAGAAGAA 
TGCGGTGTGA 
TGGGCTAACG 
AGT 



TGGATAGCTC 
CCAGTGACTG 
CCAACACGGC 
CCCTCCGCGC 
CGTCCAGTCC 
ACATGTCATG 
CGTCAAGAGA 
CATACCAAAT 
GCATCGTTTG 
TGCTTCGCAT 
ATGTACGCAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



15 



20 



25 



1617UP 

GATCAGTTCG 
CCCTCCCCCT 
CTAGTGACAA 
GATGTTCGAA 
GTATCCTTCA 
GAGGCGTTGC 
ATTTTAGCTA 
GACTAAGACA 
CGAGGATCAA 
AATCTTTTCC 
CTGCACGCCG 
CTCGCTGCTC 



TCGAAGAATT 
GTTCTCTTTC 
ACTCGCCGTT 
GAGGTGACAG 
CAAAGTCGGG 
TCATGCTCGT 
TCGAAAATTT 
CTTGCCACCC 
CTTGCCATCA 
GAGCTCATCG 
CTGCACATGG 
GAGCCCGCCG 



CATGTCATGC 
TACCGCCAGG 
GTCCTGACAG 
AAATTCCCGC 
GCGCCGCTGC 
GGCGATTGCA 
TCCCTCCTGG 
GTTTGCGCCT 
TTGCGGACGC 
ATCCAAAGCT 
CTGCCGCCAA 
CGGGACGCGA 



AGAGAAATGG 
CCATGCAGGC 
CCTATGCGTT 
TGTAAATTCT 
AGCACATCTT 
CTTGCTCAGC 
CGATGAGCTC 
CATGCCACTA 
CCGCATAGGC 
CCTGCCATCG 
CGGACACGCC 
CTGGGG 



GAAGCAATTT 
ATGTCAGGCG 
CGTAAATGTT 
CAAAGAAACT 
CCAGCTTCCT 
TCGGCCTCTG 
ACGAAGTCTA 
CACCAAGGAC 
GATCTTGACA 
TGCAGCGACC 
GACGTCGCCC 



ATGCTCAGCT 
CTCAACACAC 
AAGGCCATCC 
GTCCAAGGGC 
CTGTTCCCCC 
CAAGTACGTA 
CATACCGATT 
CTCTGGACAT 
GCCTCAAGCA 
CAGACACGCT 
GCTAACTGCT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



1618RP 



30 



35 



GATCCGGCGT CCGGAAGAGC AGCTTATGCT GAAGGGCTAC CTAAGGGACA CAATCCCCCC 60 

CCCCCCCAAA AAAAAAAGCA TGAGACTCTG TATCAGTAGG AAGTCTATCG CATCTTCTTA 120 

TTTAGCCTGT ATATGTCCTT TCCGCGTGTA GACAKTGCGT TGGACGAGTA TGCTCGATGC 180 

GGAATATAAC GTACTTTTTT GAAGAGTAAT ATGGACTTTC GACCTGCAAA GTACCGTCTG 240 

CCGTTGCGGT GTCAGACACT CATCGGAACG CAATTGTTGC GGGATCACGG TATGCTTCTG 300 

TTGTATGCTA TGGTAGCTAT AGGGTCTGGA CGGCTATCCA GAGAGATATT ATCCCATTAA 360 



40 



45 



1619RP 

GATCAACAAT 
GCCTCTCGGG 
CAAGAGTTAC 
TGCCGCTATC 
TGTGGTGTCC 
CGCACTTGTG 
CGGTGATGGC 
GGAAACTCAA 
CATTGGCACC 
GGTGCACTTG 
GCTCGCAGTC 



GTGCCGCGGC 
ATTCCGTCGC 
ACCGGCATCG 
CTCATGATGG 
ATCGCCCTTT 
AGCGGCGCGA 
AATTACGTCC 
ATCATCTCCG 
AAAAGCATCA 
TTGTTGTCCC 
TTCAAACTGA 



TGCTCCTGTT 
ATACAGGCGG 
AAGACTTCGA 
CCGTCCCCGT 
TCCGGCCTCT 
TGTTCAMCAA 
AGTACTTCGC 
TCATATATGG 
GAGCTTACTA 
TCGCCGCAAT 
AGAACTTTGA 



CCGCCCGGGC 
CGCACGGGTG 
GTACCACGAA 
AGTAATCATG 
GTGGGGGTTC 
GATTAAGGAC 
AATCAGGCAG 
CACCCTCAGC 
CATCAAGTAC 
ACTGCTTATC 
GTATTCA 



GGTGATCTGG 
CGGGCGATCA 
CCAGTGAACT 
CTGCGCAACT 
TCCTGCGTGT 
ACTCCCTACG 
CAACAGGTTC 
GCAGGAGTCG 
AACTATAGCA 
TATATCTCCT 



ATAGCTACGA 
TCGACACCCT 
GGGGCCAGTA 
ACTGGTCGGT 
CGATCGTCAT 
TGGGCTCGTC 
AGTTCGGGGT 
TACTACTTGC 
TGCACGCGGT 
TCGCCGCCCT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



50 



55 



426 



EP 0 866 129 A2 



1619UP 



GATCGCTTGC TGGAGACCAC AGATTTTCTA OCGTTGTCGG TAAGGGCGAG ATGGCGTCGA 60 

CAACCACGGA GGAAAAGCTC ATGAAGCTGA ATCCAACAGC TACAGATGCG AACAATTACA 120 

TTAATACTGA TACCACTGCG AGCAAGCCGG CTCCACCTTC GTCAACAGAG GCTGGACAGG 180 

CAATTGAACG AGAAAAAAAA CTAGACCGGA GGCAGACTGA GAAGGACAGT GTAGAGAGCA 240 

GCAAGGTTGA GCGCCCGGTA GTAGATGCAT CGTACGTAGG GTGGAAGCAA ATCGGCGGGT 300 

GGGAAGAGCG CGACCGACTC ACCGAAGATG ACCTGCACTG GGAGCTTGAC AGAGAAACCT 360 

TTTTAAGCCA TGTGCTGCCT GCTGCTGCGT ATGGCGACTG GTATCACTCC GTGGGGATAT 420 

TCTTCCTCGG CGGATTTTTA TCGTTTGCGT TGGGCTACTT CAAGTTCAGT TTATCACCTG 480 

TATTCTTCGT AATGGTTTTG ACGGCTTTGC TATACCGTAC ATCGATTTGG AAGTACAGAG 540 

GGTCGATAAG GGAACTGGTG CAGAAGGAGC TCACAGTGCA GAAAGTAGAG GATGACTACG 600 

AGAGCATGGA CTGGCTCAAT AACTTCTTGG ATAAATTCTG GACCAGAATA GAGCCCAACA 660 

TTTCCGTGAT GGTTGTGGAT CAGGTGAACC ATGAATTGGC TAAGAACCGT CTGTGCCGGG 720 



15 

1620RP 



GATGAAACTA TTTCTTGTTT TGTTGGTGGA AGCATACTTT CGTCAGTACT AACTTCTTCG 60 

CTCCACTCCA TAAATTCGTA TTCCCTATTG GGATTAAATT CCGGACCCAA GGTAACGACC 120 

AAAAACATTA GAGCAATAGA TCCCCACACA AAATAGGCCA TAACTCTACC ATAATCATAC 180 

AATTCTTTAT TGCCATTATC GAGTGGAAAA TTTCTTGCAA GGCTGCTTTC AAGCAACGAT 240 

GAGGGGCTAG ATGCCAAGTT TCCCAATTGA TATGCCACGC CCACGAAAAA GGTTTTCGTG 300 

TCTGAGTTTG GAGCTAAGCA GTGTAAATGA TGTGGGACAA GGCCCCATGC TCCTTGAACA 360 

AAAAACTGTA GGAAGAACAC GGACACTATA ATACTTCTAT CATGTACAAA TCCCCACGGA 420 

TAAACAAGAC AGGCAGCCAA CAAAATACAC ACGAGGATAA CAACTCTTCT AGAGCTTATG 480 

CTGGAAAAAC GTGAAATGAA AAGTCCACCT ATTATAGCAC CAACGTTGGC TGCACAATTT 540 

GTGACGGCTG ACTGATTGGG AGAATAACCA AGTTGTTTAA TGAGCATGGT TGGAAAGAGA 600 

TCTTGAGACG CATGAGAAAA GTAATTATAA CCCGTCATAA GCAATATCAT GTAGATGACA 660 
ATGT 



GATCAAATAA AAATAGAAAT TAGCTTAATG GTAGAGCATT CGTTTTACAC ACGAATAATT 60 

TG AG TTCGAT TCTCAAATTT CTAAATAATA ATTAACAATA ATTTAAATTT GGGTAAAAAT 120 

TAATAAATAT TAACGTATAT AATAATTATA TACTTTATAA AATTACTCAA TGTTATTAAT 180 

AAATTTATTT CTTATCATTA ATAATGATGT ACCTACTCCA TATAATATAT ATTTTCAAGA 240 

TTCACTACTA CCTCATCAAG AAGGTATTTT AGAATTACAT GATAATATTA TATTCTATAT 300 

35 GTTACTTGTT TTAGGTTTAG TTTCTTGAAT AATAATTATT ATTATTAAAG ATTATAAAAA 360 

TAATCCTATT CTTTATAAAT ATATTAAACA TGGTCAAATA ATTGAAAT TA TTTGAACTAT 420 

TTTACCAGCT ATTATTTTAT TAATAATTGC ATTTCCATCA TTTATTTTAT TATATTTATG 480 

TGATGAAGTT ATTTCACCAG CTATAACTAT TAAAGTTATT GGTTTACAAT GATATTGAAA 540 

ATATGAATAC TCAGATTTTA TTAATGATAA TGGTGAAACT ATTGAATATG AATCTTATAT 600 

AATTCCTGAA GAATTATTAG AAGAAGGGTC AATTAAGAAT GTTAGATACT GATACTAGTA 660 

40 TTGTTATTCC TGTTGATACT CATGTAAGAT TTATTGTTAC AGCTCCTAGA TGTTATTCAT 720 
GAATTTT 



45 



SO 



55 



RNSnoniD: <:EP 08661 29 A2 I > 



427 



EP 0 866 129 A2 



10 



1622RP 

GATCCGTGTA 
TTATAAAAAA 
ATCAACTAAT 
TTATCTATTA 
ATATTTAATT 
TTATTCCCTA 
TAACATATGT 
CATTATTCAT 
ATTTTAAATA 
GGGTTAATTA 
TTATATTATT 
ACCCATTATA 



TTTTTTATTT 
TAATTAGTGC 
TGTTATATAT 
GTCTGGGCTG 
TTAGATTAAT 
AATAATATTA 
TTCGTAGAAA 
CAGATAATAT 
TAATAAATAT 
ATATTAACTA 
TTTAATATCA 
CAAAAG 



ACATTATTTA 
ATTGTTACAT 
TTATTAAATA 
TTTCCCTTTT 
AATATATTCT 
ATAACTATAC 
ACCAGCTATT 
TGCTACATTA 
ATMTTTAAT 
AATTTAATTT 
TTTTTTATTT 



ATTAAAAATA 
GTTCATTAAA 
TTAATTTCAC 
GATTATTAAC 
GAGATTTAAT 
CATATATATC 
TGCAAATCAG 
ACCTGTTCAA 
CATTTGATAA 
ATTTTAATTA 
TAATATTATG 



ATGATTTAAA 
GAATGATTAT 
TTAATTAAGA 
CTTATCGCTA 
ATTTTTAATA 
TAATATTTAA 
ATTTGACTTT 
TCGTTTTTAT 
TAGTAAGATC 
ATTTTAACAT 
CTAATATTAA 



TAAATATTTT 
TATCAAAACC 
ATTAGGAACT 
ATAATCTGAA 
AAATAAATAA 
ATAATCATAC 
CTCTACTTAC 
ATTTTATTAT 
ATCTGCTTTC 
TGTTAAATAT 
TTACTTGCTG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



is 



20 



25 



1622UP 

GATCCAGTTA 
CAATAAAATT 
TATAATGAGA 
TGCCAGCAGC 
GTAGAATGAT 
GTAAAGATGA 
TTAATTGACA 
TTAGCAGTAA 
AATTAAAGTA 
TTACAGACTT 
TTTTTTGAAT 
CAGTTCGTGC 



CTTAGTAGAA 
CAATAATTTA 
TATATATTTT 
TGCGGTAAGA 
TATTTAAAAT 
AATAATAATT 
TTGAGGAACG 
ACAATGAATA 
TTCCGCCTGA 
AAGCAGTGGA 
ATTTAATTAT 
TGCAAAGTTT 



TGATAAAATT 
TTTAAATAAT 
TAAAAAGAAT 
CAAAGGGGGT 
AATAATTAGA 
ATATGAATAA 
AAGGCTAAAG 
CCTATTTATT 
TGACTACGTT 
ACATGTTATT 
AATAATTTAT 
TAGAATTTAT 



AATAAATATT 
GATTAAATAA 
ATATAATTAA 
TAGCGTTAAT 
ATTAATAAAA 
GACTTATAAA 
TAGCAAATCG 
TTTTATTAAT 
AGCAATAATA 
TAATTCGATA 
AATTAATTAC 
CATAAACGAA 



ATTTATTAAT 
TCTCAATATA 
ATAATCCCAA 
CGTAATGGCT 
ATAATTTAAG 
GTGAAAATTT 
GATTCGATAC 
TAAAGAATAA 
AAAATCAAAA 
ATCCTCGATA 
AGGCGTTACA 
CATAACTCTA 



ATTTGGTTAA 
AAATTATTAA 
CCAAAATTTG 
TAAAGGGTTC 
AATTATTCAA 
AAATTATATA 
CCGAGTAGTT 
ATTAAATGAA 
CAATAGACGG 
AATCTTACCA 
TAGTTGTCTT 
AATATTTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



30 



35 



40 



1623RP 

GATCACAATC 
ATATTGCCAT 
ATGGTTTAGT 
CAAAGTTTAC 
AATTAAAGGA 
ATAGCATTAA 
TAAAGCAGCT 
TTATCGCTAC 
GCTACTATAA 
ATCTTCAGTC 
ACGCCCCACC 
CGTTCGACTT 

rvrcorcacAr 



GCATGGTATG 
AAGGACTTCA 
ACCTATACCA 
TAGAGAGATG 
ATACAATCGC 
CACTGACGAG 
TAACAAGACA 
TTCCGTCGCT 
TAAGTTGATT 
AGAAGCTAAA 
GCCGCCTTCA 
TGTCACTAGA 



ATCGTTTTAG 
GGTATTACAG 
AAAGAACAAT 
ATTGTTGACC 
CTCAAAAAGC 
GAAAGTGAAG 
GCCAAACGCT 
AGCACGCCTG 
GCGAATGAAG 
AAACGTGGCT 
ACCCTATGTC 
CTCAAAAACT 
TGAACAG 



AATCAACGAA 
TCGCAGATAT 
TTGAACAGAT 
ACGCTGGTGA 
AATCGCAGTT 
CATCTGATTT 
TTGGGTTATT 
ATGTCGATAA 
CAAAGAGCCT 
ATCATATAAA 
CTCCACGGAT 
ACTAGAAGGG 



ATATGACAAA 
TCTATCGAAG 
TAAAATGGAA 
CTT CGACT TA 
CTCCTTTGGT 
TGAATATCAT 
ATGTATTCCA 
TGTCGTCGTG 
CGAAAAGCTG 
TTTCAGCTTC 
GCCGAAGTTT 
CGTTTAATGA 



ATGAAGGAAC 
TCCACTGAGT 
TTAGAGCATC 
ATTGCAGTGG 
GACATTTTCG 
GATGACGAGA 
GAAGCTGCGT 
CTACCAATAA 
ACTGACTGGG 
CAGAAGGAGG 
TCCCCAAAAC 
GGCTGCTACT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



45 



50 



55 



428 



EP0 866 129 A2 



1623UP 



10 



GATCAGCGCA 
CTGGCTTGCA 
TTTCGCAACC 
CTCGTCTCCG 
CCGCTCCGGC 
GAATGAAGAG 
CGGGTA CTCC 
CTCCTGCTTT 
GCGCAGCTTA 
CGCTGGCGAA 
CCGACCTCAC 
CGCTCTGAAC 
AGAAATCTTG 



AAACACATCT 
AAGCCGTCCA 
ACAGGGTTCC 
CCGCGCACGT 
AGCGTAATGT 
CTTGCCAGCG 
CCGCACACCA 
TGCTCCTCCT 
GGGCTAGACC 
ATTTTTCGCC 
TGATGGTGCT 
GCTCGTTCCA 
GCGAACCATG 



GTATTCCCAG 
CCTCGCCGTC 
CGTGCTCGTC 
CCCACGGCCT 
CCACCACCAA 
GGATCAGATC 
CCGTCAAGTC 
GATAGTCCAT 
GTTACAGCTG 
TATACCACCA 
GTCCCGCGGG 
TCTGCGTCAC 
CTGCACTTAG 



CAGCATGTCC 
AAATGAAATG 
GTACTCCTCT 
AATGCTCAGC 
GTGCTGCTCC 
CAGTTTTAGG 
ATCGGCATAG 
ACCTATCCGC 
CAGGTGACCG 
CTTATGTTAC 
GACTGCTGCC 
GGGTTGACCG 
CCTTACTG 



TCCTCCACCT 
CTGTCCGGAA 
TCCTCATCCT 
TGCGGAGCCT 
TTGCTGATCG 
TCCACTTCAA 
ATCGACTCAA 
TCGACCAACT 
TCCGGGGGAC 
CCGGTCTATA 
TCGTGCGGGC 
AACGGGAATT 



GCCGCATGGC 
TATTCTCCAG 
CCTCACCTGC 
CCTCGGGATA 
CAGCCGCCGT 
ACTGGATTTT 
GCACTTCCAG 
ATGAGCCCAC 
GATGCGCTAT 
GTGCTGCTCT 
AAATCCCCAC 
GCGCGCGCCG 



€0 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



15 



20 



25 



1624RP 

GATCGCACGT 
GTCGTAGCCA 
GTTAGCGGCA 
GAGACGTACA 
TCTAAGCTGC 
GAGCTGTCGC 
CGGATGTTGC 
CTGCTGAAGT 
TTCTATCGTC 
ATGGTTGGCG 
GTCCTCGACA 
AACTCTACAA 



CATTTTACCT 
GGATCCCACC 
AG T ACAAGGG 
AGACACGCGC 
GGTTTATCGA 
GGCCGAAGGT 
AGCTAGGCAA 
CGGGCGCGCA 
TGAGGATGCA 
CTGTGTTCAA 
AGTGGAAGGA 
AGCAGTCGTG 



ACAGGCTGGG 
TGTGACCAAG 
CGAGCTGGAT 
TGGGAGTTCC 
GGACAAGCTG 
GCTGGTGGAG 
GCCGCTTGAC 
CCGGGAGATG 
GCAGGAGCTG 
GACAACCGCT 
GGACGTGGTT 
GGCCGAAGCC 



CTTTTGAAGA 
TTCGCCAGAG 
ATAATGACGG 
GACCGGCAGA 
CGGTCGCTGT 
AACATGGGAA 
GGTGAGTCTG 
CTGGCGGCAT 
GAGGAGCAAA 
GTGGAGCACG 
GCGGGGTTGC 



AGAOGCCTGC 
AACCGAAGCT 
ATAGATTAAA 
CGGCCGCGGT 
TTTTCCAGCA 
ATGAGCAGTA 
TGGTGCAGCG 
ACGACCAGGC 
TAGCGTACGA 
GTCTGCAGCA 
AGCTGATGTC 



ATGGTACAAT 
GCATGACCCA 
CAGAAACACA 
GCACAAGCCT 
GCATCCCTGG 
CGACTGGTCG 
GACGCTGTAT 
GCGGTTTGAG 
GGAGGCCACG 
AGAGCAGAAG 
TGCGAAGAAG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



30 



35 



40 



1624UP 

GATCATATAT 
TGTCCCATGA 
AAGTGTGCAT 
TGCACTGCAA 
TGTTCCGGTA 
GATGAATCTG 
TGTGGTATCC 
TCAGATTCCA 
TGTGGAACAA 
CCCTGCGGAC 
TGTACCATCA 
TACAATGATG 
TTCTGCCAAG 



CTTCCTGTGG 
CCTGCCACGA 
GCGAACAGAG 
AATGTGAATC 
GACCGCATTC 
AAGTTGAGGC 
ACATGTGCAA 
ATGACCTTAT 
AGCTCCCTCG 
ACAGTCCACC 
CAGTCAAGAA 
ATGTGTCGTG 
TTCCCTGTCA 



TAAGGTCTGT 
TGGTAACTGC 
GCGTTTCCTT 
ATTGATGTCT 
TGTCAAGCGG 
CCAGCACGTC 
TTACAAATGC 
CTGTCCCTGT 
CTGCACTCAT 
TTCGCATAAT 
AACTTGTCGC 
TTCGAGACCG 
TT 



GGGAAGCAGC 
ATGGATCCAT 
GTTCCTTGCC 
TGTCGTCGCC 
AACTCTAGGC 
TGCTTAAAAG 
CATGCAGGCA 
GGTAAGACAA 
CCATGTCGAA 
TGTCATCCCT 
TGCGGTAAAA 
TGTTAGAAGC 



TCTCCTGOGG 
GCCTCGTTAT 
AGTTCCCCCA 
ATCGGTGCGC 
GGCGCCGTGA 
ATTGTAATCG 
AATGTCCTCC 
TCGTACCAGC 
ACTCGCTGCT 
TAGATGAACC 
ACGAGATCAG 
CATTGTCCTA 



GAATCACACT 
AACTGAGCAG 
TTCCCCAAGT 
TGAAAGATGC 
GAGTCCAGAT 
GGTGCTGCTT 
CTGCTTAGAA 
CCCTG TCCG T 
GGATACTTGG 
TTGCCCCCCA 
GACATTCTGC 
TTGCAATCAC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



45 



SO 



1625RP 

GATCAACTAC 
GGAGAATATG 
CGGCTATGAT 
CTTGGGCTTC 
GTAGATGGGC 
GTTGCGGATG 
GTGGATGGAC 
GCACAGGCCG 
GTCGACCTTC 
GTACGCGTCA 



GAGGACTTGA 
TAGCGCACAA 
GAATAGAAAT 
TCCCACGAGT 
TTGGCGAGGT 
ATCTCGATCA 
AGCGGCTCGG 
GCGGCCAACA 
GAATAGTCCT 
ACAATGATCT 



CGACCGCACG 
CATCAGCAAT 
ATATACACAG 
ACTCCTGGTT 
CGAGCTCTTT 
GCTCGTCGTC 
CAATACCAAT 
GCGACTTGGC 
TTCCGGAGAA 
TTCTACCGGT 



ACGGGAGCTC 
GTTACAGTAC 
CTGCCTGCAG 
AGTGAAGTGC 
GACAAGAACA 
GGACTTGGTG 
GGCGTAGGCA 
GACCCAGCGC 
CGCACCGCCA 
CAGACCTGCG 



GCGGCCGCGC 
AGACGTCTAT 
GCAGCTTAGA 
CCGTACGAGG 
CCTGGTCTGA 
CTGGTACCGT 
AACTCAACCT 
GCAGCGTACG 
CCGACCGCGG 
TCACCTTGTG 
HTCTAGCATG 



TGGCCACTTT 
CCGTGGGGTA 
AGCGCAGAGG 
CGGTAGGTAG 
GGTCGAAGTT 
AAGTCTCGAC 
GCACACGCTT 
CAGCCGAACG 
CGGCACCGCC 
GCCACCGATC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



55 



TGACCTTGCC TACGATGCGA TCGCGCAACG CGGAACGCAG GTCCTCGGTC GAGATGTCGT 
CCGCG 



720 



BNSOOCID: <EP 08661 29 A2_l_> 



429 



EP0 866 129 A2 



is 



25 



60 
120 
ISO 



1625UP 

GATCTGGCTC TGCGCCATCC CAAACAACCT GGGTGTTGAC AAGAAGTACT A^TGAGCA 
SJSSX TGGGCCATCT ACCAGGAGAT GATGAAGCAC TATGCCAACG AOGACCTTGT 
s i^ZVooltP i*rrcAGGGCG GGTTTATCGT CGCGCCGCCA CTCCACGAAA TAGAGCTGGA 

S^SSSS ^SSSStcTCT SgGAGCT CGTAACTAGC ATGTOCCCCT GACTTCATGG 240 

J^SSS? SS?A?CTT JSSSSV TACTTTTGAG ACTMACTTA TATTATATAC 300 

TGATAAACAA TTTCCCGCGC TCTCTCACGC CCACTACTTG TTCTCCGCGT AGAAGAAGTT 360 

SSccSc AACTCGAGGT TCTTCTCGCC CGCAAACTCG CCCACACCCA CAGGGGGCCG 420 

Stctc§gTG TAGCCCCAGT TCACGCGACT CTGCAGGCGG GTGACCTCCT CCTCGCTCAG 480 

^;^nr-r Arn^nrTfirr GAAACAACAA CCACACGTAC CGGTGAGCCC CTGTGCCGGC 540 

SSSqCoS gISSSSS £££££ cSSSttaCCC TTTAGCACCA CGTGCGACAC 600 

S^r^r££ S^rTAGTG TTATGTTCGT TTCCAGAAAG TGGCAGTATT CCGACCACTT 660 

amccac SSaSSaI SSt? ?SS^c AGCGTGAATA GGTCCCCTCC 720 

CTGACG 



1626RP 

GATCCGTGGG GACCATGCGC AGATGGCGCC CTTAATATAA GCCCCTCCTC GCAGGCATCA 60 

CGTCTGCCAA CTCCGACCAT TCTAAATGGC CAGCTGCTGC TTTGATGGTA GCGTCCGCGG 120 

rS?A^ AGTAAATATA GCCATTAATT CCCCTTCTAA ATATACATTA CATACCAGCG 180 

SSSSSgK GCTCCCGAGG CGCTCCCGAG GCGCCCCACG TCTCGCCGCA GCGACGCCGC 240 

^rAGCTGG CCCTCTGGCC ACGCAGACAT GCGCGCCGAC GCGCCCACGT TATATACAGC 300 

SSS£SgTC ^ATATGCAG ATGGGTCTGA GCGAAAGAAG TTCCTCGCTC TCGGAGAAGC 360 

AGTCGTCGTG ACCCTCGCGC TCCGCGCCCA ACCGCGCAGC AGAGAATCTT CCAGCGCTTC 420 

CCG^CgScC gScTCGGCG TACCCGTGCA GGTAAGGATA CTTCGCGGCC GCCGCGGCAC 480 

r^^CTC AGCCTGACTT GCGCAACGGC CATACGCAGA GGACCCGCCT GCCTCCGCGC 540 

¥££25gS? G^gSSgTGA TCTCACCGCC TGCCTCAGCC GCCCTCGTCA ACGATGCGCA 600 
CCAGACCCTC CAGAGCGTGC CTTCGTGCCC AAGTCGGAGC CCA 



30 1626UP 

TATCCATGCA TATTTGCGAA CTTACGAAAA AAGGCGTGAA GAGGCGGAAC GTAATCTAGG 60 

S^Sagaa toaatgaatg acaacataga ccttgttaca GGAGAAAATA atgaagaacg 120 

Sgctcaaa caaaagaagt tcttagagga gcagttggca aagttggaga AATCAAAGGA 180 

Sg^GACAA GCACGCAAGG CCGCGAAGGA GAAGAGCAAA GATGGCAAAG TCGTGAAAGT 240 

VVIifcArACC ACGCGACGCT GCGCAACATG CGGTGCGATC GGGCATATCA GAACTAATAA 300 

3S aI^CCCC ATGTACAATG GTGGCGTTGC AGCAAACGCA AACGCAAACG CX3AATGCGTC 360 

rlr^AGCA GCTGCAGGTT CTTCAGGGAT GGCCTCAAAT AATAGCGCTA CCAGCAAGTC 420 

SfcSHc^S AATCCCAOTA TTCCGCCGAC TTCATTCGAC TAGCTCGCAG TATAATATAT 480 

SctamSg TOCCAATTGT ACCTCTTTCG ACTGCTATAG AACTTTCTCC TCTTCTTGCA 540 

^ACATGTGC AGCACTGCAG CACCGTGCGC CTCGCAATAC TTATGGACCG CGGCACGGTC 600 

ScrcSSS CCAGCGTACG CTATGTATCC TGCGGGACCC TTATTCGTGC GCGACACGGG 660 

40 ATAGTGCACA GACTCCACAG AAGTGTTCTC TACAATGCAG AAGA 



1627RP 



60 



45 GATCTTCCTT GAATTTACTT AGCAGCTCGT TAATTTCCTG CTTCTTCTGC TCTCTAAGCT 

^iiTCTGTA AAAGTCCTGC TTGGCCTTCT TGTCCACCAT GCTGGGAGGC TTCTCCTTCC 120 

AAGAAGTGGA TTGCGGTTCA GAATCCTACG CCTTATGGAG TOTAACGATT 180 

TTTTGTTCTT CCCTACTACA AGTGTGAACC CGTCCTCGTC CACAATACTC GATTGAACCT 240 

SSccrococ AAGTTGTTCC CGTTGCTCAA ATAACAACAT ATGCTCGTGA ATGTCGCTGC 300 

Sgtactc AAGGTCGAGT GGCTTATAGA AGCTCTCGAA GGTCGCTATC GAAGGAGACT 360 

SO r^ACGCCCA CTCCACCAAT TCCTTTTGTT TGTGCGCGTA TTTGCGCAGA GCAGCCCAGC 420 

^G^TCTCCAG AGATGCCTGG TCCACAAACT TCAACAGAGC ACTGTTTCTC GGTGTATACC 480 

SiTCCTC CGCATCCCCG GTGTCTCTGA AATCGGACGT CAGCGCACCC AAATCCACCT 540 

£££cAATCC GAACTCGTCG TGATGTAGCA GCTCTGCCAC ATGCGCCACA GTCTCGTACT 600 

rrfiCGCAAAT CCTGCCAAAG CTCTCCTTGA TAGAGTCGAC CTGTGTCAAC AGAGGTAAAT 660 

tcaSataaa caggcaatta gcctccgatt ccaccttcgt ctgatgcttc ctc 



55 



430 



EP 0 866 129 A2 



1627UP 

GATCTTTGAG ACGCGGCCTG GAGAGTTTAG 
CTAGACCTGA GTCATACACC CTCCGTCTTG 
TAAAGGAGGA GGCAGATGAA GTGATTGAGG 
TTGCGGACTT GCTGTATTTC CTCATGGTTA 
AGGTGGAAGC CAACCTAAAC ATGAAGCACA 
AACCAAAGTA CCTACCCGCG CAGGAGTGGC 
CACCATCTGC CATTTACTTG AACGTCGTAT 
CAATTACAAG GCCAATTCAG AAAACTACTG 
AAAAAGTGAT AGAGGAGGGC GACAATGCGT 
TAAAGATAGA AACACCAGTA CTAGAGGCTC 
CGGAAGACGT CCGTACGGCC ATAGATATTT 
CACAGCTGAG AGACGATATT CTCAAGGTCG 
CCCGAGGCCA TAGAGA 



AGCAGATTGT TGACCAACGC ATAGCAGATG 
TTGGAGACAC GGAATTGCTA AATTCAAAAA 
CTATAACGCC AGCTGAACTA CAATGGGAAG 
AAATGAGGAG CAATAATGTG ACTTTAAAGG 
TGAAGATTAC GAGACGGCCT GGAAACGCGA 
AGAAGAACAA GGAAACTCCT GTAGATATTG 
CCTCAGATGA TGAGGCCGCA TTGAAAACAG 
ATATATTAGG TCTTGTTGAG CCTATAATAA 
TGACTGAACT AACAGCGAGG TTTGATGGAG 
CTTTTGGCGA CGAGTATTTA AAAGGATTAA 
CGATGGAGAA TGTCCGTAAA TTTCATGCCG 
AAACGCAACC GGGGGTGGTA TGTACGAGAT 



1628RP 

GATCTGCCCC TTTAAGCAAC 
AAATACTTCG GTGAGTGTTC 
GGTATTGACC TTGCGATCCA 
GGGAACCAAT TGGTCTAACT 
TGTATGGTAT TCGGCGCTAG 
TATTTACAAC ATAATCACTA 
ACGTTGAAAA ATTTGGATGG 
GAATTTGGTC GAAGTTC TAT 
CAAAAGTATT AAAAAGGCGG 
GAGCACTTCG GGCTCCTCTG 
CAGCTCCAGC AGCAGCTCTA 
CCAGCTCTTC TAGCAGCAGC 



CACATATTAA GCCGCTGACA 
AGAAGCCCGA GCGCTCGGAG 
CAGACAGGCG GAAATATGCA 
GTAATGCATA ACACTGTATT 
ATTGTCAGCC CACGTATATT 
TTGACGAGCA AGGATAGTGG 
TGGTGATGAG GTAGAGATAT 
ACTGCCAACG ACGTTCGCAG 
TAGTCCCTAA ATTATCGGAA 
ATTCTACTTT AGAATCAAGT 
GTTCCTCCGG ACAGTGAATC 
TCGAGCTCCT CCGGCGAATC 



CACAGACTGT CAGCGCTTAG 
TTATTCATGA TCACGTGATG 
TATATGTAAG CCAAGATGCC 
CCGCGAAGCG GCTCTGAGCA 
TCCACGTGAC GCCCTGATGC 
TCGCACGTTA CGAAAAAGAA 
TAACGTTAAT GGGCGAGCAC 
ATTGCTGAGT TGATGGGTTC 
AAAGCCAAGG AGGAAGAGTT 
TCATCTTCCT CGTCGGAGGG 
GAGCTCGTCG GACAGCGGCT 
GGGCTCC 



1629RP 

GATCTCCCAC ACTAGGCTGG GTCTTACTGT 
CGGTCTTCAA GTCAGCGGGG AAATTTTCAG 
CTTCTCGACT GTCGTCAGTA CTTGGCCCCT 
ACCATTCATT CCAGTGTATC GTACCCGAAA 
CCGGAATCGT GTAAGCACTT GCAATAACTG 
CGCGCGTTCC AAAATTGTCC AATTGTGAGA 
GTTCCACTAG TGATCTAACG GGGCTTATTT 
TCGACTTACA AGCAAACTCA GTGAACAAAG 
CTGCTGAGGT TTTCCCTTGT GAAATAACAT 
ATGCCGTTAA CTCTTTATAA CTGGTTGCTT 
ATTCTTCCTG AGGTGAAGAA GTTAATGGAG 
GTGCCTCTTC TGGATGGTGC ATGGCACTGA 
CGACTGCAGT TTT 



CCATGAATAG CATTCGAAGA ATGGAGGAAT 
GGCAATATAA TGGTTCCCAA GTATTTAGAA 
TTAAATCGGC TGTTCCCCTT GAAGATATAC 
AATTAGCAGT AATGGCACTT GGAACATCAT 
AAAGCTTTGT AAGAGAGGTA AAAATCGGTG 
TTTGTTGATC TTCATTAGGC CTACTGGCCA 
CAGTGGTTAG AAATTTATCC TTCTCAGTTT 
GGGGGTATCG ACGAGCAGCT CTTGTGTAAG 
GTTCTTTAGT TTCATGTAGG GCTCCAATCC 
GGAAAATTAA AGTACCAGAG TTATTAGAAT 
AAGAGATAGT CATTCGAAAG CAGTATTTAC 
GTAATAATAC TCCAAATCTG TCC G TTT CT T 



1629UP 

GATCTCGGCT CGCTGCTCGC GCTCGAGCCC 
GCCCTAATCG GCGGTGCAGA TAAATTGCAC 
GTCGCCGCCA GGACTTTCGG CTTGAACCTC 
ATAATGGCAA AGGTCAGCGG CCCAAATTAA 
AGCTATACAG CTTGCCCGCG TCCTCAGCTT 
GTCCTACTGG AAACTACCAT TGGCGACCTT 
GCCGAGAGCT ACAACTTCCT CAAACTCTGC 
TACGACCTCC ATCCTGAAGG CTCAGCACGC 
CGCACGGATT TGCCTGTACA CAATACCTCG 
ACCCCGAAGC TCATTGAAGC CTCCGTTGCC 



TACTGGGCAG AGCGCTACCC AATAAACAAC 
AAGCTCTACT CAACCGATTT TGCGCCCATC 
GTCGACAAGC TTGGACCGCT GAAAGACCTC 
TAGTCACGTG TACATAAAGG TTTTCCTAAT 
GCAGCGCGCA ACCGGCGTGC AGCCATGAGC 
GTAGTAGACC TGGACTACAA GACATGCAGC 
AAAACTCGCT TCTACGACTG TCAGTGCATC 
CTCGGCGATC CACAGGTGGG CTTTGCATTC 
ATCGAAGGCC TGCGCGACAC ACGGGCGGTC 
GCTCAACCCG CAGAGCGCTT CGGACAOGTC 
pTVWftTY^ra anftTipnYSOT mrrtnnn*a*fr 
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CCCGAACTCG GCCCCACATC AACACAGTGC GCTTCGCGCA GGTCATCGAC GAGTCGCTGG 
CAGTTCTGCA GCAGCTCAGC GA 
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1630RF 



10 



GATCGACTTT 
GGCAATCCAA 
AGTGATGGAG 
GCCAAGATGG 
CCGATATTGG 
TCTGACTCAG 
AAAGGTGTGG 
GGAGTGCAAG 
CAACGGGCTG 
GCGACCCTAC 
AGTGACCTGT 
TAGCGGCATA 



CAAACATTAT 
CAGGTTCTGT 
AAGTACGAGG 
GATATAAGGA 
TATAGCAGCG 
AGCAGAGTGA 
AGACTGACAC 
TCCCCGCAGA 
CAGCGATGGA 
AACTACGCGA 
TGAACAAGTT 
TTGGCCTTCG 



TATACAGATG 
AATGCAGCCT 
AGAGATAAAG 
GGGCAGCGGT 
GCCGCAGGGC 
GGTGGAGCTT 
AAGCAGAATA 
AGTGATGAGT 
AAGGGTGCTC 
AGATCAGCTG 
CTCAACGCGC 
AGGACCCAGA 



GAGGGCATCT 
AAGAGGCGAA 
CGCAAGTATG 
CTAGGGAAAG 
ATGGGGCTTG 
GTGACTCGCG 
GCAGACAAGA 
TTGCGTTCTG 
TCGGAACTGC 
CAGCAAGGGC 
TGCAACAGCC 
AA 



CACATCTTGC 
GGGTTGAAGA 
GTATTGGCGC 
AAGGTACGGG 
GAGCCAACGT 
AGGCAGTGAA 
TAGCAAAGCT 
GGACAAAGAC 
TGCAGGTGGG 
TAGATGCGGC 
GACTGCGCTG 



ACAGCAAGAC 
TGGAGCGTCT 
GCAGTTGATG 
ACGCACGACG 
CTCCATTTCC 
GTTTGAATCG 
GGAGATCGCA 
GCTGGGTTAC 
TGAGCAACTT 
CATTCAGAGT 
CCGGAGCGGG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



75 



20 



25 



1630UP 

GATCGTCGCC 
CCGCGCGCGG 
ACCGTATCGT 
CCGCCGOGCT 
AAACGGTGCC 
CGGCTCCGCG 
TCGAAGGGCG 
AGCGGCGGCA 
TAGGCATCAT 
AACGCTGCTC 
AACAGTAGCT 
CGGGCCCGAC 



TCATCGGTGA 
TGGGCGACCC 
CCCCGACAAA 
CCGGCGTGTG 
CGGCCGGCAC 
CTCCGCCAAG 
TCCAAGCAAT 
GCTGCGGCAG 
ACATCTCCCG 
CTGCCCGAGG 
CATCGCGCAC 
CACGATACTC 



GCTGCGCCCC 
GCGTCCAGTC 
TGGCGAGGGG 
CGCCTCCTCT 
CCCAACGCCG 
GCCCTTGCCC 
TCGTGTACGA 
CTTGGGTTTG 
CTATCTTTCT 
GCAGTTCTAT 
CAGGCGAACA 
ATGTTACATA 



ACGGGCGAAC 
GGCGAGCCCC 
TAGATGATGC 
GTCCGGCCTG 
AGGCCTTCCG 
TGACCCAGTC 
TGATCTATGC 
GTCTCGTCCA 
CTTGCGCCTG 
AACGTTGCCA 
CATAGGCAAC 
GACTCACATG 



CTGGCAGCCT 
GTGGTCCCCG 
CCTCCTCCGC 
GCCGCGTCCC 
CGGGCGGTGG 
CTGTAGGTCG 
CAGCCGCAGC 
TATCGTGGTC 
CACCGGTACC 
GTGAAAATCG 
AGCTTCGGTG 
ATCAGGCAGC 



GCCCGGCGAC 
GACCATGGTT 
CTCCGGCGTA 
GTCCCCAGAC 
CGGCGGCCGC 
CTCGTGGTCA 
CTTCGTCACC 
TCGGTCTCTG 
GTGCATTGGA 
TGCAGTACGG 
TAGCGGGCTG 
AC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



30 



35 



40 



1631RP 

GATCTAATTT 
ATATTTTATT 

GAGTTAGGGT 
TAAATATATA 
ATCAATCATT 
AAATAATAAA 
AATAATATGC 
TTATTAGGAG 
AGAAATCCAT 
AAGCTACAGG 
ATTAAATTAT 
CCGTTTTGTA 
AAATAAAGA 



ATTTACATTA 
ATATTTAATA 
TCACCCCCGT 
TATTTAATAA 
AAGAGTTCAA 
TATGATAAAT 
AATTAGTATT 
CAGGTATTGG 
CAATGAAAGA 
TTTATTCTGT 
ATAATAATTA 
ATCGAAAAGG 



ATTAATAATT 
ATTATATAAA 
AATGCTTATC 
TAAAAGGATA 
ATCITTTTAT 
CATAATATTA 
AGCAGCTAAA 
TATTGCTATT 
TACTTTATTC 
TTAATGATTT 
ATATTCAAAA 
TTAGGAGTTC 



AATAATATTT 
TACTTTAATT 
AGCATTATGA 
TAGTTTAATT 
CCTTGTTATA 
AAGATATTGA 
TATATTGGTG 
GTATTTGCAG 
CAATTTGCTA 
CTTTCTTATT 
TAAGTTATAT 
AAATCTCTTA 



AATAATATTC 
ACATAAATAC 
GGTACCACTC 
GGTAAAACTA 
TTTTAATAAT 
TTAATATTTT 
CAGGTATTTC 
CTTTAATTCA 
TTTTAGGTTC 
ATTATATGGT 
TAGCTTAATT 
TGTAACAATT 



AATAATTTAT 
TTTAATTAGA 
TAATTAAAGG 
TTGACTTCAA 
ATAAATTAAT 
TAATTAATTA 
AACAATTGGT 
AGGTGTATCA 
GCTATTAGTG 
GTTTAATTTT 
GGTAGAGCAT 
TAATTAAATT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



45 



50 



55 



163 1UP 

GATCTTAAAA 
ACTAAAGGAT 
ACAAATAATG 
TAACCATGCA 
TGTACATGTA 
TAATGAAATA 
CATAGTACAA 
GCACCTCAAT 
GTTAAAATAA 
CCATAATATA 
TTAAGATGCA 



TAAGATAGAA 
TACCTGGAAT 
AAAAGAAAAT 
TTGGTAATCT 
ATAGCATTAA 
GAAAGAATCT 
TATCATTTCC 
GTGACATTTG 
AGATAATAAC 
AACCTTTACC 
TATATCTAAT 



TGGTAATAAA 
ATAATTATCA 
TATAAATACA 
ATCTAAATTA 
ATGCATAATT 
TATAATAGTA 
AATAAATGGA 
TCCATATACT 
ACCAACTGTT 
AATATGAATA 
TAATCAACCT 



TATCATTCAG 
GGATGTCCTA 
AATACTGTTA 
CCTGTAATAC 
ACTATTGCTG 
GGATTACTAA 
ATAGCACTAA 
AAACAATAAC 
CATACAATAA 
T ACATAC AAA 
AGTTGTACAT 



GTACAATAGA 
AAGTATTAGG 
CTAAATCTTT 
CTAATGGATT 
CAATAATAAA 
CACTAAATGA 
ATAAATTAGT 
CTAAGAAAGC 
CTCTAGGTGA 
TAAAGAAGAA 
CTCTCATAAT 



TGCTGGTGTT 
TGAAAAGAAT 
AAAAATAAAA 
TGATGAACCA 
TGGTACTAAA 
TCCTCATAAT 
AATAACAGTA 
TCCTGCTATA 
TTTATAAGAA 
TGAAGCACCA 
ATGTTCTACT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



BNSDOCID: <EP 08661 29 A2_l_> 
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1632RP 



GATCTTCGCG CCGTTGCGGC CCAAAACCCG CAGCTCCCAT ATACCCGTGT TCAGGTTGAA 60 

GCTGATGCTA GCGTGCTGCC GCGACACCAC TTTCGCAGGC CCCAGGTCGA TGTGTACTGA 120 

CCGGTCCTGC GGAGACGTGT TCCGCCCGAT ACTCGTCATC ATGTCCTTCA CGTAGTACGT 180 

CCAGTCTCGT CCCGATATCT TGGCGTACGC CTGTACTTCC GTTGCCGTGT TCTTGTCGTT 240 

CGAATATACT TGCGACACTG TCGTCGCCTC CTTCGGCGCA TCCAGCACCG AAATCACCGC 300 

ATTGATCACG TCCTGTCTCC GTTAGTACTC GGTCTCGTGC CGCCCGTCTC GCTCCTACAT 360 

ACCTGCTGGT GCTGCTGAGA CGCAAATGGG TAATTCATCT CGTCGCCTCA ATTTCGCTCC 420 

TCCACTGGCT GCCCCAGGGT AACGTCGGAC TTCCGTTGCT GTGGAAGGGG TGGTCGCTCA 480 

GCGTAGCTCG GTACAGCTGA TCTCGGTCTT AGTATCAACA AAGCAAAAAT AAAAATAATA 540 

ACAATAAGCT TTTCACTGTG TGTGAACGTC CCAGAAACTG ATTCCAACGC TCCAACACCG 600 
CACTTCTTGA AGCAACCTCA CGCACCCTTC TGAATGACAG ATCACCCTCA CTAAACGG 



1632UP 

GATCGAGACT GTGATATAGC TGTATAAGAA GGTTTGGAAA CCTTAGTAAA TACCCAACTT 60 

TTTTAATTCG AACCTTGTAC AGGTTTTATA CTCAATTGTA GCTTTGAGTT GCAAATACCC 120 

GAGGCATAAA ATCAAAGCGT ACTTAAAAAC AATCACTACA TACAGTCCTC CACACCCTGC 180 

CAGAGTGGAA TAACATGAAG AATAAATATT AAGGACAGTA ATGCTATAAA TACATGTGCT 240 

TCAAATAAAT ATATGCTTGC TAAGGGTTTT CAAATTCGGT TTGCGGCAAA GAGTACGCAA 300 

TAAGTGGATC TTGGGAAAGT GATGGGGGCA GATAACGACC AAACAAGTGA GTTTCCACGT 360 

TACCTATATC TTCCTCTGGG ACAAAACTGC CACTGTTGAC CATTGTTGTG CTAGGTGTTT 420 

GATGTATGGA TGGAGTATCA GCACGTCCGG TAGAGGAAGT GGGAATTAGT GAAACTAACG 480 

TCCCGGAGAA ACTGGATGCC ACACGATTGT TTGGTAGTGT GGGGGGCGTG TTAGGATTTT 540 

TAATGTTGGT TACTGGGGTG CCTGATGGCA ACGATGGGCC AGAAAAGTAT ACTTGCTCCT 600 

GTGCTTTCAA AGATGGGTCA ACAGCCCAAT TGTGAAAGAA ACTGGCATTA CTAGTCTCAG 660 
GGATGCTAAT AAGCTCTTGG ACAGAGTTGT 



1633RP 

GATCAATTAA TAAATGGTTT AACTAATAAA GTTAATAATA AATCTATTAA TTATATAAAA 60 

CTACCTGATT TTATTGAATC AAATAATATT TTCTTAATGA ATACTACTAA ATCATCATCT 120 

ATTGAGTTTA TATTAAATTC ACCACCTCTT ATTCATTCAT TTAATACTCC TCTAATTCAA 180 

TCTTAAAATA TTCTTAATTA TTAAATTATA TAATAAAAGT TAGTGGATAT AGTTTAATTG 240 

GTAAAACATA TGTTTTAGGG ACATATATCT TCAGTTCAAA ACTGAATATC TACATATTAT 300 

ATCATTAATA TAATAACTCT TTAATTAGAG TGGTACCACA AGAATGCTGA AAGCATTAGG 360 

GGTGTGTACC TTAGCTCTCT AATTAAAGTT ATAAAATTAT CTTAACTAAT AAAAATAATT ,420 

AATTAAATAA ATAAATAATT AATTAAATTT AAAATGTTTA AAAAAAGAAA TAAATAATAT 480 

GTTATATTTA AATAGATCAA AATTTCAACA ATTTCCATTT CATTTAGTAC TACCATCACC 540 

ATGACCAATT GTTACATCAT TTAGTTTATT AGGTTTACTA TTAACTTTAG CTTTTACTAT 600 

ACATGGTATT ATTGGTAATA TTTATCCTTT ATTATTATCT TTATTAGTAG TTTTATTACT 660 

AATAACTTTA TGATTTAGAG ATAT GGTAGC TGAACTTACT TATTTAGGTG ATCATACTTT 720 
AGCTGTAAGA AAAGGTATAA CTTAAGGTT 



1633UP 

GATCTTAATT TAAAATTTTA ATTAACTATT TATAATTTAG AAATATATAA TCTAGAGATA 60 

TATAATCTTA AAATCATAGG TAAAAATACA TAAGATAGTA AGAATAAAAT TAGTAAAATA 120 

AATAGAAAAC CATAAGTTAA TTGATTCATA AAGAAAAATG GAA TTAT TTG TGGCATCTTA 180 

ATTTTTATTA TTTAATTGAT TATTATCTAT TTAACATAAA ACATTTTAAA ATGTTATAAA 240 

ATAAATAAGA AATTACTTAT AGAATATTTA TTAAA TAGTA TTTAATTTAA TTTTAATATT 300 

AAATATACCA TTTTTATTAA TAAATAGATT ATTAAGTTTA TTAATATTAA GTGATATATA 360 

ATTTAATTTA TATAAATTAT TTAATTTACT TCATTGATAT ATATAATTAT TAAA TGTAC C 420 

TTTCATAATA TTTATTTTTA TTAGTCTAGT AATATTTCTA TTTAATAGTC TACCCTTTAA 480 

TTGGATATTA CTACCTACTA AATATTTACC TAATAATATA TTATT AAGAA TACTTAAATC 540 

TAATAATTTA TTATCTAAAG TATATAAATT AATTAAATCT TTTTTATTAT TATTTAAATT 600 

ATTATTAATT AGTAAATTAT ATTTATTTAT TTTA TTAAC A TAATTTTTTG ATAATAATAT 660 

atcattatta aatggttaat ttattaataa TTATCTTTAA TGATTTTAAT GATAAACCAT 720 



434 



EP0 866 129 A2 



1634RP 



GATCCATCTG CGGTTTGTGC GACGTCCTGT GAAACTCTAC CAGGCGAATA GAACTCTGAT 60 

AGACGACTGG CAGGTGTCTG TTGAGTGGCA ATAACGGGAT TTGCATCATC TATATGGGCA 120 

5 TTCCTGGTAG TATCTATCCT TAGACTCGAT AGGGACCCAT GCTTTACAAG TTCAGGTTTC 180 

GCTTGCGGAG CCACGACATC CTTTTCTCGA TTTAGGAATG ACAAAATTGA GGAGTTCCTC 240 

CTATGCTTGT GTTCAAACTC ACCAGCAATG CTGGCTCGTT TATTGGTACT CGCAGATACA 300 

TTCCTTGAAT GTCCATAGAT ACTCGAAGAC GGCCTTCCAG TGGGAGCTGG AACGGCCAGA 360 

CTGTCTTGTG CACCTAGCCC TTCGTAATCG TTTGGAGAGG AAAGCATGGA AATTCGATTG 420 

AACAACTCCA CAAACGAGCC ACCCGATTTT GTCTTCTTAT GTCTCGCTCT TATACTCTCT 480 

10 TCCGGAATGG CCCTTTCAAA AGTACGCTGC ATCGGAGATA TGCCAGGATT ACTGTAAGGA 540 

TTTCCAAGGT CTGGGCCATC AGGCTGTTCG TCCACAGCAG GCTGCATAAA TACTGTGGGA 600 

TAGATTGCTT TCTCGAGGAA GTGTAAGAAG CTGGTGAGTT TAGGGTTTGT GGGCCGTGTT 660 
CGTAAATGGT AATGTGCTGA TTCCTGGCTT GATTCTGCAA AA 



15 

1634UP 



GATCACAGCG TGGCCAAGCC CAGCATTGTG TCTAAGTTAC ATGTAGAGGT CGAACAGCAC 60 

GAGGGAATGC TTTTCGCTAC GGCGGAATTC GAGACCTTCA GACTGACACC GCAGATTTTC 120 

TGTGCGGCTC ACCGACCCTT AAATAGCTAC AGCAACACAG CTGCGCCGGT GTACACTGAT 180 

AGCAAAGATG AACC GGTCTA TCCATTCGTC GGTGACTGCG ATGGCCTCGG ACGACGCCAG 240 

CAGTCTTOGG CATGAGCGGT CGACGTACTC GGCGGAGTCA GAGGAAACGC TCGTCAACTC 300 

GTATGGGCCC TACAGCACCA CGGGAATCGT GATGACATCT GTGATGATGA ACAAGGCCCA 3 60 

GCGCAAGGGC GAAGTGTCCG AGCAGTGGAT GCGGCTCTTC CTGGACAGCA CGCCTGTCGA 420 

GGACGTGGCG GTGCTGCAGC GCGGGATGTC GGTGACGGGG CGCTGCCTGG ACACGTTGCA 480 

GCGCATCCTG CAAAGCATGC ACGGATACCG CCAGATCGTC CCGGGCCTGG CGATGTTCAA 540 

AGAGGCATGG AACCTGCAGT GCTACCACGG CAACGAGGCG GACTTTCCGC TGCTCGACGT 600 

GCCGATCAAG GTCAACAGCC TGACCACACT GGCCAGCCTG CTGGTCGAGC ACCGCGTGTC 660 

CGGTTACAGC ACGCCGATCG AGCAACTCAC CACGGTGCTT CAGTACCTCA ACAAGCTGCT 720 
GCAGGCGTCG CGCGTC 



GATCCTAGGG TGGTTCATGG CACTGAGCGG GACCGTGTTC TTGGACCGGT CGAACCGCAG 60 

CAAGAGTCTG AAGTCGCTGA ACGCGTCGCT GGAGCGGCTG AAGCGCAATC GGCAGGCGGC 120 

GTGGATTTTC CCAGAGGGCA CGCGGTCGTA CACAACGGAG ATGCAGCTGC TGCCATTCAA 180 

GAAGGGGGCG TTCCACCTGG CGCAACAGGC GCAGATTCCG GTGATTCCGG TTGTGATGTG 240 

55 CAACACGAGC ACGGTGTTCA ACCCGCGGCT GGGCATCTTT AACCGCGGCA CGATCACGGC 300 

GAAAGTGCTG GAGCCGATCG ACACGGCTAA CATGACCAAG GATGACGTGG ACAAGCTTGT 360 

GAGCGACGTG CAGGCCAAAA TGCAGGCGGA GTTCGAGGCG CTTCGCTACG CGCCTGCGAT 420 

CGTGGACACG AGCCTACCCG AGGAGGCGCT GCGGCCGGAG TTTGTGGACT GCAAGGAAGA 480 

CATCACGGAG GTAACGCGCC TCTTGAAGTA ACCTTGGTTG GTATCATATA AACGTTGCGA 540 

CGAGTTATGT ACATATAGCG CTGCTAAGTA GGCATTCAGT CCCACGAACT CATACCTGCG 600 

40 TGAGCTCTAC GCCCGGCCGA TGTGGGCCAG ATACTTGTCG ACCTCGCCAG CGGACCCGAG 660 

CCAGATCGAG GACTTGTCGT GGATGTGCTC GGGAGTAAGG TCCAGAAATG CGCTCGCCGC 720 
GGTCGTTCAC GGCCTTG 



45 1635UP 



GATCGGACTG ACGGTGAATA GGCCACCGTA GCATGCGCCG CTGAGCGCGC TGGCGAGCGA 60 

TAGCAGCGGT CCGTCCGAGG CTCTGGTGGC CAGGACAACG ATCCACTGGC CCACCACGCC 120 

CAGTAGGAGG ACTGCCCACT GGACTGACAT CGTCGACACA CCGTTGTGGA TGCAGAGGTC 180 

AATTATCAAG CCCGACAGGA AGCGCGAGCA CGTCGAGGCA ATCGCAAATT CTGGCAGCAC 240 

CGACGCCTGG CCCAACAGGC TCGACAGCGA GCCCATGTTG GTGAGGAACA TCTCCATCGG 300 

GCCCAGCGAC AATAGCAACA CAAGGGCCAT GAAGTACGCC GCTGGGTOGT GGAAGAAGTT 360 

GCGCAGCCGG CGGCGGATGT CCTGCGGCAG CAGCGGCTCG GTGGGGCTCT GCATGCCGGC 420 

GAAGGTCAGT GTTGCGGCCT TGACCTTGAG CATAGTGACG ATGCTCGTCG CAAACCACAT 480 

GCAGAAGCTG ATCAGCGTAT ATGCGACAGC AAGAGTCCTG AATACACGAG AAAGGTCAAG 540 

GTACGGCAGG CCATTTCGAA ACCATGGTAT CTTCAGCAGC TGCGACCCTA GCACAGACGC 600 

„«ms*r*s*/**»** *r r*nrr*nr?nna nnzn'h nT^tfr rrziGCACAK* T^PGCTCGCCO GGTACA G TTT 660 
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436 



EP0 866 129 A2 



1636RP 

GATCTTCTTC TGCTCGATGG 
CTTTTCCTTC AGCGACAGGA 
TACGANCGCT ACCACAAACG 
GATAGCTGGG TTCTTTATCA 
ACTGACCGTC GCGATAACAA 
CATCAGCATT GTGTTGT TCA 
ACGAAGAACA TATACACCTT 
CCATATCGTC AGGAGGACGA 
GTTGATCTGT CCGGTAATAT 
CAAGGACATG TTTACATCTT 
GTCTATGTAG GTGATGAAAT 
TCGTGCAAGC TTCTTTTCCT 



15 



1636UP 



GATCCGCAAG ATGACCGAGG GTAAGGGCCA CCTGCTTTCG CACCACCGCT TAGTTTCCTT 60 

TGGAGGTGCA GGTGGTCAAC ATGCAGTTGC AGTGGCACAC TCATTGGGCA TAGAAACCGT 120 

20 CCTCATGCAC AGGTACTCAG CAATTTTATC TGCGTATGGA ATGCTTTTGG CGGATGCGGT 180 

AAAAGAGGAG CAAGTGCCAT GCTCCATTTT CTTGCAAGAT ACATCTTCTA AAGACCAGCT 240 

AAATGAAATA TTCCACCAAT TGATTACCAG TACCTCAATT AGCCTTCTTA AGCAGGGATT 300 

GGCCGACGAT CGGCTTGAAT TCGAGAGATA CCTGAACTTA CGTTATGAGG GTAC TGAAAC 360 

AAGTCTTATG GTTCTACAAG AAGGAGACTC GTGGGATTTT GTAGAAAGGT TCACAAAACT 420 

CCACAAGCGT GAGTTTGGCT TTGTTTTCGC CGAGAAGAGG ATTTTAGTGG ATGATGTCCG 480 

25 TGTGCGTGCT CTAAGTAAGT CTATGGTGCG GAACAGGAGC CTGTTGATCA GCAGTTATCC 540 

CAGGTCACTC GTTCTACAGC TGACCCTTCT AAGGATGCAA AGTTCTTTAA GGACGTGTAT 600 

TTCGTCGATG GGTTTATTAA GACCACCTAT TTACAGGTTA GATAGTTTAC CGGTAGGTAC 660 
CTGTATTGAA GGACCTG 



30 

1637RP 

GATCTGCTCA TACTGAGCGG CCAACTGGTC 
CTGGAAGTGC GCCACCTTGA GCGATATCTC 
ATGATTGACT GCACTGGTTT CCGTCAGCAG 

35 TTCCGCCACG TATCCGCTGT ACAATGTATA 
TCGCCGCCAC TCTGGCGCCA GCAGCTCAAT 
TGCCAACAGA GTGTCTACTT TTTGGCGTAA 
ATCGTGAGAG GAGGCACCGG GATTTGCCGC 
CCTAGGCATG GTGCAGTTGC TGCCTCAACG 
TCGTGCTTAT GCGCAAGCAG AATACCATGT 

40 CATCTTGCAA CGGCTCGGAG GACGCTGATG 
ACGCTAGCTA GTTATATTGA TAATATGTAC 
TGCTCGGCCG CCGCGCCGCG CTCCGGCAAG 
CCACGT 



1637UP 

GATCTTGCCG TCCTTCTTGT 
CTCCAGCCGC AGCTCGCCGC 
CTCGGAGGGG AGGGGCGGCT 
CGCCGCAGCG CTCGGCTCCA 
GTACAGATTC AGGATGCAGC 
ATACTGGTAC CCGCTCGTCC 
CAGTGACGCT GTTGGCTGGT 
CTTGTTCACC CACCCGAGCC 
TCCACGTCGC ACCGGCGAGC 
CGCACCCGCC TTCATGTCCT 



ACGAGCCAGT TGTATCTTGG ACTCTACGGA TAACCCACAC 60 

ACTTGGCATC GGTTGGGTTA TTCGGGTATA GATATAGCGC 120 

TTAGGCTGCC GATTATAATT GACAGAATTT TCCAATGTGA 180 
GCAGGATCAA GTAGGAAAGG ACGCCCATTG GTATGGATAC , 240 

AAATCGGGGC GGTCGCTGCC TTTTCATTCT CTGTTAAGAA 300 

ATGCAGGAAT GATAATAGCC TCCGTGAAAC CTAAGCAGAG 360 

TGTAATCCGT CATTGCACAT TGTACCATCA TAATGATGCA 420 

TAACAACGTT CTTCAAAGGA AACTTCTGGA TAAACAGCAA 480 

AGCCAACGTA GAATAAGGTA TTCACATTGT TGTAACGATT 540 

CAAAAAATCC TAACAGAGTG CTGTAGGACA ATTGCGCCTT 600 

TAATGCTCGC CGTCAGTCCC ACGATGTACC ACATAACCTT 660 

CGGCTTCTGT GATAGGAGGG ACATCCTTGT CTTGCTTCAA 720 



GTACTCCGTA TGCAAAACAT 
ATTAAACTTG GTAACCAGCT 
GTCCTCCAGT TCGCCAGTTC 
CTCGTCGTTC GCAGACCCCA 
TACCTGAGGT TCAATCTCTG 
CGAACTATCC CCAAAAAGCG 
TACATCCTGT ATGACTGAGT 
GCTTTCTTCC TGGTGCAGGT 
TGAGCCGGCG AAATCTCATC 
CACTGTTCCA TAGGCTTAGG 
ATGATGCCTT CGGCACGACA 
CTCTTGTCTC AACTTGGGCC 



CTGTGGTTTC 60 

CTCCCAACTG 120 

TGGTGTCCAC 180 

GAGCAGAAGC 2 40 

TTTCAACCGT 300 

GAGGCAGCTC 3 60 

TCTTCCGGCT 420 

CTGCAGTGGT 480 

ACGTGATCAT 540 

GCGCAATTAT 600 

GCGCACTCAG 660 

TTCTCGGCCT 720 



C CAGCTGT AG GTCCGGATGA GGGTACGCCT CGCTCAGGTA 60 

TCTCCATGGA CGCCTCCAGG ATCGAAGGCG CCGGCACAGC 12 0 

GCAGGAGGGG CATCTCCTGT CGCTCCTGGT GCATCTGCAG 180 

GCGCCGGGTC GAAGTACTTC ACATTCGTCA GGCCCGACTT 240 

CCTTGAGCTG CGCACGGTGC AACCGGTACG CAGTCGCGAC 300 

CCCCTCCCGT GAAGTGCGGC CGCTCCGATC CGATCGAAGA 360 

GGCTGTATCG CCCCTCGCGC GCCGGCGCTG CGCCCTGCGC 420 

GAAACACAGT CCCGTCGTAC GTCTCCCCGT TCAGCCCGCC 480 

CCGCCGGCTG CGAGCAGGGC GACACCTGCT CCTCGCAGCG 540 

CACATGTCAG CGTCCGCTTG TGCGCTTOCC CCGTCGGCAC 600 

OTGGCTGCrn CTGCTGCTGC TGCGTGTGCT GTTGCGGTTT 6 60 



437 



r 
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GCCTGTTGGC CTTGTTGTGT GTA 



10 



15 



1638RP 

GATCCTGTCG 
GCCGGAAGCT 
CCACAGAACT 
GACGGCCGCT 
CGGGGGCGCT 
GCCATGCTTG 
GCGGTCAACG 
AAGAGAGCTC 
CCATCTGCAC 
GAGGCCGCAG 
CCCAGAAGAC 
TGTGT 



CTGGAAATGT 
GTCCGAAGGA 
CTCCGTGGAA 
GGCCTTCTGC 
CGCAACCGAT 
TGCCCGGGCA 
GCGGTGCCGC 
CAGACTCCCA 
CGGAGGAGCA 
AACAGGGTGC 
GCTTCTACGG 



CGCGGACGAG 
GACCAAGAAG 
ACCGGTGCAG 
GCACGAGGTT 
GGTGACGACC 
GGGCTTGCGC 
GAAGCGCAAG 
CAGGAAGGCG 
CGTGGAACAG 
GGAACACCCG 
CGGCAGGCAG 



AACAGACAAC 
GAAATTGTAA 
ATGGGGACGG 
GCGACAAAGC 
GGGAAGGAGA 
AAGATGCAAC 
ACCGGAAACA 
CATGACGAGG 
CGCGAGCTCG 
ACACAGCATA 
CAGCACTCCG 



CGTCGGGGGC 
AGCTGCAGCC 
GGGCCGGACG 
TTGCTGACGA 
AGTGGGTGCC 
GCAAGAAGAA 
AGGCACCCCC 
CGAGCGCCGC 
GCGAGCAGCA 
TGGCGCAGAT 
CTGACGGACA 



GGGCGGATCT 
AGCGCCGATT 
GGCCACCGAG 
CGGCAGCGGG 
AATGAAGCCG 
AAACGGGCAG 
CAGCCAGCAA 
GAGCGCCACG 
GCAGGTCCCC 
GCAGCCCCAG 
CAAGCCAGTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



20 



25 



30 



1638UP 

GATCTGAGAA 
AACCATAGCA 
TTGCGTGTTC 
GACACGTACA 
GAAATTAGGA 
GGGCCAGTTG 
CTATGGGATT 
TACATCATCC 
GGGAAGATAT 
AACATGGAGA 
ACTGTAGCAT 
GTGAAGATAT 
TAGAACTTCG 



CTACTGTGTG 
CATCTACGTC 
ATGCTGTAAC 
TTGATGTCTA 
CTCCTAGACT 
GACCCGATGA 
TCAAAAGGCA 
GTTCGTGCTT 
ACATTTGGGA 
GACCGGACGA 
GGAATCCCGT 
GGAAGGTTGA 
AGAAATCCTG 



TCGGCTAGCG 
ACCTCCCCCT 
CATATCGCAT 
CGACATGTCA 
ATCTA GAC TT 
TTCGCTTTTA 
GATTATGGTC 
TGGGTATGGG 
TAGATATTAT 
CTCCAGAAAT 
CAATTCAAGA 
CCCTAATTGA 
CCGATCTGTT 



CAAACTTATC 
ACCGCTACAG 
GATGACAAGT 
GAATTATCGC 
AATATTGGGA 
CTAATCAGTG 
CAAAGATATG 
GACAACCTAG 
GGTAATATTA 
AAAAACTTCC 
CTATTTGCCT 
TGAATCCTAT 
GTTTCCTAAA 



AGAATTCCAT 
ATACCGGGAA 
ACCTAATATG 
CTGATTGTGA 
AGCAGATGAT 
TACAGCCACA 
TAGGACAGCG 
TTGCTGGAGG 
TTGGCGTTCT 
CAATGACCAA 
CTGGAGGAGA 
AGCATGACGT 
TTGTA 



CAACTCACCG 
TGATCAATTT 
CATGAGCAAT 
ACGCTCGCAC 
GTCCATGAGC 
CGAGCTTCAG 
GCAGGTGGCA 
TTCGGAAGAC 
ATCTGGGCAT 
AGTTTGCAAT 
TGACGGTCTG 
TATTTGTCTA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



35 



40 



1639RP 

GATCCATCTG 
CCGGGAGAAA 
TCCTGCCTCG 
TGTTCGCTGG 
GATCAGCCCA 
GTCTGTACCG 
ATACATCCAG 
CGTTAATCGT 
CCCGTCGTTC 
GCGCAGGGCC 
GGGCGGGTTC 



ACTATTGTTT 
TAAGCCTTGA 
TACAGGGTGT 
TGCCACAGCT 
TGGTTGTAAG 
TCGTAGACGA 
TCGTAAACCC 
GCCGCCATGT 
CAGCGGAAAA 
ATGGTATTAA 
GGGAAGTTGC 



CACGCGATTC 
ACGAGCGCTG 
CGTTGCTGAG 
CGTCCTGGGT 
TCCACTGCAG 
CGTGCCAGTT 
GTTCCGCCCA 
GGAACAGCGC 
TCTGCCATCT 
ACACCGCCTG 
GCTCCGCGGC 



GGGGACCAAC 
GTCGATATTA 
GAAGATTCTG 
ATGGTTGTAG 
CTTATTTAAG 
TGGCTGCACA 
CTCTAAGTAT 
ACCGTTGGAA 
GAGCCCGCCG 
CGCCAGCGCC 
AGCCATCACC 



TGTGCAGTCA 
CAGTTGTCGC 
GCGCTGTCCA 
ATGAAGGCAC 
TTGGTACAGT 
ATCGAGATCA 
GTGGCATTCC 
ACGGAGTTTT 
TTGCACGTCT 
AGCCATTGCG 
GCCATCCCCC 



GGCCCAGGAA 
CACCTTGACA 
AGAAACGCAG 
AGCCTGCCAT 
TGTCGTTGAT 
GCCCAACGCC 
CGGTGTAACG 
TGTAGTGGTA 
CCATATCCCA 
GCTGGTCCGC 
AGAAAAAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



45 



SO 



55 



1639UF 

GATCGAGCGG 
CAAGTGCGCG 
GGTGCCCGGG 
GCGAGCTCAC 
CACGCAGCGC 
CCGTAAGGCC 
GCTGGGACAA 
GATACCGACA 
AAAGCAAGAG 
GTCCAAGGAG 
AGGCCCAATC 
CTCATACACC 



GTGAGGGACA 
ATTGTGACCG 
CGCATTGAGT 
TACGCCTCGC 
CCGCGGGTTG 
CAAGATTTGC 
GACTGCTTTG 
CTTATTGCGT 
ATTGTGGACT 
GAGTGCCTCT 
CTAAAGAACG 
GGTAGTCACG 



CGGTGCACAT 
TGCCGCAAAG 
TTCGCCCCCC 
TGGGCAAGAT 
CTATCGCAGC 
AGGAGCTGCT 
ACTTTCCACA 
TCACGCAGAC 
ACTTCAAACC 
TCGACCTCGG 
TGATCTTCAA 
TGGACGACGA 



AACGACTGCG 
CGTGCTGGAG 
CCTCAACGAC 
CTTCTTTGAG 
CAAAGTTCCC 
GCGATCCGCC 
AGAGTTTCAG 
ACCTCTTACT 
CGCAATTGTT 
AAACACGCAA 
TCCGTGGTCA 
CCAGCTGCCC 



GACGGTGCCT 
CTGTCTCTGA 
AACATCACGT 
TTTGACAAGT 
GACGACTTTA 
AGTGCTCAGA 
AACATGGTTG 
GAGCACGTCG 
GTTGCACTAC 
CCGCAAGACG 
CAGGATACGT 
TTGAACGTGG 



GCTATGTTTC 
AACCAGAGCG 
CTGCGTTTGA 
GCACCTGGGA 
GTGCGCAGGT 
CTGAGGTGAA 
CGCTGGCAGG 
AGCGCTTATC 
GTGCACTGGG 
ATAGTCATCC 
ATTCTCGTGG 
CCCTCAACAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



438 



EP0 866 129 A2 



1640RP 



GATCAAGCCG AGCACGCTGA CCTTGGCTCC CCGACGCAAC ATCGGGTTGA CGGGCTCCCC 60 

CGCCGTGCGC TCCTCGACGC CATCGCCCAG CTTGGCACTG GCG6CGTCGC GCGCCGCGGC 120 

5 GAGGCGCGCC ATGTCCATGA AGACCGGGAT GTACGAGCCC TCCGTGATGG TGTATATAGT 180 

GTTACAGCAG AGCATCAAGC AGTACAGCAC CGACATCAAA A7GAGCGCGC CGTAGGTCTT 240 

GCTACCCTGG CTGACAAACG GCGTGGCAAG TGCGCCGTAC ATTACAATCG ACAGCGTCAT 300 

GAGCCACTTG CGGTAGTTTG AAAAGTCCGC CAAACCCATG AGCACAATCG CAATGAGGCC 360 

CTCGATGGAC GTGTACAACG CCCGCATATA AAGCACATAT GCCGTGAACT GCACGTCCCT 420 

TCCGCCCACG TAGATGTAGC AGTCATCGCC GCGCGGGCGG CAGTGCGCGG CGGGGTGCCC 480 

10 CTTGGGGTGC CCGAGCTCGT GTGCGATGGT CTGTAACGAC GCAGGCACAA AAGAACGCAT 540 

CATCACGTAG GTCGGCCCGG TCGAAAAGCA CACAAGGAGC CATGCAGGAA ATACCCACCG 600 

GCCCCGCCAC CGCGCCAGCA CTCCTCGTCG GCGCGCTGCC CGCCCACTAG CGGCTGCTGC 660 
TCGTCCAGCG TCACTGACAC CTGCATGTCA GCGCCCTTGC TT 



1640UP 

GATCAACGAG CTGGCGCAGC TGCAGCTGGA CGATGCGGAG GAAGGCCTGG AAGAGGCCGG 60 

TGGTGCGCAG GAGGGCGCGG CGCTGTGGGC GCAATTGGAC GGTGACGACG ACCTGAAGGA 120 

GTACGACTTG GAGCACTACG ACGAGGAGGA TGCGGGCGCG GGTGCAGAGG TGACGATGTT 180 

CCCGGGGCTC TCGGGCGAGG CGCGCTTCCA CGAGGGTGAG GAGGGGCAGG ACGCGTACCT 240 

GAGCTTGCCA ACCGTAGAGG AGGAGCAGGA GGAGCGGGCG GAGCTGCAGG TGTACCCGAC 300 

AGACAACCTG GTGCTGGCAA CGCGGACGGA AGACGACATT TCGTACCTGG ACGTGTACGT 360 

GTACGACGAC GGCGCGGGGT TCCACGACGA GGCGGTGCCG CAGGAGGCCG GGGACGCGCA 420 

GGACCCCGAC GTGGCGCGCG GGCTGATACG GGACGCGTCG TTGTACGTGC ACCACGACCT 480 

GATGTTGCCG GCATTCCCGC TGTGCGTGGA GTGGGTGAAC TACCGGCCCG GGTCGAACTC 540 

TGACGCGCCG GCAAACTTTG CGGCGGTCGG CACCTTCGAC CCCACGATCG AGCTGTGGAA 600 

CCTGGACTGT GTGGACCGCG CGTCCCCGAC ATGATCCTCG GCGAGCCCGC GGACTCTGCG 660 
ACCGCGTCCA AGAAGTCGAA GAAGAAGAAG AAGGGC 



30 



35 



40 



45 



50 



55 
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10 



1642RP 

GATCGCGGTT 
TCAAGAAATT 
TGCCTCATAT 
TTGCCTGAAC 
TTATTGTGGG 
GCGCGAACGC 
GGAAAAGGTC 
GCTATTCGAC 
GCAGAGGACT 
TAAGGGCGGC 
GACTAAAATA 
GTCGGCATAT 



TCGGAACGGC 
GACGAGGCCT 
AAGTGCAACT 
TGTGGCAAAA 
ACGCTGCTGA 
GAATTGGTAA 
TTTAAGATTT 
AAACTTGACA 
GTCTCAGGAG 
CAGGCGCGCT 
ATAGATACTG 
GAGAAGGC 



TTGCTTCGCA 
TGAAAGCGCT 
GCCAGGCCAC 
TTATATGTTG 
TACCGAAGCA 
AAGCCAAGAG 
CGAACGCAAA 
GGCAGCGGGA 
GAGGACTCGA 
TGGAGAATCT 
CCAGTGACTA 



CAAAACACAG 
GGAGCTACGC 
TATGCATCCT 
CCGAGAAGGT 
GCAGCAGCGG 
ACAAGAGACC 
GGGGAGAAAT 
CGTGAAATGA 
TTCTGAAGGC 
ATTGCACTTT 
CAGTATGTCA 



GGTTCGAAGT 
GGGTCAGGGA 
CTTTTTGAGC 
CTTCATATGG 
GATATAGAGA 
GGCTCGACTG 
ATGTTCAGTG 
AACGCAACCA 
TGAGGAAGTC 
CAAGACACTA 
AACGACGCAG 



TACATACTCT 
NTGATGGTAA 
TAGCCCCAAA 
ATTCCTGCAG 
AGGTGTTGCA 
GCAAGAAGAA 
AGCAAGAGAG 
GGTACTTGGG 
GATCCGGAAC 
GCGAAGAGAG 
GAATTTGGGG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



15 



20 



25 



1642UP 

GATCTCGTAC 
TCCGCCGACA 
GTGCGTGTTG 
CTGGTCCTGT 
GTCATCGAGA 
GCGCGTGCCG 
TACATGGAAC 
GACCTACTGG 
ACGGACGCCG 
GCTCGAAGAC 
TACGCAACCC 
CCACCTGGCG 



CCGGTACGGT 
GCCCGCCAAA 
CGACGCTGCG 
TTTGTACCGA 
TGGACCCGCC 
GTGTGGCTGG 
ACATCCGTGC 
CGCCGGCCTT 
CCTGGGACAG 
CCTCCGCGAA 
ACATCTCTCA 
AAAGCCTTTG 



GCGCGAGCTT 
TACCGTGTTC 
GCACTTCTCC 
CGTCGCCTCG 
CTTCGCGGTC 
CGAGTCGTTG 
CCACCACCCT 
CGCGGCCCCT 
CAACGCGACA 
GGATCTTGCC 
GGAAAAAGCG 
GACTTCGCGA 



GCCGCCGGCA 
TACAAGCTGC 
TCAGA CGCT G 
CGTGGCTTGG 
GAGGACCATC 
CTCTTCCTGC 
CGTGGCTGGG 
GTCGCCCGCT 
ACTTGGCACC 
ATCAAGGGCT 
CTTCTTCAAC 
GCGCCCCAAA 



GCCGCGCGCT 
ATGGATCGCT 
CGGCAACCCG 
ACCTGCCGCG 
TGCATCGTAT 
TGCCCGGCGA 
AGCTGCTTCG 
CCGACCGTCC 
TCAACGTCCA 
ACACCAGCCA 
GTTCGCTGTC 
GCA 



GCCCTGCTTC 
GCCACAGGCC 
GGGGAAGCAC 
TGTCAGCACT 
CGGGCGGACC 
GGAAGAGGGC 
CTACGATCGA 
GACCACCGCA 
GCGCCGTGTT 
TATCCGCGCA 
TGCATCTTGG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



30 



35 



40 



1643RP 

GATCGGAACA 
GACAGGAAGC 
AAGGTCGACG 
GCGACCGCGC 
CGCGTGCACA 
AAGCAGAGTA 
ATTCCTGTCG 
GAGCGCAAGC 
GCTTCTGCCC 
CGATGATGAG 
CATGCCCATC 



AGGAGCAGCA 
CGACATACCA 
ACTCCATCAG 
CGCGGCAGGC 
AGCCCAAGGT 
ATACGCCCAG 
CAGTCCGAGA 
TCCAACAAGG 
ACAGATATGG 
TGGTTCCAGG 
GAGGAC 



GTCCATCCAG 
AGTCATGTCT 
CAAGCGTTTC 
GGCGACCAGC 
GCAGCAGGGC 
GGGACTTCGG 
TTAAGAGCGA 
AGAACGTACC 
ACGACTTTTT 
GCCTGTTCGG 



CTGTCGCAGC 
CTCCAGAGCG 
GAGTTCATGA 
AGCCCTGCAA 
CGCGGCGGCG 
TGCGCTCGGA 
TCTGTTCGAA 
CCCGAGCTCC 
CAACCTCGAC 
CACTCCTCGG 



AGCAGCAGGG 
ACACGACGGT 
ACAAGCCGAA 
TGGCCTCGGG 
CCGCGCAGGC 
GAAGACCAAT 
CTGGAGGAGC 
TCGTCGGTGT 
CTCGACCATA 
GACGCGACCA 



CACACTGCAG 
GACCAAGTTC 
GGCCAAGCGC 
CGCCGGCAAG 
CGATTCGGCG 
CGCTGCAGGA 
AGAACGACGA 
TCCAGCAGCA 
TGAAGAACAC 
CCTGCAACAC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



1643UP 

GATCGTTGCA AAGAAGCTAT TACGGTGTCT ACACGTTCGA GAACAGCGCC CGATGCCATA 60 

45 TCCCACACCG CCGCTGTCAA ACGCGTCTCT GGGCACGAGC GCTGACGGCG GGAGCGCCGC 120 

AGGGCTGGCG CAGCAGGCGC CCGCAAAATC GTACTACCCG CTGGTGCCGG ACGGCGCACA 180 

GCTCACGCCG CCACTGCTGC CCGTGTCCAC GGCCGGCGAT GACGCCGGCC TCTACCGCTA 240 

CCACAAGCAG ATCAGCAAGT CGTTCCAGGA CGACCTGATC TACTGCCCGC GCGCGCTGCT 300 

GAGCAAAGTC GAGCTGACGC AGTGCTACCA GCTGGACATG CTGCTGCTGA TGGAGCAGCA 360 

GCAGCAGGCC CAGCCGAGTG TCAAGTTCAA CCCATATACG TCGCAGAGCT TCAACCCCGC 420 

so GGGCCCCGCA TCGCCCGGCT CCTAGGGCCG GCGGGCCGCC CGGGA CCAT T TAGTTCGACN 480 
GAATCNCTAT GTCAAGACTG ACGCTTGCTC GCATCCGGGT TTATGTTTTA TTCCAGTT 



55 



440 



5 



10 



15 



20 



25 



30 



35 



40 



45 



SO 
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1644RP 



GATCCTTTGC AAATTCGTCC ATAGGAATGT AAACGGACCT GCCCTCCCAC CTCTTGGTAT 60 

TGCAAACAGG CATCTTGAGT TCGTTTGOCC ATTCCATCTT TATATGCTGT TCTTCATCGC 120 

AAGGCACATT TTCGTCTTCT TCGGGCTTCT CAAAAACAAC CTTATGCACT CTCTCAGTAA 180 

TATACACAGG GTACGGGGTC GCCGTCCCTG AACATTAGGA AGAACCAGCC AAATGGGCCT 240 

GTGCCTGGCG ACTGGCCGGA CTTCTGCACK AAATCCCACC TCAAGTATAT GACCATGAAG 300 

TCCCTGAACC GCGTGCTAAA CTGCTGGTAT GTTGTGTCGA TATCTAGCGG ACCGGGAGCT 360 

AGCGAATCGG TATGCGGCAC TTCCAATAGG TAATCGCCCG GCGTTTGGAA CGGATGGTAT 420 

ACCCTAGTAA CTTTGCCTGC AAACTCAATA TGGGGCTTGG GCTTTTTCCA GTGGGCCTGG 480 

TTTGTAATTG GTATCAATGT CTGCGGAGAT GAGATGGAGC TGTCGCTCGA AGATATGTCC 540 
TTTAGCAGGT TATCGTCTTC 



1645RP 



GATCTTGGAA GAGGAGGACT ATTCAAGTAA AATGGCACGG CGGGAAGATA AGATGGAAGA 60 

GGAGTGGATA CGAAAGTACG AGCGTGAGAA GAAGAAGAGA AAGAGAGGCG CATAATCCCC 120 

AGTGTAATAA ATCA ATT CCG CCGGTTCGCT GCGCTGTAGC ATAATAATAT GTACGATAGT 180 

GGTCAGATAA GGTATTTCAA AAGTTAGGCA ACCCATGAAA CATCAAACTT TTCAATGCAA 240 

TGATATGTAA GTTGCATATA TTACGAGCTG TGAAATAGAG AAACTCAAAT GAATACTTTT 300 

ACCACACCAT AACAAACGCA CAATGTTACG AGAATGAAGA CGATAATGCA GCTTGAATAG 360 

TGCCACCATG GCGCCATATG GTACCTACTG AACAGCAGAA GCAAGCTAAA CGAGCTCAGC 420 

ATGAGGGACA CCACTAGAGA TACCAGGATC AACGCTGTGA TATAATTACT ACCTTCAAAC 480 

TCAGTCTGGT CATTTCCAAG AGCGCTGAAC AATGAAAACA TGATTCCCAC AGTGGTACCT 540 

GTGGTTATGC AAGATACGAG CAGGGTCGTC AGGTAAAACA ATGAGACCAC CTCATCGTGC 600 

TTGTATCCAT ATAGGACATC AAGTTCATCG TAACATACTA GCGCAGCCTC GTCATCCCAG 660 
TTTGGAACTT GCAGTTGGCT ACCACTCCCG GCAACGTGCT TTGCAC 



1645UP 



GATCAGCGGC GGCTGCGCGC GCTGTTGCCG TAGCGCTGCA GCAAGCTCGC GCGCGCCGCC 60 

GCGCTC TGCG CCTGGCCCTC CGGCTGCCGC GCACCGCGCT CGGGCGTCTG CCGCCCAAGC 120 

TCCAGCCGCG TCGGGTTCGC ACTGATCACG TGATCCACCG TGCTGCCGTC CCGGCCGGCC 180 

CTGTCCGGCG CCGCCGGCGC CTCGCCCGCC GCGCCATCGC CGCGGTACAC ACGGCTCTTC 240 

GGATCGTACC GCGTCTCCTC GCCGCGCACG TCGTCGAGGT ACCGCGCGCG GTCATGCCGC 300 

GGCCGGATCG CAGGCGCCCC CACGCCCGCC CGCGGCGCCC GCGCGTCCAG TCCCAACTTG 360 

TACCGTTCCA CTGCTGCCGC CGCGTCCTCT GCCGCTGCCG GCGGCTCCGC CGCCGCGGCC 420 

GCCACTGCCG GCGCCACCGG CCCCTCGAAC CCGTACCATC GGTCCCGCTT GGCCTCAAAG 480 

CTCAGCGCAT TCTCGTCCCG GACCTGAAAC GCGCGCTCGC CACCATCGCC CCGCGCCTGT 540 

TTGCGCGGCC GGAGCAGGCA GTCGCGCCGG TCATGATTGG CGCCGCAGTT TCGTGCACCG 600 

CCCGCGTCCG CGCCCCCGCC CGCGGCGCGC TGCCCGCCAC AAAACGGTCA CTTATTACCG 660 
AACCTGCTGA GCCACCGAGA AGTCCTGAGC GCCCTCGCCG GGCTC 



164 6RP 



GATCGAGAAC CGCATGGACG ACAAGCCCAA CGTGGTGATC CTGGGGTCCG GCTGGGGTGC 60 

GATTTCGTTC CTGAAGCACA TCGACGCGCG GAAGTACAAC GTGACGGTGG TGTCGCCACG 120 

GAACTACTTC CTGTTCACGC CGCTGCTGCC CTCGACGCCC GTGGGCACGG TGGACGAGAA 180 

GTCGATCATC GAGCCGGTGG TGAACTTTGC GCTCAAGAAG AAGGGTAACG TGTCTTACTA 240 

CGAGGCGGAG GCGACGTCGA TCAACCCGCA GCGCAACACG GTGACGATCA AGTCGGTGTC 300 

GACGGTAGCA CAGCTGTCGC ACCCGGACAA CCACCTGGGG CTGACGCAGC AGGACTCCGC 360 

GGAGCTGAAG TACGACTACC TGGTGTCTGC GGTGGGCGCG GAGCCCAACA CGTTCGGCAT 420 

TCCGGGCGTG GAGGAGCACG GCAACTTTTT GAAGGAGATC CCACACTCGT TCGAGATCAG 480 

AAAGCGCTTC CTGTCGAACG TCGAGAAGGC GAACCTGTTG CCCAAGGGCG ACCCCGAGAG 540 

AAAGCGTCTG CTGACCATCG TGGTCGTGGG CGGTGGTCCT ACCGGTGTGG AGACCGCGGG 600 

TGAGTCCAGG ACTACGTCGA CCAGGACCTG AAGAGATTCA TGCCCTCCAT CGCTGAGGAG 660 
GTGCAGATCC ACCTGGTGGA GGCCTTGCCC AACGTGCTGA ACATGT 



DMCIWMn- -CO n&AR190A9 I -v 
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1646UP 



GATCAAATGG GTTAGCCCGT CTCCAACGAG CCCTGCAACA TAGTGGCAGT AGCGGTCGTA 60 

GTCCTGGATC GTCTCCAACC CGCTCAAATT AAACTTCTCG TCCAGAATGT AGTCTGCCAT 120 

GCCGTTGCCC ATCTTGTGTG TGATGTCTGC AATCACCTGC TGGTACTCGG GCTTCAGCTT 180 

GTGGAACTCG GCTAGAATCG TGCTGAACTC CACCAGCACG TCACGGTCCT TCTCCGTCTT 240 

CGCGTTGCCG TCGAAACTCC ACGTATCCAG CTTCAGTTTC TGGTCGAACT CCCGGAGTAG 300 

CGGCACCTTT ACCTTGGGAC TGATCGTCAT ATCGTCTTCA ACAGTATCCA GCGCACGCAG 360 

AATCAGGTAG AACAGCATCA CCGCGTTGCG CAGCTCGGGA TGTAGCTCCA TTATCACGGC 420 

CGCAAAAGAC TCGAAGTCCG CTGTAGCAGC TGGTAGCACC GCTTGAGCTC TGCAGAGCCC 480 

TGCGTGTCGT CCGCAGGATA AAGCGGTTCC CTCAGAAATT TGAGCTTCAG AGCTGCCTTC 540 

AGCTCCAGTG GGTGTGTGAA TAATTGAACA ACCTTCCCCA TGGTCACGAT TCGATTAAGT 600 
AATTGCCAAT TATGTCAAGC GCCTGTCAGT TGGTGATGTC GCGCTTGCTT GTACAGG 



1647RP 



GATCCAGCTA GATAGCGTGC CAATTGCTGA TAAATCCTGC CAGAATGCGA TAACGCCTCT 60 

CTGAAACGCG CAACGCCTCC GGAGCGCCAG GAGCTGTCGC GAGATGCGAG GCGTCTGGAC 120 

TCGATGCACA ACTAATATTG AATTCAGTAT CCCGCAGTAG GCGGGTACAT AACTGCTTAC 180 

GTACTCCCAC TACGACACTG CGCCCCGCAC GCTGCACGTG CGATGCGGCT TACAAAGACC 240 

AAGTCCTTGG CAACACCTGG ATATGGTATC CATCGGGGTC TCTGAGGACG GCGAGATTCT 300 

TGATAGACCC CTTGTTGTAG CGCAACTCCC ACTCCAGGTC CGGGTACGTC TCCTCGATGT 360 

CAGCGCAAAG AGGCGCAGGG TCACTGAGCG ACACACCCAT GTGGCTGTAC CCCGTGGGCT 420 

CTGCGTTCCC GTTGTGATAC GAGAAGTCGG CGTCATCCTC GGTCCCCCAA TTGTGCGTCA 480 

GCTCCAGAAT GCTCTCGCGC TTCAACCGCT CGTCCGCTGC CGGATACCCC AGGAAGTAGA 540 

GGGTGAATTT CGCATTTGCG TGCTCGCTCA CCTCCAGTAG CGACATACCT AGCACATTCT 600 

GGTAGAACTC CAGCGACTTC GTTGCGTCCT TCACACGTAG CATCGTGTGG TTAAACTTGG 660 

GCCCCAGGTC CACTGGCTCC GCGTCCGACA AGTTGTACTG TATCAACTCA ATCCAGTATC 720 
CGTCGGG 



30 



1647UP 



GATCCGAGCA CGGTGCGGGT GCAACAGAGG AAATATATGG CACTACAGAC AGTGCACAGA 60 

TGCAGGAGCT GCGCCGCCTG GCGCGGCAGC GCTATCTGGA CCGGCGGGAG AGGGAAAAGC 120 

TAGACTGGGC AATACGGGAC CTTGCATTGT TAGAAGAAGA CGTAAAGAAG TACGGATGGG 180 

ACAAGCTGAC GGAACGGGAG CGAAGAGAGA TTGGGACCAA GCGGCAGCTC GTGCAAATTG 240 

TGCGCGAGCG CGATGCGGCG GCGGCGGCGG CGGAGCGTCC ATTCCATATG CCCGGCGAGA 300 

35 CCGTTGTGGA GGCTACTGCG CGGCAGGAGA AGAGCTGGGA GGAGCAGCAG GTGCAAAAGG 360 

CGGTGCGCGC GGAGGGGCGC TCGGACATAA TTGAGGTGGA GGGCTCTGAA CAGTACGAGT 420 

TTGTTCTGGA CTCGCGGTCC GTTGTGCGCT TTACAGAGGA AGAGACGCTG GCTCCCGGCG 480 

AGCGTGTCGA GAAGCAGCTC GAACAGAAGC TCGAGAAGGA AATTAAGCGC GTGGCGTCGA 540 

TTCAAGAAAC TAGGAGGCAG CTTCCTGTGT ATGCGTACCG CGACGAGCTT CTGAAGGCGG 600 
TGCGCGACCA CCAGT 

40 



1648RP 



GATCCAGCTC ATGCAGTGCG CGATTCCAGC CCTGCCTGTC GTTTAAAGTC TTGAAGTAGT 60 

45 TGGTGCTGAA ATGCTTGTCA AATTTGTACA GGTATCGTTT CGAAGATTTC GAGAATAGTC 120 

CTTCCACCAC TTTCAATGGG TTCTCCTCGA ACTTGTCGAG GAATGAATTC TCCAGCTTGG 180 

AGAATGCATG CTGTGAAGAG TATATACGAG ACCCAGCTTT CGCCACGAAT TTGATGAGCT 240 

GATTGAAGTC GTTGCGCATG TCGCTCTCGG GTATGAATCG TGGCACAGTC AGCGTCAAAG 300 

CTCGCTGCGT CATAGGACGG TATGGTCCCG GTGGGTACTC GTGGACATCG AAGTTATCAA 360 

GCAGATAGAA ATCCTTGATT TTGCCCTTGT CTGCGAGAGA CCGCAGGTAC GCCACGAAAA 420 

so GGTGGTACAG CGCGCTTCCC CGGTTACGGT AGATCTTGTT CAGAATAAGT TCGTCGTCGT 480 

TGCCTTCATC GTTGGCATCC TTGTACTCTT CTACCGCCTT GCAAGAGGGG AAACACACCT 540 

GGCCCGCGGT GAATATTAAG TCCATCTGCG TCGTCTTCTC CACCAACAGG TCCGTACGCC 600 
CAACGATCGT CACCAGGATT TCCAGAAAAG CGTAAGTCGT GCACATGT 



55 



442 



EP0 866 129 A2 



10 



1648UP 

GATCTAGCAG 
ATGCCCGTAC 
ACACTTCACA 
TTGAATATGG 
GCGTCGTTGT 
CTCGTACAAT 
TGATTCAGGA 
TAGCTGATTT 
TTTCTGGTGG 
ATGCTCTAGT 
GAGGTGGTTC 
CTGATTCCGA 



GTGTTGAACA 
CTATACTGCA 
GCCTTATGAT 
TCTGTTTGAC 
AGGCAGAGCT 
TGAAACTGTG 
GGCAGGCTTA 
CAACCACGGA 
TCAAAGAGAT 
GGATTATAAA 
CTGGGTTGTG 
CTCGCGGGCA 



GATAATGGAA 
GTCAGAGGAC 
GTACGCTGGA 
AAGGGTTCCT 
CGCATOGGTG 
ATCCCTGCCG 
GTTTGGTATC 
GAACAACTTC 
ATGTTCAATG 
CAGCCTGTAT 
GTGGATCCTA 
GGTGTGCTAG 



TGGCTCTCCT 
AACTGGGATA 
TGATTGAAGG 
TCCAGGAAAC 
GTATCCCGCT 
ATCCGGCAAA 
CTAACTCAGC 
CACTCATGAT 
AGGTCTTGAA 
TCGTATACAT 
CAATTAACTC 
AACCTGCTGG 



ATATTCCAGC 
GGGATGTTGA 
CCGCCAAGGA 
ATTATCAGGC 
CGGTGTTATT 
CCCTGCATCC 
ATTTAAAACT 
ATTAGCAAAC 
ATATGGCTCC 
ACCTCCAACA 
TGACCAGATG 
TATGGTTGGT 



TAAACGTAAT 
ATACACACCA 
CCTGATGGAT 
TGGGCGAGAG 
GCCGTTGACA 
ACAGAAACTT 
GCGCAGGCCA 
TGGAGAGGGT 
TTCATTGTTG 
GGTGAGTTGA 
GAGATGTATG 
ATAAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



15 



20 



25 



1649RP 

GATCAAACGC 
GCACCAGCGG 
GAATCTTTTG 
AGATAGTATC 
ATTCCAAAAG 
CTACAATAAT 
CCTGAAGGTT 
TTCATCTGCT 
CATACCCTTG 
CCCAGGCTTC 
AATTCTTGAG 
AAACAGTAGA 



AAAACTGTGA 
GTGGGCAACG 
CTAAACAACA 
GAACTGCATA 
ATGAGTTCCA 
TCCCTCGTTG 
CCCCATCCAT 
TCCGACGTTC 
GCGCAGGCTA 
CATGTTCTGC 
AAAATATGGC 
GAAATTCCAG 



CGCAGAAAAA 
GAGCGGTCGC 
CTATCAACAA 
ACCAGCAGCT 
GATATAACTC 
AGAACTTCAA 
TAAACCTCGG 
AACCGCATGT 
CCCCGTCGAA 
TGGTAGAAGA 
TGTTCGGTGG 
TACGACCTCG 



AGTTTCGCTG 
GTTTCCAGCG 
GACCAAGTTC 
GCGCGCAGAG 
CATGGTGGAG 
TCTGCTGGTA 
CAACTATGCA 
ATCGCCGTTG 
AGAAGAGGCC 
ATGATTCGGT 
AAGTCGTAAC 
TTCTGATGGA 



ACAGACGACA 
ATGGACCTCG 
AGTCAGCTAA 
AACAATAGTT 
AACCTCGTGT 
TCCACGCTGG 
TCTTCACAGG 
GGTACTGTAG 
AATCCTCCTA 
TTGTATCCAA 
GGACGGCCTA 
TATCGTGATG 



TGCTCGCAGG 
GGGCGACCAC 
AAAAACGCGT 
TGAAAATCGA 
CTCTTAAAAA 
CGCAACAGGG 
TTGCCAAAAA 
CACCTACGAA 
CAAGCCTGCG 
CTATGTTCCA 
TCTGCTATTG 
CCCA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



30 



35 



40 



1649UP 

GATCGCTGGC 
GGCGGCTGTG 
GGCACCACCG 
CGCCGATACC 
TACGCAGCAG 
GATGTTGCAC 
CGGACAGTTG 
AGCCTGTAGT 
TCTCGGCCTC 
CGAACTGGTT 
AATCGGTGCC 
GGA 



GCGGGCAGCC 
CGCGCGTTGC 
CCGGCGTTGC 
GGCGCGCGCC 
CTGCACGGCA 
GTCCCGCTAG 
AGGTGGGCGC 
GAAGCTCCCT 
CAGACGGACG 
CGCCAGGGTC 
GGTCACGAAT 



ACATGCGGCG 
GCCOGCAGGG 
CCGACGTGGA 
TCGGACGCGG 
GGAGACCGCT 
AGCCGCACGA 
ANCGCGCGCC 
TTCGCACGCA 
TTGTTGCCGT 
GGGAAACAAT 
GTGACTGCCT 



GCATTTGACG 
GAAGTACGGG 
TGTGGTGCTG 
GGCA GGTT AC 
GCTGGTTGGG 
CCAGTGCTTG 
CGGGGAGATA 
CGAATGTCCG 
GGTCCTCGAC 
ACAAGATCTT 
CCCGCATCAG 



TTCTACCACA 
CTGCGCGAGC 
ATGCCCGGTC 
TACGACAACT 
CTGGCGCTCA 
GACGCGGTGG 
GTTGATATAT 
CGTGCCGCTC 
GCGGGTGGTG 
GATGTGCTCG 
GTCGCTCAGC 



TGCAATCTAT 
CGCCAGCGGA 
TAGGGTTCTG 
ATGTAAGCCG 
GCCAGCAGCT 
CCTGCGGCGA 
AAGTGTATCT 
TGGTTGATGA 
CGGACCACAA 
GTTACCTCCT 
ACCGTGGCCA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



45 



SO 



55 



1650RP 

GATCGCTCTG 
TCATGTACAC 
TCGTGGCGGG 
ATCGTGTCAT 
GTCTCTACTG 
TCCGCAACTG 
CTGTCTGGGA 
AGCAAAAGAT 
CAGGCGGCGA 
ACCTTCGCTA 
CCAACTTGAT 
GTATAGTGCC 



CCGGGACTCG 
CTCGGGCTCG 
CATTGGCGGT 
CGCGTTCTTG 
GGGCGCCTTA 
TAAGGGCGAC 
GGGTGTCAGG 
ATTCTGGGCG 
TCTAATAGGA 
CATCTTGAAT 
TTGCCCCGTG 
TCCACACCAC 



ATTTTTGTGC 
ACAGGTGACC 
GTTTCCGTTG 
CCGCTTGCGC 
ATTGGCTACG 
ATGAAGGAGT 
AAGGCTATTG 
GCCTACCACA 
AGCATGATCT 
GGTGGCTCTC 
TTGATTGGTT 
TTCAAGTACG 



ACCGGCCACG 
CGAAGGGTGT 
TGATCAACCG 
ATATTTTTGA 
GCTCCGTCAA 
TCCGGCCGTC 
TTGCGCAGGT 
CCAAGCTACG 
TTAAGAAGGT 
CATTGTCGCG 
AC GGCT TAAC 
GGGTTGTGGG 



CAAGAAGGAC 
GTCGTTGACC 
CGCGATTGTG 
GCTTGTGTTC 
GACGTTGAGC 
CGTCATGGTC 
CACTAAGTTG 
CATGAAGAAG 
GCGTGAGACC 
GGATACGCAA 
GGAGACTGTG 
AGACAT 



CTTGCGTGCA 
CACGCTAACA 
AAGCCTGACG 
GAGTTGACCT 
GAGGCTTCGG 
GGTGTCGCAG 
CCTCCGTTCA 
TGCCACATTC 
A CTGGTG GCA 
GTTTTTATTT 
GCGAATGGCT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



443 



EP 0 866 129 A2 



10 



1650UP 

GATCCATTTC TCATGGAGAT TAACGCTATA TGCGAGGAAA GCAATAACAA GAAGCAAGCC 60 

AAGAAGTCTG TTAACTTCTC TATGCTAGGG TTGACTGATT TTACCAAACT CAAAAAAGCC 120 

GATACTACAG ATGTCTGGAG AGCGTTTAGG ATGTACGACG AAGTACAAAT GAAAAAGAGA 180 

TTTAGTTATA AATGGGATTA TGATAAAGTG TCCAGGGAAT TGGATGAAGA GACATGGAAT 240 

AAGATTATTA ATAGGGAAAC TTTGAATTTA TTTGCATTAG TGGAAAGATA TACGGTAAAG 300 

ATTGAAAACG ATGCCAATAT AACCTATTGG AGTTCTGTCG TTATGCGCAA CTCCTGTCGC 360 

AAGCATGAGG CTACAGGAGT GAGGCAATGT GCCAACTTCT TCTGTGGTAA ATGGGAAGAC 420 

CACCCGAAGC AGTTTCCCAA GTGCCGCCGT TGCAAGCGCA CAAAATATTG CAGTTGTGAG 480 

TGTCAACTAC AATCTTGGGC ATATCATCGG TACTGGTGCC ATGATGTTGG CTCTGTCTTC 540 

ACGGGCACCT CCTCAACGGC AAACACCACT GGGACACATA CGCCAAATGC TGTCGGTCAG 600 

TCGGCTGGAA CCACGACCAC TACTACCACG GCGGCTACGG AGGTAGATCA ATCCATTTTG 660 
ATGACAGCAA GGGG 



15 

1651RP 

GATGGCGACG TTTACCGAAG AGCAAAAAGA AAAGTACGCG ATGGCGTTGA AGGACAAGGG 60 

GAACGAGTGC TTTAAGGACC AGCGGTACGA GGAGGCGATC AAGTTCTACG ACTGCGCGTT 120 

GAAGCTAAAA GAAGACCCGG TGTTCTACTC GAATCGGTCG GCGTGCTACG TGCCCTTGAA 180 

CAAGCTGGAG AAGGTTGTGG AGGACACCAC TGCTGCACTA AAGCTGAAAC CCGACTATTC 240 

TAAGTGTTTG CTTCGTCGTG CAACAGCTAA TGAATCGTTG GGTAATTATG CTGATGCTAT 300 

GTTGGATTTA TCTGCCGTAT CTCTATACGG CGGGTACAGC TCGCAGACAA TTGAGCCCGT 360 

GCTGGAGCGG AATATGAACA AGCAGGCTAT GCAAGTATTG AAACAGAAAC TCTCTGGTGG 420 

AGAGAAACAC GAACTTCCTT CCAATACTTC CTTAGCGTCT TTCTTCCGCA TCTTCCCTTC 480 

GGAGACATCG TTGGAGAACT ACGATGAAAC TTCCGAAGCA GACCGCATTC TTCT CAAGG G 540 

ATTGTGCGCC CTACACGCGC GCCAGGCAGG CTCCTATGAA ATTGCTGATG AAGCCTTTAC 600 
CGATGCTGTA GAAAAGTTCA CC 



1651UP 

30 GATCGTGATT TTCGCGGGCT GCATCCTGCA GGCTCCACAT CATGCCGTGC GCCAGGCTAT 60 

GCTGAACATC CCCAGCGGGG TCTACTGCAC GTTCCGTGGG CAGTCATCGC CTGCGATCCA 120 

GTACGGTATC TCGTCTACAA ACTTCATCAC ACACGTGAAT GAGATCGAAA CCCCAGACCT 180 

GGACCGCTTT CTCGAGGTGG TACGCACGAT ACCAGACAAC ACCTACTGTA AAATCCGTCT 240 

TGTGACCTTC GACAACGTGC CTTTTGCTAT CTCCCTGAAG ACAAACTACC ACTACTTCCC 300 

CACCAGCGAG CTCTCCCGCA ACTCCGACAC CGGCCGCTGG ATTGAGCACC TCTGCAACGC 360 

35 TACCCCCGCT AAAAACTAGC AATAGACTGA TATCTCTTAT AGAACGTATA AACTATTCAC 420 

ATGTAACCCG ATCACGTGAC GAGCGCTGCA CGCAGCTCGT GCAGCATGCT CAGTGGTATG 480 

GCAGTAGGCG CCGCAGACGC TTCAGATGGG CACTCGCCGC CATGGTCCGC CCAGAGAGCT 540 

GCTTCAGCGC GCGCTGTCCC AGCCTGTGTT ACCGTGGCTG CGGCCAGCCT TCGAACGCTT 600 

GTACCTCCTG CAGTCTTCCG CCATCTCTTA GCTGCGCCTT TGTGCGTCTT CATTAGTGTC 660 
CGCACCATGA TCAGCGACG 



1652RP 

GATCTTCGTT CGTGAAAACC TTGCACGTCT TCATGAGCTC AAGAATTGCC TCTGCATCTA 60 

45 TTCTGTCCGG TTGGATTCTG CCTTCCTTAT TGTCCTGAAT CATGCGCGCA AAAGCGCGCG 120 

GCGTCCAGTC ATGACGGGAT CGGCCCTTAT AGGACTTCCC TGCAAGCCGC ATGAGGCTCC 180 

GCCAGCCATT TTCTTCAATA ATATTGACAA GTCCTTCGTT TTCCAACACG ACCTTGTTCG 240 

CGAGACTGTG GAACGTGTTC ACGTCTATCT GCTCAAGTAT TTCTACCCTT TCCTCAGCAG 300 

ACCATCGCAA GTTGCAATCT GCCTCTTGGA ATGTCTCCAT AAGCTTTTCA TTGATGTTAT 360 

CCACTGCTTT ATTTGTCAAG GAGAGGATTA GTATTTCATT AGGAGCTACA ATCCCTTCGT 420 

50 AAACCAGGTT GTAGACTTTA TGCAGTAGTG TCACGGTCTT GCCAGACCCA GGTCCCGCTA 480 

CCACATTGAC AGTTGTACAA GGCTCATATG GATGTGTTAC TACTCGTGAT TGGGACGTCG 540 

TCAGTGCTTT CATTCATGTA TGATAGATGC TCGAGCGTCG GCGAAGGAAA TAAATTCGTG 600 

AATTTCCGTT TTAAGATACT CAAAAGAAAT GAGATAACCG CCCGCAAGGG CGGAGTAGAA 660 
TTACAGCAGC TATTGAATAT ATTTAGTTTA TT 

55 



444 



5 



10 



15 



20 



25 



30 



35 



40 



45 



SO 



EP 0 866 129 A2 



1652UP 



GATCTCCCCA CCATTCTCCT CCAGCGCCTT CTGTNAGCGT TCCCGGCGTT GCTCTCTCGC 60 

CTTTTGCTTC TTCTCCTTAC GGATTTTCGC ATACAGCGGC TTATTCAGTT CGAACTGTTC 120 

CTTCTTCCAC TGTTTCTTCC ATTGCGACTT CGACATGCCT TCGGGAACGG GCGGCAAGGC 180 

AGCCCGTGGT TTTGGCCGAC TCAATGTTTC ATCATTATTA GTTTCAGGAG TCATTGCCCA 240 

GTTTGAGGAC TCTTAGCGCA AGGTCTTGTC ACTGAAGTAC AGTAAAATGG ATGCCCTTTC 300 

GCGGTGATGA GGCAATGACC TGGTGAAATT TTTCGCCCAT GGTGAGGCTG TATAGTGGTC 3 60 

ACGTGACAAC AGTTCAGCCC ATATATGGAG CCCCTAGGTC ATATAAAGGG TCAGGAGCCC 420 

GCTAAAGTCT TTGTATTCTG ACCTTTTATT GGGGAGCTTT AGGGCGTGTG TCTCTATCCA 480 

GAGCCGTGTG GTGAAAAGCG TCTCAGCTCA GCGCGTTCTA CTACACTGAG ATTTAAAAAC 540 

CAACAGCGAA GCAGCAGAGT ATGACGTCCT TAGCAACTAA ACTCGAACTT CCATGGGTTG 600 

AGAAGTACCG GCCGAAGCTG CTGAAAGATG TGTGGGAAAC GAWGAAACGG TGGAGCGCCT 660 
GCAACAGATG CCAGGGATGG AAATATGCCA CACTTGA 



1653RP 



GATCTTTGAT GCTATTTCGT ACCTTAAGGG CTGTTCCGTG CTGGAGATGA TCTCCGGCTA 60 

TATAGGGGAG ACCGTCTTCC TGAAGGGTGT TGCCTTATAT ATAAAGCGGA ATAAGTTTGG 120 

CAATGCTACC ATGGAGGACC TGTTTGGGGC CATTAGTGAG GTAGCAGGCC TTGATCTCAT 180 

GGCGAAGGCA AAAGATTGGA TTCTAAAGAT CGGGTACCCG GTTCTGGACA TCACTGTTGT 240 

TGATGGGAAG ATTTCACTGT CACAGAGACG GTACCTTTCG AGCGGACAAG CTGACGCCAA 300 

TGACGACCTA ACCACCTGGT GGATTC CCCT GGAACTGACA CAGGACTCAA CTTGCACTAC 360 

AACAGAAATG GTTTCTAAAT CCCAAGAAAC AGAGATCTCA GCTACCGATT TTGTGTTCTT 420 

TAACAACGAT GCCCACGGCT TCTTCCGGGT GCATTATGAG GATGAGACTA TTCTGGCTAA 480 

CATCTGCAAG AACATAGCGC AGCTGTCCTC ACGCAGTAAA ATTGCGTTAA TTTCGGATGT 540 

TGATGCCACT GGTACCTTCA CGCAACTCAT GGCTGTTCTG TCTGCATTCT CTGCAACGCA 600 

TTCGCAAGAC TACTATGTTA TGGAACTCTG CATTGTCCAT TTTCCACTCG GCCTGCTCAA 660 
TCATATATCG CGATGCGTCG CAGAGATCCG CAAGAAGCTT GCGGCGT 



1653UP 



GATCTAATAC TGGGAGCGAC TGGGCGTTGT GGCGGTGTCT ATCTGTATGC GAACCAGCGA 60 

GGCTGTGATG GAGACANATT GTACTACGAT GGTTGCGCGC TCATTGCTGT GAACGGCCGA 120 

GTTGTGGCCC AAGGCTCGCA GTTTTCGCTG AGGGATGTCG AAGTGGTTAC TGCAACTGTA 180 

GACTTACAAG AAGTGAGAGA TTACCGGATG TCTGTGATGT CGCGAGGGTT GCAGGCAGTA 240 

TCGAATAACG TGACTTTCGA ACGTATTCAA GTACCTGTAG AACTGGCCGC GATGCAAGAT 300 

AGGTTCAATC CTACGATTAA CCTGACGAAG GCGAAAGCCC CATACTATCA CAGCCCAGAG 360 

GAAGAGATTG CGCTGGGCCC AGCTTGTTGG TTATGGGACT ACCTACGTCG TTGCAGAGGA 420 

ACAGGCTATT TTCTTCCACT ATCTGGGGGC ATTGACTCAT GTGCCACTGC TGTAATTGTG 480 

CACTCTATGT GTCGGATGGT TGTCAACGAA ACATCTGAGG GTAATCTGCA AGTAATTGCA 540 

GATGCGAGAA GATTGGCTCG TGCTAGCGAT GACTGGATTC CAACCGATGC ACGTGAATTT 600 

GCAAATATGA TATTTCACAC TTGTTTTATG GGAACAGCAA ACTCCACAAA TGAGACTCGC 660 
AGTCGGGCAA AGAAACTTGC GGAACACCT 



1654RP 



GATCTTATTA ATTTTGATGG TGCTATATTC TAAATTCAAG TAATGATAGC GCGTGATGCG 60 

GTACGTACCT ATACATATAA CGCACAGTTC TCCATCGTCT ATGCGTGTAT GAAAATCACT 120 

CCAGCCGTGC GACACGCCAC GTGTAATCTA GTGAGTTTCA AGTTCTTCCT CCTCATCGGC 180 

AGAAAGTTCG CCCGCGGCGG TGAGGTTCTT GAGCCGCTCC TTGAGCTGCG CGATAAGGCT 240 

ATTCTCCCTT TGAGCATGCA TGCGGATACC CTCTAGAGAC ATATGAGCCG AATCTGCACC 300 

ATCTAAACCA TGTTCGCTGT TGCTGCCAGT GGCAGCTGCC AGTTTGGGAC TGGACAGACC 360 

TGTCTGTCCA TCTTTGTAAG AATCCTCGGT CGTTGCCGAG TTGGAATTCA TGGTTCCCAT 420 

AGTGTGCAAG ATTTTCTCCT CTTCTGTTAG TTCCAGATGG GTACCTGTCA GATTGATCAA 480 

GGACCTGCCG CTTTTACGGC GCGAGAGCTT GGGCAGAAGA GAGTGCCCGG GTTGGCGTCG 540 
CTTCACCAAG GTTTGTAATG GAGGTGTGAG ATCTCGGAGT CCTTGGTAGT CTCAGACA 



445 



EP0 866 129 A2 



r 



1654UP 

GATCCGGGCC 
GCGTTACGGT 

5 AAGTGGGGGC 
GACGGCGACG 
GGCGAGGACG 
ATGTGGAACG 
GGGCAACCAC 
TGCGTACATG 

10 TATTGCGGGC 
CGGGCTGTAC 



GGGTCCGCSG 
GGGAGGAGCA 
CGTATCTGTC 
CGTGGCGGCA 
GGATCTTCGG 
GGCGTGACGA 
GGGGAGGACT 
AAGGCGCTGT 
AACGACGCGC 
CGCGAGGCGG 



CAACCAACGA 
GCGGTTGGCG 
GGAGCGGAGC 
CTTCCCGTTC 
CGTGAGCGAC 
GCTGCTCAAG 
GCAAGGAGCT 
AYAAGTACCC 
GCGGGTACGC 
CGACCGGCGA 



TGTCACGTGT 
GAAAACCGGC 
TGGGCGACGG 
GAGCAGGCGA 
AACCGGCAGC 
GAAGCGGATG 
GTACTACTAC 
GNTCAAGCGG 
GGAGCGCGAG 
C 



GGATACCAGC 
AGCAGAGCAA 
TGCGGGAGGA 
ATGCGCGGGT 
TGGTGTGCCT 
TTCGGGCTGA 
CTGGACAACC 
GCGTTCCCGT 
CTCGAGGTGT 



GACCTGGTAG 
GTACTGGCTG 
CTACTCGTTT 
CTTCCGGTGG 
GAACGTGGGG 
CCGGGCCGCA 
TTCCGAGCCA 
ACCAGGAGCT 
ACGAACTTGA 



60 
120 
180 
240 
300 
360 
420 
480 
540 



75 



20 



25 



1655RP 

GATCCACTTT 
GCAATTGCAG 
AGTCCTATCG 
CAATCTGTTA 
CACATGACAA 
ATGACTAGAT 
GTGTGTAAAA 
CAAAACGGCC 
GCCGGGACGA 
ATCATTGGGC 
GACTCGGCTG 
AAAGCGCGCG 



CCACTCTGAC 
TCCCCGCAGT 
AACAGCTCTC 
CCCGACTTTG 
AGGCCGAGAG 
CATCCGAGAA 
TGCCAATTGC 
CTTGGAGGGA 
TCTGCAGGGT 
GCAATGTGGA 
ACTGCGTGCT 
GTGGAACAGA 



ATCGGTCAAT 
TACCCTTCAT 
GACAGTCATC 
ATTTACATGC 
CTAGTTACGT 
GCACCGGTAT 
TTAGCCACTG 
CGGGGTGTTC 
GCAGGCGGAG 
GAAGACTAAG 
CGGAATTGGC 
CGGTTGCCGC 



CAACGCTGGG 
TTATTTAGAG 
GGAAACGAGA 
GTTACCCGCT 
GAGGCTCATT 
ATAAGACGCA 
ATGCCAAATA 
CAAGGGAAAG 
GCAATGGTGC 
AAGGCGGCAG 
G GCGT GGACT 
GTTT 



CACTCAGGTT 
ACTTAGTGGT 
AGTTACCCGC 
CTGGGTCACG 
GGGGTATGCC 
TCACGGTGGT 
CACTGGATAA 
TGGTCTTCGT 
TACTTGGTGC 
CGGAGATCGC 
TCCGGGAGGT 



CAGTTCTGAA 
GTTATAAGTC 
CCTTGAGACA 
TGCCGGGAAG 
GGAAACTCTA 
GCTCGAGAGA 
GAGTTACGTA 
CACTGGCGGG 
CAAGGCTGCG 
GGAGTTGGGC 
CCCGGACATG 



60 
120 
160 
240 
300 
360 
420 
480 
S40 
600 
660 



30 



35 



40 



1655UP 

GATCTCTCTG 
TTATGTCGGC 
CCCGTACTCT 
TCTGCGTACA 
TCGTGATATG 
GTTTCTCTCT 
GTGTTGGAAC 
ACTTTCTCGA 
ATAGGCGCAA 
GGCGGATCTT 
CGTAGCAAGC 
AGACACTGGG 



ACCGCCCCCA 
GGCCGTTTCA 
GGCACCGATC 
TAAGCCGGGG 
TAAAAAGAAA 
TGAAGTCAGC 
ATTGACGGAG 
ACTGGTAGCA 
GACAACCTGC 
GAGGACTAGC 
ACGGAGCCCA 
ACGGG 



AACGCTGCTC 
TCCCAGATGC 
AAATACTGCG 
TTTCAGAGGG 
TGTGCAAACA 
AATCTCTAAC 
CTTTGCTTGT 
GGTCTGACGG 
GAGATACAGG 
TGCTCTGGGA 
AGCGGGTGAA 



CGCGCACATT 
CCTGGCCCGT 
TATTTGAGTG 
CGGGTAACGA 
TTTTTCATGA 
CTTTGAAGGT 
TGTAAGCGAT 
GTCTGCGAAG 
GGAGCTGCTG 
CGAGATGGCG 
GGTGTTCATC 



GACACTGGTG 
CGTCATG GTT 
CATATTGCTT 
TGACGCGTAA 
GATGAACGTT 
GATTAATAGG 
TAATCTGTGT 
GGCGTCGGAG 
CAGCGAACAG 
AAGGAAAGCC 
CTGGAAGACA 



TTACCACCCA 
TTGATCCGTT 
TATTCTATAG 
CGTTTCTTTT 
ATACTGGCTT 
CTGTTGCGTC 
TGCGAGTTTC 
ACTTGCAAAT 
GTGGAGTGCA 
TGCGGATAGG 
GCGAGTGGAG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



1656RP 

GATCTAGCGA 
TGGACACATC 

45 GCAAAAGCGT 
AGAATGACGT 
TGTTCCCGAG 
.\ATGGATGCG 
TGGAGCATAA 
PiACGGGAGTT 

50 rCCAAAGCCT 
TCGTCATTGA 
rcCTCAAGAG 
TCTTCCCACA 



TCAATCGCAG 
GAAGCTCAAG 
GTTGACCAAT 
AGATGGCTTC 
CCGCAGTGCA 
CGAGAAGTTC 
GTTAGATTTC 
GGCTATCATG 
CACCCCAGAG 
GACGTGCGAC 
AACCGTCGCC 
TCTCAGCGGC 



CTAACAGATG 
CATAAAGTAG 
ATGAACGAGG 
TCACTCGATG 
GATCTACGTG 
GGCGACAATG 
CTCGTGGTGC 
GCCAACTCCT 
TTGCAGTTGA 
CAGAGAATGC 
GAGTTATAGC 
AATGTCGCGT 



CTCTGACATT 
AGGACTCGGA 
ATGCGTACTA 
AGATTCTTCG 
TTGGCGTACC 
GGACTACGAA 
TCACAATTAA 
GCGACCGTGC 
GCAAGACCTC 
TATCTGCCAG 
ATGCTTATGT 
TTGTGGTCTC 



ATGCATGAGC 
CATGCAAGCG 
CAAGCGCATG 
TAAGGACTAT 
TACTGTCGTG 
GCTCTGGCAC 
GAAGGCCAAC 
GCAGCAGGTC 
TGTCTTCTCC 
TCGCAAGCAA 
AACTAACGTT 
CAACC 



GCAATCATGA 
TACGCCATCT 
AAGGCAGCAA 
AAAGAGTTGG 
CGCTCTTTCG 
AGTTTCCTTC 
GAGGGTTTGA 
GAGTTCTTGA 
CCCX3GCTCAC 
ATAGTACCTC 
CCAGTTACCA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



55 



446 



EP 0 866 129 A2 



10 



1656UP 

GATCTCTTCC 
AGTAGGATGT 
TATCTCGCGG 
GGTGAGGTTG 
GCCGAGGTGA 
TCCGAAGGTG 
GACTTCACTA 
CTGCGCTGCG 
CGATGCCCTC 
ACGAGTCTGC 
GGGAGCTGCT 
TGGCGATGAG 



TACCCTGTAT 
TTTTTCTACA 
AGTATCTGCC 
AACTGGGAAA 
TCGAATTGCC 
CATTTGAGGT 
TGCTGGCTGC 
CGGCGTGCGA 
CGAGTTTTGG 
GGGCGCACAG 
GGTGGGGGAC 



TTCTACTTAG 
ACACAGACAT 
TAGGATCGGC 
ATTGGGTGGG 
CTGTGAGGTT 
CCGGCTGAAG 
AGAGGACGGG 
CGGGCTGCTG 
ACGGAGCTGA 
CAGTACCTGA 
ACATTCGTCA 



CAGGAACCTA 
TTACGCCAAC 
GTAATGCTAA 
CATAGGTTGA 
GATCCGCTAG 
GCGGTGAATG 
TGGGGGCGAA 
GTTACGGGCG 
TGGACTACTG 
CGAAATATAA 
CGGTCGGCGA 



AATATGTCGA 
CAGAACGCTA 
TAGTGGTTGC 
CTGTCACAGT 
CGCGGCCGCG 
GGACTGAGGG 
AAGACCTGGC 
AACATGCAGG 
GCACTGCCAC 
CGCGCTGCTG 
GGGTCTGCTG 



AATCATCGCT 
AGGCATGCAG 
GGGAGAGGCT 
AAATGGAGCG 
TATTAGACAC 
CCGGGGCGCG 
GCGTGCTGAA 
CGCGTGAGCG 
AAGCCTGCGG 
CCTGCGGACG 
TCAGAGAAGC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



15 



20 



25 



1657RP 

GATCGATTTA 
GCTGACGGGC 
CCTAGTACCA 
GACTCCTCTA 
GAAGCGGTTC 
GGAAGCTGTT 
GCTGTCGCCC 
GAATATCTTA 
CCAAGAGCTG 
CTTGACGACC 
GGAGCGCCTC 



GATTTCACCT 
GGCGTTGAAC 
TCTGCAGCTC 
TTGAACGCGG 
TCCTTCTCCC 
ATCGACCAAC 
CCAAGTGCGC 
TCTGTTAACC 
CGTGCGGCTG 
ATATTCTATG 
GGTGGTAGAA 



TCAGGCACAC 
GTGTTTTGCT 
TAGGTGAGGC 
AGCCATTGCA 
GCGAGCGGGG 
CGCTGGAACA 
TGAGAGAGCT 
AATTCAAACG 
TCGAGAGAGA 
AGCCATCAAC 



TAAGAGATGG 
CGACGGACAG 
CGTTGTACCT 
CAGCTTTGTT 
AAACTCGTTT 
AAGGTTGATG 
AGTCCGTGCG 
TTCGGACTTC 
GGGCGTTCTC 
GCGCACATCC 



ACTCCTTACA 
ACTGTCGTGT 
ACTTCAAACA 
CCACCTTCTA 
GCTTCAGCTG 
TCTTCAAGGC 
CACAATCCAT 
CACGCCTTGT 
GAATTGATGA 
TCCTCTTTTA 



CTAAGGGTGG 
TAAGCGGTGA 
ATTACACTTC 
GCTCGGGTAA 
GTGACCACGA 
CACCAAAGGA 
TCAGAGGAAG 
TCGCTGTGGC 
AGGGCCGCCT 
TCGCGGCAAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



30 



35 



1657UP 

GATCAAGTCC 
TAGCGGGATA 
AAAGGCTACC 
CSCGCAGTCC. 
GGATGCAAAA 
CTCGTTGTAC 
GTTGTATACA 
CATCCCCAAG 
CAATAACGCC 
AATCGGGTGC 



TTCCAGCCGA 
TTCTGCGCGC 
ATCTCCAAAC 
TGAATCACGT 
ATGATCAACT 
AAGCACTTCC 
AGCGTCAACC 
CAGTACACCG 
TTGGGGTCCG 
TGGATCCTTT 



GCCAGTCTCG 
TGTACTCGGT 
AGAGCGCCAC 
TCAGGTAGTG 
TAACACATAA 
AGAAGAGCGC 
ACTTACATCC 
GCTTGAACCA 
CCATATCGAC 
TCTGCTCCGG 



CACCGCATAC 
CCACGAAAAG 
ATTGTGGTAC 
GAGAAGCGTG 
GAATTTAGGC 
CAAGTTATAG 
CAGATCCCAC 
CACGTACTGT 
CATGGGCAAC 
CGCAAGGT 



CAGAAATGGA 
GCCCAGCGGT 
ACGTAGCCCA 
ATKACCATAC 
CATGGGTTGT 
AGCGACCATG 
TCCAACACCT 
AGAATGCCCC 
ACCCAACGTC 



TTCGCGCACC 
GTGCCAACGC 
TGTTCGTGCC 
CCTGCCAGTA 
ACTTGCGCAA 
ACGCGCTCGC 
GGAACGCAGA 
GCTTCACAGC 
CCACAACGGG 



60 
120 
180 
240 
300 
360 
420 
480 
540 



40 



1659RP 



GATCAAAAGT 
TTTCAGACAA 
GACAGATACT 

45 TTATTGACCG 
ACGTAAAGAG 
ATTCTAGTGT 
-CAGCGACTG 
TATATTTGGG 
2TAGTCCGCA 

so ACCACTTCAT 

3ccattcagt 
:tttggcttg 



TGATTAAACT 
AAATCGTGGA 
TTATTTACTG 
CCCCCTCACT 
ATCAGTTTCA 
ATTTTATGAC 
ATC CCAAGAC 
TTATCATCAT 
CATCACGGTA 
CCGATTTTAG 
ACCCTCAACT 
GACCCCTGCG 



AA TAAAA GAA 
AATTTTAGCG 
CATAATTACA 
AATAATGTAC 
CTTTGCAATT 
CAGGAAAGAA 
AAAAACCAAA 
GATCAAAATC 
GTGATCTGCT 
ACGA CCTT GA 
ATTTGTTTGC 
AAGCGCCTTT 



TTATTTTATG 
GCCAAACATA 
CTAAAAACAA 
TCCTTCTATC 
TGGGCACTTT 
AA GGA GCCTA 
TATTTGTTAT 
AAATTGGAAA 
TGCTTTTGGA 
TTTCCTGGTA 
CACGGGGCCC 
TGT 



TATATTGATT 
AAAGTCAGAC 
CTGTTCTCAA 
GGTTTCTTGC 
TACGTTTCCA 
AAAACCTGAA 
TAGAGGTTTC 
GCATCCATAA 
TAGG ATCAAC 
TTTATTATCG 
TGGGTAACCA 



GTATAGTCAT 
ATTAGAAACT 
AAACTACGGA 
GGGTAGAAGC 
CTTAACGATC 
GGCAGCCAGA 
TTCAGGTGAG 
CATGACAATT 
TTTTATTTCT 
ATGTCCTGTG 
TAGCTTCAGA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



55 



447 



r 



EP 0 866 129 A2 



1659UP 

GATCGAGTGG TCCACCAGGT 
GACCCGGTAC TGCTTGCACG 

5 GTCGGGGTGG AACTCGGCCA 

GCACGTCACG AAGATCGGCT 
CGCCAGCTTG TCCAGCTCCG 
CAGCGAGAAC CGCCCGAGAA 
CTGGAACGGC CCGCCCACCG 
CACCTCCAGC CGCCX5CTTCT 

10 AGCACCGCCG CCGCCTTCCA 
GCGTTTCCTG CGCCCCCAGC 
GCCCGCCGGC GCCTCCTGCG 
CGCTGCTCTC TGCCTTGCAA 
TCTCTG 



15 

1660RP 

GATCAATTCG ATGCCAACCA 
GATACATGGT CTGAGACGGA 

on ATCAAAGCTA TTTACAAATC 
CGAACGCTGG AAGTGCAGAA 
GCTGTGAAAT ATAGGGACAA 
GTAACAAAGT TATTTGCTCA 
TTAATGCCCT TCATTTTGCG 
ATCAAAAAGA CAAGAAAAAC 
ATTACTGACT TCTTGGCTCT 

25 AATGCGGTTA TTCCTGACAG 
ATAAATGTCC TAAGTGCCTC 
ACAACTATTA AACCTCTCGT 



30 

1660UP 

GATCTTATAG ATTTTCATCC 
GGCTTGGATG TATTTTTCAA 
AGTTAGTAGC AGACTAGCCA 

35 TGCTAGGAAC ACGAAGAATG 
GATCAGAAGG TTAAGCAATT 
ATTGTTGACT AAAAATTTCA 
GAAGAACTGG TAATAGACAC 
CATGACTTCT GCAACGTTAT 
AACCAAGGAT TTCAAAAATC 

40 TTCAATCCGA CCCAAAACAT 
GATAAGCGCA GATAAAAACT 



45 



50 



55 



448 



AGTCCTGGCC CGGCTTCACG TTCGGCGGCG TCGAGAAGTA 60 

CCTTCTTCAC CTCCTCGTAG CTGCCCGTCA GCCCCACGAT 120 

GGTACTCCTT CAGCACCGCC GGCGGGTCCC GCGCAGGGTC 180 

GCACGTCGAT GCCCCGTTGT TTCAGTCCGC GTAGCCACGC 240 

CAGGGCAGAT GTCCGGGCAG TGCGTGAAAC CGAAGTACAC 300 

GGTTCTTCTC CGTGAACTCG TTGCCGTTGA AGTCCACCAG 360 

CCGGCCGCCC GTACCCCCGG TTCGCCTCCG CCTCCCGCTG 420 

CGCGCGAAAA CACGTAGAAC AGCCCGCCGC CGAGCACAGC 480 

CGTCGTGAAC TCGATCGCCC CGCCCTCGAC CGCTGCGAGT 540 

GGGATCCGGC TCAACGGCCG CCGCTTGCCC GGCGCCTCTG 600 

TCGCCAGCCG TGTTCGCGAG AACTCCCGCA CCCCGCCAAA 660 

TTCCCGCAGC TTGCCTGCAA ACACCGAGTC CTACTGATCA 720 



AGATGAAGAC CATCTGGGTG AGTTAGCAGT GCACTCTGCG 60 

TAGGAATCTA ATTTTGAAAT TATTGGGCAA GTTCAAGAAT 120 

CGAAGATGTC CGCCAAAGGT TGATGGAATT ATTGGGTAGT 180 

ACTGGCCCTA GATGCGTTGT TAGCATACAA GGATCCAGTA 240 

TCTGAAGAAC TTATTAGATG ACACGTTATT CAACGACGAA 300 

GAATGAGTCA AGGGTTATTG TCAACACTGA TGAAAGATTA 360 

TATTTTATTT GGCCGTGTTC AGACACCTAA TACCAGTGGG 420 

TGCGGTCATA ACTGTCCTGC CAAATTTAGG TGAGAAGAAT 480 

GGGTAGTAAT GGTATCAACT ACCAGTACTT CTTTGAAGAG 540 

TGAGCTTACA GCGATAAATT TTAGGAGAAT GCTTGGCTTC 600 

GTTGAATGTT TTAGGTTCCA ATTTCCCGGA GGCGGTCAAG 660 

TTACGCAATT CACATGTCAG GTCGTACTGG ACAGAATAAA 720 



CCAAGCTTAC AAAGAGAACG TTATCCACCT GTTTTAGCCA 60 

TGGTACCCAT GTTCTCCTGG CCCAAGTTCT TGAACAAGTT 120 

TCTTCCTGCA TTTAGGAGAG TCGTCATTTA CTGATACGTT 180 

AGGATGAAAG TTTCATTAGT AAAGCGGGCC CAGATTTGTT 240 

CCAT AACAGA TTGACGACCT TCTTGAGATG GATACTGCAA 300 

ATTGTTTTTC CAGCCTGCCT TTACTTTGAT CATATTCCAT 360 

TCCTGGCAAC ATCCCTGATT TCCTTAGCAT GATTCGTGAC 420 

CAATAATATC GTACAGCTTC GGAAGAACAA TATGTTTGGA 480 

CAAAAGCCAG ACCTTGCTTA TTGGGCTCCA TCAAATCTGG 540 

ATTCGAGCGC AGAATCCTTT AATTCAATGT CTTTATAGCG 600 
TCAGACCGAC TTGACAAAGT TCACCAGAAG T 



EP0 866 129 A2 



1664RP 



GATCCTAGGG TGGTTCATGG CACTGAGCGG GACGTGTTCT TGGACCGGTC GAACCGCAGC 60 

AAGAGTCTGA AGTCCTTGAA CGCGTCTCTG GAGCGGCTGA AGCGCAATCG GCAGGCGGCG 120 

5 TGGATTTTCC CAGAGGGCAC GCGGTCGTAC ACAACGGAGA TGCAGCTGCT GCCATTCAAG 180 

AAGGGGGCGT TCCACCTGGC GCAACAGGCG CAGATTCCGG TGATTCCGGT TGTGATGTGC 240 

AACACGAGCA CGGTGTTCAA CCCGCGGCTG GGCATCTTTA ACCGCGGCAC GATCACGGCG 300 

AAAGTGCTGG AGCCGATCGA CACGGCTAAC ATGACCAAGG ATGACGTGGA CAAGCTTGTG 360 

AGCGACGTGC AGGCCAAAAT GCATGCGGAG TTCGAGGCGC TTGGCTACGC GCCTGCGATC 420 

GTGGACACGA GCCTACCCGA AGAGGCGCTG CGGCCGGAGT TTGTGGACTG CAAGGAAGAC 480 

10 ATCACGGAGG TAACGCGCCT CTCGAAGTAA CCTTGGTTGG TATCATATAA ACGTTGCGAC 540 
GAGTTATGTA CATATAGCGC TGCTAAGTAG GCATTCAGTC CCC 



1664UP 

15 

GATCCGACTG ACGGTGAATA 
TAGCAGCGGT CCTTCCGAGG 
CAGTAGGAGG ACTGCCCACT 
AATTATCAAG CCCGACAGGA 
CGACGCCTGG CCCAACAGGC 
20 GCCCAGCGAC AATAGCAACA 
GCGCAGCCGG CGGCGGATGT 
GAAGGTCAGT GTTGCGGCCT 
GCAGAAGCTG ATCAGCGTAT 
GTACGGCAGG CCATTTCCAA 



25 

1666RP 



GATCCTTGCG TACTAAGAGT TAGACTTTAA TTAATAATAT TATTTGTAGA AGATAGAAAC 60 

CATACTGACT CACGTCGTAT TTAACCCATC TCACGTAACC TTTTAATTGA CGAACAGTCA 120 

AACCCTACTT AGCTGTTACA ACCAAGAGGA TAGGTTGAGT CGACATCGAG GTGGCAAACA 180 

30 TAACTTACAA TAGCTACTCT ATCGTTATAT TACCCTGTTC AATTTTGTTA TCATAATAAC 240 

ATTTAATTAT TATTTCAATA ATTCTCATTA TTGTTCAGAC TATTTCATTA TGTATTATTT 300 

ATTAATTAAT ACATATTGGG CTTTCGTGGA TATAATTATT GTTAATCCTA CTCATATATC 360 

TAGTCGTTGA ACGTTCTTAT AACTTTATAA AAAGGATTGT TATAAGCTTC GCTGCAGATT 420 

GTCCTTTATT ATTATAAAAT AATATTAGGA GTTCTTTGCA ATTAACCCAA TTTACTCAAT 480 

ATATTTAAAT ATTGATAATT AAATTTCACA ATTTAATGGG ACTATTAATT AATCCCTAGC 540 

35 GTAACTTTTA TTCGTTATCA AATACCATTA CAATATGTAT ATTTTTGTTC ATTATGCCAA 600 

ACTTACGTTA TTGTTCTACT TGTAGGTATT ACAATTATAG CACAGTTATA CCATTATATT 660 
TATTTAATAT ATTATCCCTA TATTATGTTT TATTAACATA TAAAACTGTA CAT 



40 1666UP 

GATCCTTATA AAATGGGCAA TAGACGTGTT ATAATATAAT ATACAAAATT ATAAATAAAT 60 

ATTTAATAAA ATATAAAATT AATAATTAAA GTATTATAAT AATTAATAAA ATTATTTATT 120 

AATAAGTATG GATTTTTAAC TGAAATTTGT TAAAATGAAA TAAGAATTGC TAGTAATCTA 180 

TTAATAAGAA AGTAATGGTG AATACTCTAA CTGTTTCGCA CTAATCACTC ATCACGCGTT 240 

45 GAAACATATA ATTAAATAAA GAATATTAAT TAATTTATTA ATTATTAATT ATTATTAATA 3 00 

TTATTTAATA AATATAATAA ATATTTTAAT TTAAATTATG AATTAATGCG AAGTTGAAAT 360 

ACAGTTACTG TAGGGGAACC TGCAGTGGGC TTATAAATAT CTTTAATATT CCATTTTTAT 420 

AAAATAAATA TATTTTTTAA TATATTTTAT AATAACTATA ATTAAATAGT TAAAATTTAA 480 

ATTATAATTT AATAATTTAA TAACTTATTA ATTAGAGAGT TAGGGTACAT CCCCCCTAAT 540 

GCTATGCATT ATGGTTGGTA CCACTCTAAT TAATAAACTA TAATAAATAA ATACTAATAT 600 

50 TTTATATCAA TTAAATTATA ATTATTTTTT ATTAATATTT TAATATTATT TAATGAAATA 660 
TATAAATAAA GTATTAT 



GGCCACCGTA GCATGCGCCG CTGAGCGCGC TGGCGAACGA 60 

CTCTGGTGGC CAAGACAACG ATCCACTGGC CCACCACGCC 120 

GGACTGACAT CGTCGACACA CCGTTGTGGA TGCAGAGGTC 180 

AGCGCGAGCA CGTCGAGGCA ATCGCAAATT CTGGCAGCAC 240 

TCGACAGCGA GCCCATGTTG GTGAGGAACA TCTCCATCGG 300 

CAAGGGCCAT GAAGTACGCC GCTGGGTCGT GGAAGAAGTT 360 

CCTGCGGCAG CAGCGGCTCG GTGGGGCTCT GCATGCCCGC 420 

TGACCTTGAG CATAGTGACG ATGCTCGTCG CAAACCACAT 480 

ATGCGACAGC TAGAGTCCTG AATACACGAG AAAGGTCAAG 540 
AACCATGGTA TCTTCAGCAG CTGCGACCTA GCACAGAC 



55 



449 
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10 



1667RP 

GATCCATCGT 

GGAAACGCTC 

AGGTCAACGA 

CGTTCTCGTC 

GCACAGCCTG 

GCTTGTTGTC 

ACTGACCGGG 

GCCGCAOQCC 

TCGCCGAGAG 

GCGTGTATTT 

TACAGCTTGC 

TGCTCCAGAA 



GGTGTCGTTC 
CTCCAGCGCC 
GAGCGACCCT 
CACAAACATG 
GCGGTGCAOG 
CAGCTCCCAC 
CGCAGGCAGG 
CTTCGTCAGG 
CTCTCCGATG 
CTCCCAGTAC 
GCAGAATCTC 
ACTGCAGGTA 



ATTACCTGTA 
TCTATTTTGT 
GGATTGCACC 
GCGTAGTTGT 
TATTCCACGC 
TGGATCCACT 
TTCTGCTGTG 
TTCGACCACT 
AACTTCCGCG 
CGCTCCAGCG 
GACCCGGCTC 
GTCCTGCCAG 



ATTCCATTGA 
TATTCAGCTC 
TGACGGCGAT 
ACCATATCTC 
GCTGGCGCAG 
TCGTCCAGAT 
TCGCCTGGTT 
CCTGGTACAG 
CCGTCAACTG 
ACTCCACTGG 
TGCTCCTCCC 
AACTGCATCG 



TATCCTGGCT 
CAAGTACTCC 
CTCAAGGACC 
CGGCGCAAAG 
CACGACTTCG 
CTGCAGCTGG 
TAGCTTCGTG 
CGAGCGCGCA 
GTTGACCTCC 
CAGGCACAGC 
ACTTGCTCAC 
ACCGCGG 



ATGCAGTGCT 
GCGAGCTTAA 
TTCTCGTGCT 
CACATGTGCT 
GGCAGGTCGA 
TACTCATCGT 
GGCAGCGAGC 
TTCATGTAGC 
TGCTCCCACT 
AAGGCGCTTG 
CGGCTTCCAC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



75 



20 



25 



1667UP 

gatctaaggg 
tgcgaaatcg 
caagttccag 
gcggccgtat 
caagtgcatc 
gcacggggtg 

GCGGGGCGGG 
AGACGGCGCG 
CGTCTGCACA 
CGTGCACGAC 
AAACCACTAC 
GTACCAAGCC 
AGA 



ATGGGTGACT 
ATCAAAGAGG 
TTCTACAAGC 
CTGATAGAGC 
CATCGGAAAA 
TCGAAGTGGG 
CCGGAGTACT 
CGGAAGAGCG 
CTGGTGGAGC 
GAGAACTACG 
CTAGAGAAGG 
GATGATGAAG 



GCTGCCGGTG 
GTGCGTCTGG 
ACCTGCAGTT 
GGTACGGGGA 
TCAACGACGA 
AGAAGTCGAA 
GGCTGGACAA 
ACGAGGTGGA 
AGATCATGCG 
TGTTCTCGTC 
TCATCATAGC 
ATCATCTCAC 



CTCACAGCAG 
CGGTACAGGC 
CCAGGGTACG 
GCGCAAGGOG 
TGTGACACGG 
GCTGTTCCTG 
GACGAACGGG 
GGAGGGCGGG 
CGAGAACATC 
GATATGGGCG 
CAAGTCCGAG 
TCTATAACGA 



TGGCACGTAG 
AGAAAGCACG 
AGGTACCAGG 
GCGACGATCA 
ATCAGCGACG 
CTGCTGGTGA 
TGCCAGAGCC 
AGCCGGCGGG 
ACGGAGGACT 
AACTTCATGG 
CTGAAGGTGT 
ATACAACGAG 



CTAGTAATGG 
CCCGCCGATA 
TGGTGACTTC 
GGTCGTTTGT 
AGCGGGTGAC 
CGCTGTCGCA 
GCGCGGGCGG 
GCCAGAGGCT 
ACGACGAGAG 
AGGGGTTGAT 
GCCAGCAGCT 
CTCATGGACA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



30 



35 



40 



1669RP 

GATCAACAGC 
ACCCTGGTGG 
TATATGGCAT 
CGTATCTAAC 
GTGCT CTCTA 
GCAACTTTTT 
ACGATCAAAC 
GAGACAAGTG 
CGGCTCCGTT 
CGATTGCGAA 
GTATCTTACA 
CAGTGTCTCA 
GG 



ACCTCCACCT 
GCGGGATGCA 
GAGCGTCCAA 
TTCTCCTCCG 
CCCAATGCCT 
TGCAGCTATG 
GGGAACACTG 
CCACTATTAA 
TACCAACGAT 
TGATTGTTGA 
TAAGCTACTG 
AGCAGTGATC 



GCGACAGGTC 
CACCGGCATC 
CCTCATTGCT 
TCATCCGCAA 
GCGACACTGG 
GAAATACCGT 
GTTATCGGTG 
TTGTAGTACT 
CAACACTTTT 
ATTGAACCAG 
AACTATATGA 
ATGAGATTGA 



GAACTCATCG 
CAGCATGACC 
GCCCCCAAGC 
TTTGTTTATG 
CTACTGAGAC 
GG TTCGGTAG 
ATGCGTGTTG 
TACAGGAACA 
CTCGTCGAAC 
AGAGCGGAAA 
AATACCGACG 
GTTGTTCTGA 



TAAAAAGGCA 
GTCTTGCCCT 
CCGAAGAATC 
TCTGCCTGCT 
AATTCCACGT 
ATTTGATTCT 
TTAG TACCCA 
CCGATCGCAA 
GTTATGCTGT 
ATTTTCGTTC 
TTGCTCGAGG 
TGTGTACATT 



GCGACGCGAT 
TATACTGCAA 
GGAACGAATT 
GCGAGGTGCT 
AGCTGCTGCT 
GTGGAGATGA 
ATCACCCGCA 
GAACTCTTAA 
GCGGCGGTGG 
TCACGTGACC 
ACCGCTAGCG 
GAGAGTACTG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



1669UP 



GATCAACAAG TGCAACAGCA AGGTGCAGTT GCGCCATGTG CCCTCGGGGA TCGTGATTGA 60 

GTGCCAGGCA ACCCGCAGCC GCGAACAGAA CCGCAAGCTG GCCCGCGAGA AGCTAGCCGC 120 

CGCGCTGGCG CAGCCCCCCG GTAGCGCCAG CGAACGCGAG CTGGCGTTGC GCACGTGGGC 180 

GCGGCAGGGT AAGCACGCGC AGGCGCGCAA GAGCCGCGAG AAACACGAGC GCGCCCGCGC 240 

CGAACGCGAG GAGCTCGCGC GCGCCCGCGA CGCGGAGGAC GCCGAACTTC TGCGTCAGCT 300 

50 GCTCGCGAAG CCGCCCGCCA CCTCCTAGTG CCCCGCGGGG CCGCGGGGGG ACGCAGGGGC 360 

GTCTTTTTCG GCAATTCCAA ATAGACACCC TAGTCGCCTC TGCTGCCCGC GAGCGCAGAG 420 

CAGGCAGCTA GCACACCACC GTCCACGCGC AGCGCTTTTG CTGGCGAGTC GTGCCGCAGT 480 

CCGCTGGCTC TGGTGTGCAC ATGCCGCTCC GGCGTGGCAC CGCAGTGCAG AGCTACCTAC 540 

GTACGTTTGC AGGCTTCGCA GTACGCCTGA TACTGGCTCT GGTGAAACTT CCCGACAAGA 600 

GTAAAATCTC ACCAAAGAAC AAAAAGATAT GTTAGTGAGG ATATCTCACA TTCTGTTACT 660 



450 
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GGAAGTACAC AAAGT 

5 
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10 



1670RP 

GATCCGGCAA 
CAAGATTCAA 
GACAGTTCGG 
ACAGAAAGCA 
GTATCTAGCT 
CACATACGAG 
TTAGTAGTAT 
ACCTCTTCTA 
ACGGCCGATT 
TGGGGTCTTG 
GACCTCCTTA 
CTCGTCTCTG 



GATCGTCGTT 
CGTCAAGATC 
CTACGTCATC 
CGTTGCTGGT 
CTAATGTACG 
GCCAGCCGGC 
ATATGTACAA 
CCACCCTTCT 
CTCAAGCCGG 
GTCTTGGTAC 
CACTTGGCAG 
TCGGCCTTGA 



CAGTTGACCG 
AACGACGTCG 
TTGACCACCT 
AAGATTTTGG 
ATACTCAGTG 
GACGGCAAGC 
ACAGCATACA 
TTCTGGTAGA 
ATCTGGCCAA 
CACCGGTAGC 
CGACGTCCTG 
ACTTCATACC 



GCAGATTGAA 
AGAAGTGGAC 
CCGCCGGCAT 
GTTTTGTCTA 
TCTATTACGA 
GGGAATTCAG 
CATGAACGGC 
GTCGGATGGG 
AGCTCTCAAA 
TCTGATCTTG 
AGCAGCCAAC 
ACCGGTA 



CAAGTGCGGT 
TGCCAACCTA 
TATGGACCAC 
CTAAGCGGCT 
CGGCCGCGAG 
ATGCGTTAAT 
GTCGCCGATC 
ATAGGAGTGA 
GCAGCCTGAC 
ACGTGCACAG 
ATGGCAGCGT 



GTCATCTCTC 
TTGCCAGCCA 
GAGGAGGCCC 
GCTATATAGC 
CTCCACGCGC 
TAGCAGTAGA 
ATAATCTTCT 
CGTCCTCGAT 
CACCTGGACC 
CAGTGATGCC 
ATGGAGAGGA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



15 



20 



25 



1670UP 

GATCTATTTG 
ACCCTCGGGC 
GCGACAGCAC 
ATCTGAGTTC 
GAAAATTTTA 
CGCAGTGGAA 
AGGAACTACC 
CAGACTTCCA 
TATATGGCCA 
ATGACCAATT 
CGGAGGCCAT 
GCAGCGCTGC 



TGCCGTCCGC 
TTTCACTTTC 
ATATACCAGA 
GACCATATCC 
ATGGTTACCA 
CAAGGATCAA 
CCCAGATGAA 
TGAAGCGCTG 
GGAGTCGTCC 
GTTTTTTGTG 
GGAGGTGGAC 
ATGGTCAGAT 



CATTAAGCAA 
CAAGCCTTTA 
ACGGGAAAGC 
ACTTCGTTAA 
ATCTCATCTC 
GCCCAGGCTA 
GAAGAACTGG 
CGAAATGCAG 
AGTGATGACG 
GACGAAGGTG 
CAGGTTAGCG 
TCGGATGACG 



GCGGCAAGCA 
TCAACAAATC 
CGACAAGATG 
TGGTGATAGT 
ATCGC CAT AC 
AGACAATAAT 
CCTTGGCTAA 
ACCTTAATTA 
AAGAAGGGAC 
CAGATACCGA 
AGGAAAGCGA 
AACACTTAAA 



TCGATCCAAA 
TGGTACACGA 
GCACTAGACT 
TGATAAAAAG 
TGAAAGAATA 
GGTTGCAGCG 
GCTAGTGTTT 
TGTTTCTTCA 
TGAAATTGGT 
GGGAAGAGCA 
CTCCGGAGAG 
CGTTACAATA 



TCATGAGAGT 
TACATCCATC 
CTGGTAGGTA 
AAACGATACT 
TTGTAGGTCT 
GAGGCAGTAC 
GGCGACACAG 
GATGAAGACG 
CACCTGAATG 
GATGGAGAAC 
GAAAGCGGTA 
GGG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



30 



35 



40 



1671RP 

GATCGCTTTC 
CGACAATCAC 
ACTATAATCC 
CGAAAACTGG 
AAAGGGCTAG 
CAGACAACCG 
GTGATCAGTC 
TTTCACCGGC 
ATTCCAACGC 
GTACAACTGT 
CCACGGGAGA 
ATGAATCTAG 
CGACAATCTC 



AAACCATCCT 
AAGACTTCCT 
AAGTGGCCAT 
AGATGTACAT 
CATCCCAAAT 
TTTAACACAT 
TTTACTCTTT 
CGAAAACTCC 
TTTCCATTCG 
TGCACCTGCG 
TGTCTCCCAA 
CGCAAGAATT 
TTCTAACACA 



GTAACTACGC 
CGAGACATGC 
TTGAATTCGC 
CGGCCTTCCA 
ATCTTAGGCT 
GGTACATCGA 
GGCGGTAATA 
CGAAGGAGCA 
ACTGCCCCTC 
AGCGTTGTTG 
GAATCAGTCG 
ATGTCGCCTA 
CGC 



TGAACCACAC 
CCGCCACCAA 
AGCATGATGC 
ATTCCTCTTC 
CTGCTCCACT 
TCCATGAGAA 
CAGGGCAGGC 
ATTCGCATGA 
CAAACGAACC 
GTACAAACAC 
AACAGCCGCA 
GTCATCATAC 



TTTACAAGAC 
TCTTCATCGT 
CACGCTTTCC 
GAGTTTTAAT 
TAGTAATCAA 
CCCGCGGTTA 
ATCGGGTAAC 
TCAGAGCCAA 
TTCTAAGAAC 
AAGGAACACA 
ATCAGCTTCG 
GGAGCCAGTA 



AACGGCATAT 
GTACTGACGG 
AACCTGAGCT 
GGAGCACAAA 
TCAAGAACTC 
GAATTAAACG 
TTGGCGGGTG 
TATAGATTAC 
ACTAGTCCAG 
CAACGTGGAC 
CGCGCATCCG 
GTGTCTGTTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



45 



SO 



55 



1671UP 

GATCAGGGAT 
ACTATGTCAA 
TTCAACAGAT 
AGGCTGGGTC 
CGGCCTCCGC 
TTGCTGCTCT 
GCCAGGGTGT 
ATCCTGCACT 
GTCAGCTATC 
TTGGTCTGGC 
AGAAGTCGGG 
A 



GCGGAGGACA 
GTACGGCAAG 
CATCCAGCTA 
GACCAGAAAG 
CAAGTTTGTG 
ACGTGAGTCT 
TGACCGCCAC 
CTTCCGCGAC 
TTCGGAGTAC 
GTACATQATC 
CTATAGTGTG 



TTCCGCGACG 
AAAGCTATTA 
GCCATCTACA 
TTCTTCAAGG 
AAGACTTGGC 
GCTAAGAACC 
TTCTTCGGTA 
CCGCTGTTCC 
TTCGAGGGAT 
AACAAT GACT 
CACGAGCTTT 



TTATCGGCGA 
AGGCCTTCGG 
AGTATGTGGG 
GTAGGACCGA 
AGTCGCCGGA 
ATTCGTCGCT 
TGAAGAACAT 
AGCACTCCTG 
ACGGCTGGTC 
GGTTACACAT 
CACTACTACT 



GCACGACCTA 
CTTCTCGCCA 
CAGACAATTG 
AGCGGGCCGC 
AGCATCTCCA 
GCTAAAGATG 
GTTGCGTGAT 
CACGTGGTAT 
GCAGGTGAAC 
CAACATTGTT 
TGACCGAAGC 



CGCGTCTGGA 
GACGCATATA 
CCAACCTACG 
GGCGTTTCTC 
AGTGAGAAGA 
GCGGCGGACG 
GGCGAGGAGC 
GTGTCTACCA 
GAAAATGGCT 
ACMAAGCCTA 
AGCAAACGAG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



452 
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1672RP 



10 



GATCGTGTAT 
CAAGAAGTGC 
GAAGAGACGA 
GGACAGTGCC 
GAAGAGATCT 
GCGGTACCTO 
CAGTGATATT 
GGAGAACGCA 
AGCGCATAGC 
GCTTGATTTG 
TATCAATTCG 



TTGTCAGGCC 
TOCAACGTCG 
AGTAGTCTGC 
CAGTGAAAGG 
CTCAGGTTGT 
GACAGGAGGC 
TGGACCAGCG 
ACTTTTAGGG 
GGGCTGCGTA 
CTATGGAACT 
TTCTCCAACG 



CATCCAAGCC 
GATGGGCAGC 
CGAATTTACA 
CAGATGAGCG 
GCACAGCCAT 
GCCCGAGCGC 
GTACCGGGAC 
GGACCCAAAC 
TGTGGTTGAT 
CCTCCTCGTA 
GGT 



CTCCCCCGCA 
CTGCAACAGT 
GGCGTTGGGC 
CGAGTGGCTT 
GCCAGACGTT 
ATACTGGTCC 
ATCCCAATCG 
GCCATGGTCT 
GGTOTCCGCG 
CATCCGGGTC 



CCCAAACCCA 
TCTCGTCCCT 
GGCGTGGTTA 
TTTGCGATGG 
ATTATCAACC 
CGCAGGTCGT 
TCATCCACGC 
ATGCCGCGTT 
ATGTCGGTAA 
GAGAACCCAT 



CTATGATGGG 
CCGCGCTCGA 
GCAGGACGTT 
CAGATCCGCA 
CGCCGAGGTC 
TTCCCGCCGC 
ACTTCGAAGC 
CTGTGAGCAC 
CTAAAGCCAT 
AAAAATCGTA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



15 



20 



25 



1672UP 

GATCCCAGAT 
ACGTCTATAA 
ATAGAAGCCC 
ATACGCCCAT 
GTACCAACCA 
CTTCAAGTAC 
GTAGCAGTGT 
GTAAAGGTCT 
CAGCTGTGGA 
AGAGACGGTC 
CTGTTCAACA 
CCAACTTATA 



TAGATATTAC 
TGGTCCATCG 
AAGGCATACT 
TTGTAAGATT 
CTCAAAGCGA 
CACACGATGG 
CCCAGCTTCC 
AGAGCCTTTA 
TGCAAACAAT 
TTGTCGTGTG 
ATAATTTCAC 
CATGCTACTG 



TTAAACGTTC 
CCCTCTGCAT 
CCGCTTTCGG 
CTGAAGCGTT 
GCATAGCCAT 
ATTTCTCAGG 
ACTGAGCAAG 
GGGTATCTTG 
CAAATTCATA 
CAGCAGCCCG 
CTGTGTCATC 
CTCTGTCCGG 



CACAGCTTTT 
GTCGGGATGA 
TAGCCGGCCT 
GGGTTCCAGC 
GGCATTTCCC 
GCTATACGGC 
CGGATAATTA 
TGGAACGTGC 
GATCTTTGCG 
CTCGAACCAT 
ATCCACCAGG 
AAGA 



TGATGGCCTA 
CAGCCGACCG 
TCGGAAGCAA 
ACGCCCTTGA 
TTTGGTGCTG 
AAGTGTAATT 
AATTTAATGG 
TGCAACTTGA 
AGTTCGTATA 
CGTATAGCAG 
CCATTCAGTT 



GTTCTGCTGC 
CGTGCTCCGT 
TGGATGCTTT 
CACCAGTTAG 
CGTTTGCAGC 
CAGCGTACTC 
CACATCTGAT 
CAGCCTGCTG 
ACGCCTGGGG 
AAATGACATC 
GGGAACATAC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



30 



35 



40 



1673RP 

GATCCCAGCT 
GAAGGACGGC 
CCCCTCCCGC 
CAGAAGCATA 
CACATCACAG 
CGCTGGCCGG 
AATGGTCAGC 
CCAGCCGATC 
GAACGGTCTG 
GCCGGAACAC 
GGTTAATCTT 
CGGCGTTCCG 



CTTACGCTCG 
TAGTCCTAGA 
AG GATCCC GC 
TCATCTTCCA 
AGTCATTTTT 
GCGCTGACCC 
GCGGCAACGT 
ATCACCGCAT 
AATAGTTCAG 
ACAAACTGTG 
GGTAATCAAA 
CCTC 



CTCAATTGAA 
AGATGACGAT 
CGAAAAGGAA 
AATGGACATG 
ACCGTGATCA 
AACCAGGCAC 
CTGTCGTCAG 
TGTCTGTACA 
TCTCGAGTCT 
CCACATCAGC 
TGGTCGAAAT 



AACCTTTTCT 
GAGGGCTTCC 
CTGGAACGGC 
GCCACGTGGA 
TGTATAAATA 
TGCTAGCAGC 
GCCGTGTCCC 
TAGATCTGGA 
GGCACGCAGG 
AACCTTATCA 
ATGGCCTCCT 



ACACTAGCTT 
CGGCCATCCG 
AGCGACGGAA 
GGAAGCTTAT 
GCGCGCATCT 
TCATCTATCG 
TCGTAGAGCT 
GCTGGATAGT 
CGCCGGTTGG 
GCATTTGAGC 
GAATCTGAAW 



TCTTATCAAG 
ACCCAAGGAA 
TGACGCGCGC 
AGACAAGTTC 
ACGTATCACC 
GCCACTTCGC 
CGATGCCCGC 
GAAAGGAGTC 
CGCATACGCC 
CGCAGCACCA 
TGCTGCTACC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



45 



SO 



1673UP 

GATCGCTCTA 
AATCGTTTAC 
TGGCAGGACT 
TTTTGCACCT 
AATTAGGACA 
GGGCGCATGC 
AAACAACGGC 
GCATCCAAGA 
ATTTCTACAG 
GTCTATCTCG 
GAGCAGTTTG 
GGCCCACACC 
GGAAGA 



CCGACGTACT 
ACCG CAA TCT 
GTTGTTTGGT 
ATTCGCAACC 
TTCGTGAACA 
TGCATACCCT 
GCCGTGGCGT 
GTAACGCCAC 
ATATCATGTT 
CTTACGTCAA 
GTATAGGAGA 
GCTGAAGGCG 



GCATGCCTGT 
TAGACCAGGA 
TGTGAACCTC 
GTTTAGATAT 
GATGTGAGCA 
GGCCGTGCGG 
CGGCATGCAG 
ATGTCGGGCG 
GAATATTAGC 
GATGCAGGCT 
AGCATGATAC 
CCACCCAGTC 



CTTGGTCTTA 
GCTAGTGCTT 
GCGGACTGAG 
TGAAAGCAGG 
GAGGATTCCG 
CGTAGTGTAG 
GTAGCACAGC 
CGTTGCTCCG 
CCGCGATCAT 
CC GCCCG GGG 
TGCTTTGGAT 
CCTCGTAGCG 



AGTTAAAAAC 
GCGAGCCCCT 
GAAAGGGGGC 
GCAACACTAG 
GATGCGCTTC 
ACCGTGCAGC 
ACCTGCAGCA 
TATGTACAAG 
CTACTCAATG 
ACTACGCGCC 
GCTGGTCCAG 
AAGTACGACT 



CACAGCACCC 
GTCGTTCAAA 
GGAAGATCTA 
TAAAACTCGA 
GAAATGATGA 
GCATGCTGCA 
GCGCAGGCGT 
TTATGTCATT 
GTATCGTTTG 
AGGGTGCGCA 
ATGAACCTGG 
AACAAGCTGC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



ss 
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10 



20 



40 



45 



1674RP 

GATCTCATTG AGGTACACAG ACACAGCTGG CAGCGACGCC CACGCCTGGA TGGACGAGTT 60 

GGCGAAGCAA TCATTCCGGT TGTTOGCCAG CCCTGTCGTG TOTTTGTCTT TCCTCGTGGA 120 

GCTCTGGAAC ATAGCAGAAC TACCAGGGGA ATAGCCACGT GTAGATCGTC GGACCTAAGA 180 

TATAGTATGA AAGTGCAAGT GTGCCACAAA GAAGAAGTCT TTGTGGTATG TTGTCCGTTC 240 

CGTAGAGAAA GCTTCCGACC TTATTAATAG AGAGTGTACC GTCGTAAACA GAAGAGGGGT 300 

ATGTCACCCT GTGCAGCATG TAGATGGACT TGGGTATCTA GTCAGCCGTT GTGCTTGAAG 360 

GTGGACCAAA CTAATCCTTA GTGCATAGTA TTTATGTGGG GCGGCCTTTG AACCAGGCTT 420 

TTGGGATGCT CGAAGGCGGA ATAATACTCC ACGTGACAAT AATATACGTC AACTATTAAC 480 

GGCTAAATTA TCCCTTGCGA GGAGAACATC CCGTTAATTA CAATTATCAT TCTATATTAT 540 

AAACATATTA TAAAACGTCC ATCTTGCTAA TATAAAAACA ATCTAGGTCG GCTTACCAAC 600 
CATATTACAT CAGTAGGCAG CGCGATCTGC ATCCGTCATG GCGTGGAGTA TCCAGTT 



75 1674UP 



GATCATCATC AACTATATCG AGAAGGAGTG TGACCGCGGC GTTGCTATGG GTAAATACCC 60 

GTCTACCCTT GACCGGGAAG CGGTCCGAAA GCTGGTGGCA AAAGATTTGG AGAACTTCCG 120 

CGTAACCAAC AGCCTCACGC TGAACAGTCT CTCCCTATAC TTTCGCAACC TAACACGGGA 180 

GCAGCGGGAA ATATGCATAT ACAACAACTT CACCGACTGG AGCTTGCTAA TCCTTCCGGA 240 

AGAGGAGAAA ACCAAGTACT GCAAAAGAAA GCAGGGTTCT TCGTCAGAAT AACAGTAATT 300 

GTAACTATAT AATCTGGAGC TTCTCCCAGC GGTAGAAGGT CCCAATTTGT AATGTACTAC 360 

TACCTGAGCA CTTGTGTCCG CCTCATCGCT CCTTAGAAAC TCGTGTTCAA GAGCTCGGAT 420 

GGCATCTGAC ACAAAGGTTG CAGACGCAGG AGAGTATATC TCCAAAGCCT TGGGTTAACT 480 

TTCTAACCTA ATATTTTGCA AATAAAGCCG AGTCGCAGTG TATCACTGCT CCAGTCAGTA 540 

GATTCTGACT TCGTAAAATA TGTGTTCTAT GGGTGGAACA TTTTAAGTCA TAGTTTTGCT 600 

TTTTCCCCTG ATATACTTCC AAATACATAT ATCACTGAAG TTCCATCGGA AGCACCTCCA 660 
25 CAGTACGGCC TAAGAAGAGC AGAATAATTG CTCCA 

1675RP 

30 GATCCGTGCA ATAAACCGCT TGAATGCACT GTGGAAGTAG TTGCGGGTCT CGATATCAAA 60 

GTCGACAAAG AATATCTGCA GGTTGTTACG CAAAATGTCA AGCACATATC CACGCACTGG 120 

ACGCGAGCCC TTATGCGAGT AAGTTAGCAC TTCAAATGCA CCGAGCTTGT ACTTGTCGAT 180 

TCGCAGAAGG CTTTCCAACG TCGACAGCAT GATCAGCTTG TCTTCGTGGA ACGGCTCCTC 240 

CTCTATCCCG AGCTCCTGGC CAATTTTGAG AAGCGGTAGA AGGAGAGCAG GGTGCCCCTG 300 

CATGTTCCGC AAGATAAACA GATCGAAGAC CTTCGGCGGA ACGGTCCGAA AGAGCGGCTC 360 

35 CAGCACGTAT AGTTGCACTC GTTTCGCGCA GGTGCCCTCA AGAAGATGCT GAACCACCTG 420 

CTGCTCCCAC AACTGCAGCC ACATCTCCAG TTTATCCTCT GTATAGTGTC GCACATATAT 480 

ATTGGCCAGC AAACTCGTCA CACTCTTGCC AACCGCCGTC GCAAGAGAGT CCGACCACAT 540 

GTATCCCAGA GCCGTCGCAA TGAACTCCGG CCGGACCTCT AGAACAATTC CCAGGTCAAT 600 
CCGCTCCGAT AGCACGTCCA CCATGAAGTA CACGAACCTC TTTGAAGGAC TCAG 



1675UP 



GGATCCGCTT CCACACCGAA AACGCAGAGG ACCAGGACCG TGTCTCGAAT GTCGTTGGCG 60 

ACGCCATCAC GCACGTCAAC ACGCTCTTTG GCGACAACGG CATTCACGCC TACGTTCATA 120 

AGAACATCGT GTTCGTCCAG CAGTCCGGCC TGTCCGTGCA GGCCCTCAGG TTCCTGCTCA 180 

ACCACTACAA CTCGGTCGAC GACACCCCTG GCTCCACCCC CGCGCACTCC CCGGCTGTCT 240 

CGCCCGTCAT GACCCCGGTC AATTCCTCGC TGGCCATGTC TCCAAGCACC GCCGCATCTA 300 

AAACCCCCTC GGCCGCGACC GCAACAGCCA GCTACTTTAG CAATGGCCGT TCCACCAGTC 360 

GCGTCGAGTT TGTCTGTGTC ACTGGGACTT CATCGCCGGT CCTGGAGCCG CTGTTCCAGT 420 

CTATCAATGA ACTGGCCAAA AAGGGCGACC TGCCCTACGG ATACACTGTC GCCTACGGCG 480 

ACGCTATTAC CACATACGCT AAAGAGCACG TCGAAGGTTC CAACGAATTA TTTGGCATTC 540 

60 TAGACAAACT GAACTTCATT GGCTGCTGAG CGCCCCTGTT ACATAGGTTA TTAATCAATT 600 

AAATCCTTTC TCTGGAACCT TATAGAGCCC TGCACCTTGC GCTCCGGACG CATATCCTTG 660 
CTGACTAGTT GTCAGCGGTA GCCTTTAATA AATTACGTAA TATGTGGTAT TATCA 



55 



454 



EP0 866 129 A2 



1676RP 



GATCCCGACA CCAGCATGCG CTCGTCGAAC GGGTCGAAGT CTGTGTCCAG CACCTGTGCC 60 

GTGTGCCCGC GGAACAGAGG AATTTGGTCT GGCGCCTTGC CCACCTCCTC CACCGGCACT 120 

ACCGCGAACG CCCCTCCGCC CGACGAATTC CACGTAACCG AAATGAACTT GCCGTTAGTC 180 

TTGATGAGAT TGGAATCCCA AGCATTGATT GTCACTTTGA GGTTCTCGTA GAAGAGTTCC 240 

TTCTTTGTTG ATTGTCCGAA GACGTGTCTA TACTTGGAAG CCCGCACAAA CTTCCCACTG 300 

CAGTGCCGTT AGTTTGCCGT CCGCACAAAG TCCAGTCCTG GAGAGTATGA CATACCTCAT 360 

CCTTGCAATT CTTTGGGGTT TAGCAGCTCT ATATGCGTGT ACACCGTAAA CATCCGTAAC 420 

TAAATATGTA ACGTGGAACT GAAGGGTACT GGAATCTAAA GGGGAAAGAA GTACCCGTTG 480 

ATGGTGATGG TACTGTCAAG ATGGCTAAAG CGAACCTCTG GCCTGGTTGG AACTCAGAAA 540 
GGTCACCAGA CTCTTCTTAT TCTTGTTT 



1676UP 



GATCGCCGCG CTCGTGCCTC GCCTGTATTA CTACGCCACG AAGCAATTGT ATAACCCACA 60 

TATTGTAACG TTTGTACTAT CCTCCATGGC CTCGCCCACC CGACACGCCG CCTTTCCTGC 120 

ATTCGGGTGC CGGTGGCCGC CGCGTTTCAA CCTCGGCCCA TGGCTCGCGC ATTAGCTGCC 180 

AGTAGCGATG CAACCCGAAT GGCGAAGATG GAGCCGGCAT TGGTGGGTAC GAAAAAGCTT 240 

TTTACGCGTA CTGTTTGCTG GTCTAACGCA TCCACGCCAC GACGCTAACC AGTATGAATA 300 

CCGACCTCTT TGCGCAGCTG GTACTTGTGC CGATCCTCCG GTCCCCCATA GCGTTTTGTG 360 

TGCTTCTATC ACGGTATGCA ATGTTATGAT GCGTGTGTCC GCGAACATGT WCTAACAGGC 420 

GACAGCGTGC TCGATACGCC GTGCCCGCGG CTGGCAGCCG CACTGACGGT GTACACAGTA 480 

GTTGTGAATG CGTGCCTAAG CGCCAACCGG CGCGCCAAGC TGGCAGGCCG TGGACGCCAC 540 
TGGAGCAGAT GCCGGACGCG ACTTGCGT 



25 

1677RP 



GATCTGCAAT TAGGGCATAT AAACTGTGGG TACTGTGTCA TCACTAGTCG GCGTATGCAC 60 

TGGTAGTGCC AACTATGCGA ACAAGGGGAT ATGAAGATGG CCTGGCAGGG CTTAATTTTA 120 

CATAGGCAGA TTGAGCAATC TTCCTCCTCA AGGCCTGCCG TTAGCTTTTG TAGGTTCCGT 180 

30 AGGCGGGCTA GTGCCTCTTT GTTGAACGCG TTGGCCCTTC GCTTCCACGA TTTGTTCAAC 240 

TCGACTCTCA TTTTGACGCA TCTATATATC TCCTCTGTGC CGCCACGGAA ATCCATTCCC 300 

AGCTGCAATA TGTCGCCGTC TTTCAAGGGG TAGTCTTTCG ACATAACCGA TGCCTGTGCA 360 

AGCCGCATCT GATTAAGGAA CGTGCCGGAC GAGGACTTGA CGTCGCGCAC ATACCAATTG 420 

CCCTGCTCAT CCACCTTAAA CACCCCGTGT GTGCGCGACA CAACCTTGCT CTTGAATACC 480 

ACGGGGTGGA AATGATCCGG GAGCGAGCCG ATCGCCTCGC GAACCCGTTC TGTGTAACGC 540 

35 CCGATAACCA ACTGCGAGCT GGGGCCTGCG GTCCGCACGA TGGGATCAAA AAAGAGCCCC 600 
GGATTATTCG TGGTCGAGTG GTCAATGAAC GGCGTTAACC GGAGCGAGAA GAA 



1677UP 



GATCGTGGCC TTAAGCCCCT CGCCGCCTGC GCCTGCGCAG CCCTCAATGC ACTCCGTCCG 60 

CGTCGGCTAC ATCCCAGAGC ACTTCAGCGC GCCGCTGCTG TTTGCGCAGA CGCTCGGCTT 120 

CTTTGCGCAG CGCGGCGTCA CCGCCAAGCT CGTGCCCTTC CCTAGCGGCT CTGGCCACCT 180 

GATCCAGGCG CTCGACGCCG GCGAGCTCGA CCTCGCGCTC GGCCTCACCG AGGCGTTCGT 240 

GCGCGGCATC GCAGACACGC CAGCCGGCGC CGCGCCGCGC TACCAGATTG CCGGCACCTA 300 

CGTGCGCTCG CCACTCAACT GGGCCGTCTC CGTCGGCGCC GCGTCGCCCC TGGAGCACGT 360 

GGACCAGCTG GACGGCGGCC GCGTCGGCGT GTCACGCGTC GGCAGCGGCT CGTACGTCAT 420 

GAGCTATGTG CTCGCCCTGC AGCGCGGCTT CCGCCGGCCC TTTGCCGCGC ATCCGGTGTG 480 

CCACACCTTT GCCGGCCTGC GCGCCGCCGT CAACGAACGG CGCCGCGGAC GCTTTCCTGT 540 

GGGAGCACTT TACCTCCAAG CGCTACCACG ACGCGGGCGA GATCCGCCTG CTGGGCAACA 600 
TCCCCACCCC CTGGCCCTCG TGGGT 



50 



55 



455 

BNSDOCIO <EP (MHS6129A2 I > 



EP 0 866 129 A2 



1678RP 

GATCCGCTGT CGGCATCATC GGAGACATCG CCTCCATGTT CCCCGATGGT AGGATAAAGC 60 

AATTGTACGC CCAGACTTGG GTCACAGAGT TTATCAAGAA AACAAGAAGT AACCCCAACT 120 

s TTACTCAGGC AACTAAGGAT ACTGCTAGAT GGGCTAGAGA ACAACAAAAG CATCAACTAA 180 

S£?aSgCC TTACACTCCA GAATAATTTA TCTTATTACT CATTTTCTTC TGCGTTATCT 240 

raCTCTCCTC ctcttattct ataatacttc ccctgcattg tcttcattat TGTGTCTGCC 300 

SSSaCAGA CCGCTTCCTT GTCTCTTCTT TTGTTCGACC CTGCACTGAC CTGGCCATGC 360 

SSSctTTCT AGTOGTTTGG TACAGGTTCC GGGTCTTTTT ACACAACTTT TCTACTACGT 420 

CTTCTATCTA ATCCCATCTA CTTTTCTACT TTCCTCTCCT ACTTTATCCG TCGGACCCGC 480 

10 ?ScSgTCTT ACCTGGCAGC TTGTAGCATC TATATAATTC TATATATCGT GGTGGCAACT 540 

ATCTACGGCT GCTATACATC TGCTGCCCGG TCTCATCGGC CGAGCCGTTC ACCAATGCAG 600 
TAAAACCACA TAAACTTTTA AGAGTTACAA GCTCAAAAAC GOT 



is 167 8UP 

CATCCGGGTT CGAGTCCCGG GAGGGGCTGC AGCGCACCAG CGCTTCTTTT TGGCGCTGGT 60 

ARTCGAGGAT TGTTGACTGC TAAACCCATA CAACCACATA TTGCACTGGT GGCTTGCCCG 120 

CcSgGCCGC CCTGCGGCTC CCGCGTAGCC CGCCGGCGGG ACCCACGCAA CGAGACCGTG 180 

CGGGCCCGGC ACGGCGATCA CCAGCGGCAG CCGGTGCAGC GTAGGCGGGA CAGCTGAAAA 24 0 

GTTACTACAA TTTGAGGTCT CGCATACTGA CACAGAGGGT CTTACACAGC ACCAGACGAA 300 

TCAGCAATCG CTAAGCAATC TCTAGGTATG TGACAGAACG ATGGTGGCTC CGAAACATTG 360 

GGAATGAGCG TCTCTGGCGC TGCGATCCGT GGTAACCTGG GCATACGGCC CAGOGCGCAG 420 

GCGGACCTAG CATAATCCAG TGCGTGGAAC AAGTTGGTGG CCCGGCACAG TACTAACATG 480 

TCTGCAGACG TTTCCTCCGA CAGAAGAAAG GCCAGAAAGG CGTACTTCAA CGCGCCATCT 540 

TCCGAGCGCC GCGTGATCAT GTCTGCTCCT CTATCCAAGG AGTTGAGAGA GCAGTACAAC 600 

ATCAAGTCTC TACCAATCAG AAAGGACAAC GAGATTATGG TTGTGCGTGG CTCCAAGAAG 660 

GGCCAAGAGG GCAAGGTTCT TCTGTCTACA GATTGAAGTA CGCTGTCCGC GTCGACAAGG 720 
G 



20 



25 



30 1680RP 



35 



40 



GATCCGTCTG ACGGTGGTCG AGTTCTGGAC AAACGCCGTG CTCTTTGACG AGATCGTGCA 60 

GCCACTGGGC GAGATCATCG ACCTCTACAC CCAGTTCAGC GGCGTCCACG AGATAGACCG 120 

CGCTGTGGCG AAGACATTTG AGGAGGCGAG GGAGGTATTT TTGTCGCCGG CGATGATTAA 180 

CGAGAACAGC ATACTGATTG GCCACGGCCT GGAAAACGAC CTGAACGTAT TACGGATTAT 240 

ACATGATAAA ATTATOGATA CAGCTATATT ATACCCGAAT GGTAAGTTCA AGTCCTCCCT 300 

CCGGAATCTA GCCTTTCAGG AGCTCAGTAG ACGGATCCAG ACGGGCGAGC ACGACAGCTC 360 

AGAGGACGCC ATTGCAGCAA TGGACGTCGT CAAGCATAAG CTGGGCATCC CGCTCGACCG 420 

CAAGACGTGG TAGCCCTACG GCTGCTCCTC CAGCCGCGTG AGCCTGTCTT CAAGCTGGTC 480 

CTGCCTCTCA ATTAGCGTGT GTATAAGCTG CTTAAGGTTC TGTAACTCAA TCGCGATCAT 540 

CCTATCTTCT GGAAGCTCGA ACTTGACGTT CCTGCTGCGG GTCACGATCT GGCTCTTGCC 600 
CACCTTGTAC CTCGATGCCT CCGGAATTTT GCC 



1680UP 

ac GATCGCGGCG CGCGGTGGCC GGCATTTCCG GAAGCGGCCA CGGAGCAGAG GTGGCGCATT 60 

CGAATCGCAT ACGTCTTCGC CACGCCGGAA AAAAAATTTT CGGCTATATA AGGAGAGGCG 120 

GCCGTCTTGC TGCAGGCAGT TTCACTTTCT CTAAAACCAA AGAACATCGA TTTCTTTAGT 180 

CACTCGCTTC CTTACACCGA AATGCAATTC TCCACCGTCG CTTCCATCGC AGCCGCTGCC 240 

GCCGTCGCCT CCGCTCACGC CAACGTGACC ACGGCCACCG CCACCAGAAA CCAGACCACC 300 

TTGGTCACCA TCACCCACTG TGAGGACAAG ACCGCATGCA CTGCGCACGT CTCTCCAGCT 360 

TTGGTCTCCA CCGCCACCGT CACCATCGAC AACGTTGTGA CCTTGAGCGA GACCTGGTGC 420 

CCACTATCCA CCACTGAGGC TCCTAAGCCA CCAGTTTCCA CCGCCAAGCC ACCTGCTTCC 480 

TCCAACGCGA CTGTTCCTCC AACTGAGACC CAGTCGTCTC CTCCTTCACT GGTGCCGCTG 540 

CCAAGGCCCT ACCAGCTGCT GGTGCCTTGT TCGCGGGCGC TGCTGCTTTG TTGTTGTAAG 600 

StAGTTCCG CCGCGTGAGC CCTCGTTTCG TTTAGAGATA TATAGGAACT TATGTGACTG 660 
ATTCTAAGCT TTTACACCAG CATGATTTGG TTCTGCGGCG CACCGA 

55 
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1681RP 

GATCATTCTA AACAGATTAA CCTTCCTCCA AATTACTTTA TTTCCTTAAT CTCCGATAAA 60 

TGGTTACATT GCGACAATAA GGTGCCCGTG GTGCTTACAG ATATACATCT ACCGAGAAAA 120 

TTTCCGCCAC ACACTCGTAT AGAAGAAAGA AATTTGATTG AAACTTCTGA GCTAGATCCG 180 

ACGTTCAGTG GACTCTTCCC ATTTAAGGTT TTCAACAAAT TCCAAACTCA TGTGTTTAAT 240 

GCCTTGTACC ATACCGATGA AAATGTATTT ATTGGAGCTT GTAAGGGCTC GGGTAAAACT 300 

GCAATGGCAG AATTAGCTTT ATTGAGTCAC TGGAGAGATG GTAAGGGACG TGCCGTCTAT 360 

ATATGTCCAT CTCAGGAGAA AATTGATTTT CTGGTGAAGG ATTGGCGAAA CAGATTTTTA 420 

AATGTGGCAG GTGGAAAGGT TATTAATAAA CTCACATTGG AATTAACTAA CAATCTTCGA 480 

ACGCTAGCCC AGTCGCATTT AATCTTAGCG ACCCAGAGCA GTTTGACCTG CTTTCTCGTC 540 

GCTGGAAAAG AGAAAAAAAC ATCCAGACAT TAGAGCTGTT GATTCTAGAT GATCTTCATA 600 

TGATCAGTAG TGACTTGCCT GGCGCAAGGT ATGAAAATAT AATATCCAGA ATGCTGTTCA 660 
TTCGGGGTCA ACTTGAAAAC GGCCTTGCGT ATAGTC 



75 

1681UP 

GATCAGGAAT GATCCCTCAA TTGTCAGGAA TTATGGTTCC ATATTGGTTG AATTTGCCAA 60 

GATTACTCCT GATGGTATGG TANTGTTCTT CCCCTCATAT TTATATATGG AATCCATTAT 120 

TTCAACTTGG CAGACAATGG GGATTCTAGA CGAGGTTTGG AAATACAAGC TCATCCTCGT 180 

20 GGAAACACCA GACGCACAGG AAACTTCTCT AGCTTTAGAG ACTTACCGAA AGGCCTGCTC 240 

GAATGGGCGC GGCGCAATAT TACTTTCTGT GGCCCGTGGG AAGATTTCTG AGGGAATTGA 300 

TTTTGACCAC CATTACGGTA GGACTGTATT GATGATTGGA ATTCCTTTCC AGTACACTGA 360 

ATCGCGTATT CTAAAGGCGA GGTTAGAGTT CCTAAGAGAA AACTATCAGA TACGGGAAAA 420 

TGACTTTTTA TCCTTTGATG CAATGAGACA CGCCGCTCAA TGTTTGGGAA GAGTCTTGAG 480 

GGGTAAGGAT GATTATGGCG TGATGGTGCT CGCCGATCGG CGATCTCAAG AAAGAAAAAC 540 

25 CAACTTCCAA AATGGATCGC ACAAGGGCTC TCTGATGCTG ACCTGAACCT TTCTACTGAT 600 
ATGGCGATAG CTAATACAAA ACAATTCCTA AGGACGATGG CACAAGCAAC TGATCCGAA 



1682KP 

30 

GATCGTAAAA TTTGC TAT AC AATGGTTTGG GTAGGTCCTT TAAAAGGTCG TCAATCTCAT 60 

AGTCGCTCAC ATCAAGGGGA ATGTTTAAAA AACGCACTCT CTGATGTGTA GGCGGAGGAG 120 

GCCTTGCGTC TCGCCGGTCC CTGAAACGTG AGCGGCGCGA GGGGCCGTAC TCTCGCGCCC 180 

GATACGTGCT TTCCCCCAGA CCCATGCGTG AAGCTAGTCC ATTACGTAAG TCTCGACGGC 240 

GATATTGCTA TAATAACAAT GTAATCGTTA ATACTCACGC TCAAGTAACC TTGCGGTGGG 300 

35 TCATGTATCA CTTACGGTAG TAGTGCGGTG TGTCTTTTTG CCGTTAGTAT CCGATGAAGT 360 

TTGGTATCGA GGAGAAAAAG ATGTTCATAC TTTCTCACCA GTACCCTGGT TCAAGTGTTC 420 

GTCAACAGAC ATTG TCCCTT CCAAACTATC CTGTTTGAAG GGCAAAGGCT GTGTGTCAAG 480 

AACGAAGTTT TCACCATTTT TCCGGAAGGC TCGGGACAGC GATCGAAAGA AATAGGATAT 540 

ATACGTACAC CTTTCTTTAA ATATCATTTA AAATATCCTG GAATTTCGAT ATGTGGCCAT 600 

ACTGGCTCTT CAGCTTCCTT ATCCATGAGA TAGAAGGAGC AAACTGTGCG AAGGTGCCTT 660 

40 CCACAGTTAC TTAAGTTTCC GTAAGCAACA AGGAGTCTGT ATGCGGC 



1682UF 

45 GATCCAGTGT GTACGGCCAG AGTCGCGCTG GGGCACCAGC AGTACCTGCT CCGTCTCGTT 60 

GAAGTTCGCA ACATTCCCGT CCGCATCAGC ACCGCGCCTG AAGTATCTTG TACCCGCCCT 120 

GAATCTGCTC CGGCGCGTGA TCAGACCCAC ACTAACTGGC GTACTCTGCA ACACAGTGTC 180 

TACCACTTTG ACGTAGCCGT AGATTAGCGG CAGAACGAAC TCGTTCGCCA GAGCGTTTTC 240 

CTCCGCCAGG TTTCGCAGCG GCTCTGTGGC ATAGTAGTTC CAGAAGAACC GCGTGTCTGC 300 

AGTGCGCCAC GAGGCTGGCC CCAACCCTTC GTTGCGCTGC ACAGAGTGCG TCAAGTCATA 360 

50 CGTGTACGAA TAGTACAGCG TTGCCTTCGC GAGGTGGTCG CGCAGTAGCG CAAGATACTG 420 

GTTGTCCTCT GCAGATGGCC GGATACTGGT GTTGACCAGC ACCAAAGAGT GCGCCGTCAC 480 

TTTGAAAAGA GAATGGGCAC CCAGGTTTCC CACCACCTCC ACGCGGTCCG CCGTTAGCAC 540 

CACGCGACTA TTGCGCAAAT GTAATATCCC GATCAGGCCT GCGATCTTGC GAGTTTCTCC 600 

ATCTTTAGGG AAATTGCTGG GGTCTACGAG TGTCACGCCC GAATCGTGAT GCGAGATAGA 660 
CAACACCGCT TCACTCTGGG AAGTATTAGA TGGCTTGAAA 

55 



457 



EP 0 866 129 A2 



10 



1683KP 

GATCTATATC 
AACTACAAGC 
CTTAGGGCTG 
GATGGCGTTC 
ATGGACGAGA 
GGTGTAGAAG 
TGCTTACTGC 
GGCATTGACC 
GTGCTTGTTT 
CAGTTCCAAG 
AAGTGGCGGC 



ACCAATCATC 
AOGCAGCACG 
AGCTAGTAAA 
GACAACTTGT 
GAGGCCTGCG 
AGCTGCTGTA 
TACTTCATTC 
ATGCCTGGCT 
ACTCGGTCAC 
CGGTGCATGA 
CCGCATGCTG 



ATGGTTTTGA 
AAGCACTCTG 
TGCCATTCCG 
GGTGGTGCGA 
TCTAGTTCAG 
CTCCGAACGG 
GAGCAACTTA 
GTTTGAACAT 
AGGGTCGAGC 
GGTCGCACTA 
TGTGGTTGCT 



AACATTCGGT 
CAGACTAAGG 
TGCCAAGGTG 
AATAATAGGG 
ACATATACAG 
CTGCGGACAA 
CAACATTACG 
CCATGTGGGA 
AAGATAAAGA 
GGCACGCGAT 
TACCTCCGAC 



GCTTAAAAAG 
GCAGGCCTCA 
CTCAGTGTGT 
ACTTCTTGGT 
AATTGCTTGG 
TATTCGTCCG 
ACAAGATAGT 
AGGCTGAGAC 
TGCTGACATG 
CGGAAGTCAT 
GACTGTATAC 



GGACACAGCA 
TCATAAGATG 
CGCTGTGGTT 
GTACTCCAGT 
CCCGAATTAT 
CACGACCAAG 
TGACAAACGA 
GTGGATGACG 
GGTGGGGCGG 
CCAGCTCAGT 
CA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



75 



20 



25 



1683UP 

GATCTCGTCA 
ATCATGCATT 
TCTCTTTTTC 
ACAGTCATCT 
ATTGCTTCCT 
CTGGCAAACG 
TAAGCGATAG 
GTTTTTCTTC 
CGGAATATTG 
TAGCAGAAAC 
AAACAAGTTC 
ATATAGAGAA 



AAT TCT GCTC 
ATGTTTATAG 
TCATCCTTAT 
GCGGCTATGA 
CTGAGGTTGA 
TAGCAGCGGT 
GTGCTTCCGA 
ATGGACGCAC 
GGCGGCAGTT 
AGATGAACGT 
ATGAGAGCTG 
GCTTGGTTAT 



TAGCATTATC 
ATGTACAGTT 
AGTCACCCAA 
TTTCTTGCAG 
AGAGCGAGAA 
TATCTTCATC 
TGAGGTTGAC 
TTTTAATCCT 
TCTCAAACAA 
TTCTCCATCC 
CTGTGCCTGC 
AATTCCCTAG 



AACTTTGTGA 
CTAAAAAATT 
AGTTTTAACA 
AGACCTGCCA 
AAGTTCACTG 
TACCACCAAA 
TTTCAAAAGA 
TCTACTTAGG 
TGTTATCGCA 
G CTAAAT TCT 
ATTTTTGTTT 
ATCATCAACT 



CCACAACTTA 
CGGTAATATA 
TGTGACATGC 
CAATTATAAT 
CTCCCTAATG 
AATTCAGATA 

AATTCGTTAA 
TCTAGCTTCG 
ACCTTCGCAA 
GTGGCATAGA 
AGGATCCCTA 



GAATTCCCCC 
ATGAGACCTA 
TGCCAGATTT 
GTGTTAATAT 
TTAAATTCTT 
TGATCTGGGA 
TACGCGATTG 
GCGTGTTTAT 
AACCA TTCT C 
GCAGCTTTTC 
GCTCATTACA 
ACGCTGTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



30 



35 



1684RP 

GATCTGTACA 
AGCCACCAAA 
TCGATCTCCT 
TCATGCACCA 
CATTTGATAT 
AAAATAGGTG 
GCAAGAGAGG 
ATTTCTACGG 
ATGTAGCTCT 
TTC CAGTACT 



CTTCAATATC 
GCAATATGAC 
TTAACCAAGC 
CAGCCATAGA 
ATATTTTCCC 
TCAAA AGCA G 
CGAAGTTTTC 
CAGCATGGGC 
GGCGCTTTAC 
CGGTCCAAAG 



GAACGAAGTG 
ATCAGGGTAG 
AGCAAACCGT 
TTCAGCATAA 
CACGCCATCG 
TTCCTTGTGC 
GTCGGTGGGC 
CAGGTTCAGA 
TTCTCTAGGA 
TCCCACCGGG 



TCACCGGCAT 
AGCTTCGAGC 
GTCTCATGTT 
TGAAGGTATG 
ATGAACTTCC 
AAGTCAATCA 
AGCAACGCCG 
CTTTTCTCTT 
TTAATCTCTG 
CGGCTGA 



ATTCTGCAGA 
GAGTAATCTC 
GCTTTTCCCA 
TTGCG COCGC 
CTTTCGTCTG 
GCGGATAAAA 
GCGAOAATTG 
CGAGCACAAT 
AAAGCTCCTC 



GATTTGAAAA 
CGGTGATTCG 
GCTAATAATC 
CTCATTACAC 
CAGCTTCCCA 
GATGTCAAAG 
TGCGCCGTAG 
AAGGTCAAAT 
GTCCGTCAGT 



60 
120 
180 
240 
300 
360 
420 
480 
540 



40 



45 



SO 



1684UP 

GATCCATGAC 
AACGCTGCAG 
CTACTGCGAG 
CTACCAGCAT 
TGTAGCTCTG 
CTTATACGAA 
GTACTCTTGG 
CTCGCGCACG 
GAAGCATCCT 
AGTACACGAA 
CGCCCAGGCA 
CCCTGCGCAG 



GAGCAGCTGG 
AACCTCCCGC 
GCGCACGGCC 
GCACGTACTG 
TGCGAGGACG 
CTAGAAACTC 
CGCACTCAGT 
GCCTGCTCCT 
GCATCACCTG 
GCACGCGAAC 
TGGGCAGTCC 
CCTCACCCGC 



ACCTCGTCGC 
TCGCGCGCGT 
TGCTGCTCGA 
TCCCGGTCTT 
TGCTTTGGGT 
TTCTAAAGAG 
GGCCCTCGTC 
CGCTCTCCAG 
GAATTCTCCA 
GCAGCCTTGA 
CAGTTGATCT 
GCTAGCTTTG 



CGCTCTGGGC 
CAGCGTCACG 
AAAGACGGGC 
CACCGTCACA 
TCAGGAAGGG 
C GCTTA GTCG 
GCTTTTCGCG 
CTGCTCCGCG 
CGCAGTCAAT 
ACTCCTCGCC 
CGCCCGTGTC 
TCCTCCGCGG 



CTGGCGCCAG 
TTCAAGGACG 
GACGTCGCCA 
CACGTACACC 
ATAGGCTTCA 
TCTCATATAT 
CTCTCGGCCG 
TAGTGCTCGG 
CCCCTTAGGC 
GCACGGCCCG 
GGGATTGTAT 
CGCTCGG 



AGAACAAGGA 
TGGTGACGGA 
CCCTCCGCGT 
GCCGCCGGCG 
AACCTACGTA 
ACAGGACCTA 
CGGCCTCCGT 
GGTGCTGCCG 
TCGGCCTCTG 
TGCGCCATGC 
GCTCCTGCTG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



55 



458 



EP0 866 129 A2 



10 



1685RP 

GATCAACTTC 
ATGCCTATAG 
AAGCCTCAAG 
ATTGCTATTA 
CTCAAACTCT 
GTATAATCCT 
AATATGAGTA 
AAGTTAACGG 
TTTTTCCACT 
GGTGTCCTCT 
CGCTCGGTGC 
GATATT 



GCCTAATCCC 
TGAACGTTTA 
CTGATCATCA 
GTAATCAATT 
TTTCATCGTC 
CTAGTACGCT 
AAATACAGAA 
GGGGCTTCTT 
ATTTGGTCCC 
TCGACATCAC 
ATATTTAGTG 



TTAATCATTG 
ATGTGATGGT 
CGTGAGTAAC 
AATAGACTTA 
TGAACCTTTC 
AGTAGTCTAG 
TGACGTTAGC 
ATCTTGCAGC 
TGGCAAACTG 
CTTCGTCCTC 
TGCTCAAGGT 



TCACTGCTAA 
TTTATAGTAA 
CGTCGATATG 
CAT ATAGOT C 
GGATTTTCAC 
TATCTCGGAT 
GGATAATCTA 
TTGTCCTTCT 
CGAGCCACCC 
CGGGATCTCT 
TGCTGAAAAT 



CTTGAACTTA 
TCGATGGAAC 
CAGAACAGAG 
AAAGCTGATC 
TTCCTGTATC 
AACCCCCCTA 
AGGCTAAGGT 
AATCAATAGA 
CGCGTATCCT 
CGGGACGTGG 
AGATGCGAGC 



GTCTGTGTGT 
TTTATCCGCG 
GATACCATAA 
ATTGATGCGT 
ATTATACCAT 
TATTACATAT 
TGCCT ACACT 
ATTCGTTTTC 
TAGCCTCTGA 
TTCAACTGTA 
ACCTTGTCCA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



15 



20 



25 



1686RP 

GATCCTCTCC 
CTAGGGTTCC 
CTGCGGACGC 
CGGTGTGTGC 
GTTGGCCGGC 
AAGCATAGCC 
GGTTTCCATT 
GATCAGTCCT 
GTTCCTTCTT 
CCAGTTCCAA 
ACCTTACGAG 



GAGGTCAAGA 
CGCTACTAAT 
AGTCACTAGC 
CTCTTCAATA 
TCTTGTACCC 
ACAGTCAAGA 
TGAAGCAGTT 
ATGGCCCGGC 
TTTGTATGGG 
TTTAGATGGG 
TTGGAAAAGG 



GTTGTGTCAT 
TCCTGCTCGA 
CTCTTCCCAT 
TTTTCTAGCA 
AGAATAACCA 
TTGCGGATAC 
GCTAGTAGCT 
GATTCGATAC 
ATTGAGTAGT 
GTACAGACCG 
ATGCAAAAGT 



GAATTAACTT 
CTTTGAAATC 
CACTAGTTAG 
TAGTAGAAGA 
AGGCGCCACC 
AAGTTTTAGT 
TATCATCGCT 
TATGCAATTT 
ACTCTATAGT 
TCCATGAAGA 
AAGTTCGCAT 



CATTTTAGGA 
CCAAAATTTG 
GTCTAAAGAC 
TGCGAGATCA 
TGGTAAAAAC 
CTTGATGTTC 
ACTGATGTCT 
GATCGCAGTA 
GTTGTTTGCA 
TGCTTTTAGC 
AC 



ACAAACTTGT 
ACAGTCTTGT 
CAGATTGCAG 
AATAGCTGAA 
TTACAGCATA 
CAGACCTTTA 
GCAGCACGTA 
GGCTGGAGCG 
GTCGTGATCA 
TTAAATAGGG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



30 



1687RP 



RATCAGGACA GTAGCAGCTT GACTGAGTAT CAGCAGGAAA AGCCTAGCTA ATTGGCGCGA 60 

PTACAATTAC AAGTACCTGT CTGACTACTT CTTTTTGTGG GATGCCATAT TTTTTAGGAT 120 

fiGTOTGCAAC GGCCCGGTGG GGGCGCCATC CAAATTTATG GAGTTGAAGA GCTGTTCAAT 180 

f^CCITTATC CCATCTGCAC CGTCTTTATC GCCGAACATG GCATGCAACT CTTCAAGCAT 240 

PATATCTTCT TCCTCGTGCT CTGATCCGGC GTTGTCGTCG TTTGCGCAGT CTTCGTAGGC 3 00 

RCCA1TTCTG TAATGTTGAA GCTGTTCTTT GTTCATCTTC AGACCCTCCG TCAGGAAATA 360 

55 TTCAAAGAAA TCGTCTTCAC TAATATCTAC GCCTTCACTC TCGAAAAATG TCCGAGCCTC 420 

TTCATCCCCA GCTGAAGACC CCTGACCAGA AACATGCTCA TTGCTACCTT CATCGT CATC 480 

•TTTAATATCT GTCAGGAAAG TCTCCAGCGA CAGGGCCAAG GCATCCATAG ACGCCTCTTT 540 

GTCCGCAGTC GGTACCTCCG TAGTTAATTC AGTCGTAGAG AACTCCACCG GGCGCTCTAG 600 

CTGTTTTGTA TGTACCAGAG CGCTTACTAG GTCACCCTCT AACTTTCCTT TGGGTTCAGC 660 
TGTCGTTAAC TGGCC 



40 



45 



50 



1687UP 

GATCCGTTCC 
GCGTGGGATA 
GAGCAGAAAG 
AGGTACTGGG 
TTGCAGATTG 
ATCTTCGAGA 
AACGAACACT 
ACGTCG CAAA 
G ATGGT CTTT 
GTTTTTAGTG 
CTAAAACCAG 



AGTTTGGCCA 
ACGTAGACTG 
AATACCCGGT 
ATATATTCTA 
AGTTTCCCTC 
TTGGGTGTGG 
TACGCGTTGT 
ACTTTAACCC 
TGCCCGATGG 
CCTTGGCGCC 
GCGGTAAGAT 



GCGGAAGCTG 
GGGTGACGAA 
GCAGGAGTTT 
TAAAAATAAC 
TCTATACGAA 
TGCGGGCAAT 
GGGTGCGGAC 
CGCGAATGCC 
TGTCGAGCCG 
CTCACAGTGG 
CCTCTTTAGA 



GCGGACGAGG 
CAGATCCGGC 
GACAAAAAGC 
AAAGAAAACT 
GCTACCAAGA 
ACCATGTTCC 
TTCTCCCCGA 
CACGCGACGG 
CATTCGGTCG 
GCCCAGGCTA 
GACTATGGCA 



CGGACATCTG 
TCGCAAAGGA 
TGTATCATAG 
TCTTCAAAGA 
AAGATGCTGG 
CGATCTTATC 
AGGCCGTGGA 
TATGGGACTT 
ACATCGCAGT 
TGGATAATTT 
GGTATGACTT 



GGCTCATAAC 
GAAGATAGAA 
CAACCCCGCA 
CAGGAAGTGG 
TTCAGTGACT 
TGCAAACGAA 
ATTGGTAAAG 
AGCCAACCCT 
AATGATTTTT 
GCACAAAGTT 
GGCTC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



55 



459 



EP 0 866 129 A2 



1688RF 



GATCTTGTTG AGAACACTCA ACATCGGCGT AATTGCAGAG CCCCCGGTGA CCATACCGAT 60 

??Sgtac GCATTCGTCA CATAGCTGAA CCGTCCTACA GGACCTTTGA attccacagt 120 

5 1TGGCCTGGC TGTAGCCCAG CAAACCATTT GGATACCTTA CCGTCGACAT AA^TOTCAC 180 

AATGATATCG AAATGGCCCT CGGCAAATTT GTTGGAGATA GGCGTGTAGT AACGCACTTC 240 

TTCTACACCA TCCAGCATCA CCTTCGCAGC TAAATGAAAG CCAGTAGGTA TATCAAGAGT 300 

S?SScTT GAACGGAGCT TGAATCTGTA TATCGCAGCA TTTTTGCTTA GAACGATCCG 360 

??SS2aat tctaatcgcg TCCACTCATT TCGAAGAATT GAAGTCCTGC TTCTGTATGC 420 

TACTAGCAGG CGTGCACCTA CAAACATTGC CAAAGCTAGA ATGCCTAGAA GGTACCATGC 480 

10 GTTCCCCGCT GACCAGGCGA TAACAAGAAC GCCCAATGTA AAGATGCCGC TGGGGATGAA 540 

GATCCCATGA ATGGGATCAT CCAATATCTC CATACCTCTG CGTTCGGTCA T^AATATT 600 

^AAAGCTC GTCGTAGCTA TCGTCTAGTA AGGATGAGAA CGGTTAATAT ATGCTTCCTC 660 
CTAGTTCTAT AAGCACGGAC TCCTTTGCAA CTGGTGAAGT ATCGTCTAAC GGTCAT 



75 



20 



1688UP 



GATCAGGCCG GACGGGTACT TGCAGGAAGG CCTCACGAAA CCCAAGGGGG GCGAGGAGGG 60 

S?S?gIcg tttttcaacg AGACGGGCTC GGGCAAGTTC GTGCCGCGCG CGGTGTACGT 120 

GQAOTrGGAG CCGAACGTGA TCGACGAGGT GCGCACGGGC GCGTACCGCG AGTTGTTCCA 180 

CCCGGAGCAG TTGATCAGCG GAAAGGAGGA CGCGGCGAAC AACTACGCGC GTGGGCACTA 240 

CACGGTGGGG CGCGAGCTCT TGGACGATAT CCTAGACCGC ATCCGCAAGA TCTCGGACCA 300 

5^§CGACGGG CTCCAGGGCT TCCTCTTCAC GCACTCGCTT GGCGGTGGTA CGGGCTCCGG 360 

CTTGGGGTCT CTGCITTTGG AGCAGCTTTC TATCGACTAC GGCAAGAAAT CGAAGTTGGA 420 

GTTTGCCGTG TATCCCGCGC CACAGGTGTC CACCTCGGTC GTGGAGCCAT ACAACACCGT 480 

gScACC CACACCACM TCGAGCATGC CGACTGTACG TTCATGGTCG ACAACGAGGC 540 

CATCTACGAG ATGTGCAAGA AGAACTTGGA CATCTCGAGA CCTAGCTTTG CGAACTTGAA 600 

25 CAACTTGATC GCCCACGTCG TCTCCTCGGT GACCGCGTCA TTGCGTTTCG ACGGCTCCTT 660 
GAACGTGGAC TTGAAC 



30 



35 



40 



1689RP 

GATCGTGCAC 
TTATGGTTTC 
CCACGACGTT 
TGCGTTGCAG 
CAGAGAGTTG 
TAAGGTCCAC 
CGGTGCGCAG 
CTTCAAGACT 
CGGCTTCCAG 
GCTATTGTCT 
GCCCGTCCAG 
CTATATTAAC 



AAGTTTGACG 
GTTGACCCAT 
TTGGCGCAGG 
AGAATCGACG 
GCGCTACAGA 
GCTTGTATCG 
ATTGTCGTCG 
GACCACATCA 
GAGCAAATTT 
GCCACCATGC 
AATCTTGGTC 
GTCGAGAGCG 



AGCTAAAGCT 
CTGCCATCCA 
CCCAGTCCGG 
AGAGCATCAA 
TCCAGAAGGT 
GTGGTACGGA 
GTACCCCCGG 
AGATGTTCAT 
ACAAGATTTT 
CAAAGGAGGT 
AAGAAAGGAT 
AAGAGTACAA 



AAAGGAGGTG 
GCAGCGTGCG 
TACCGGTAAG 
GGCCCCACAG 
TGTGATGGCG 
CCCTCGTGAG 
CCGTGTGTTC 
CCTGGACGAA 
CACCATGTTG 
GTTGGACGTG 
GCCTTGACCT 
GTACGACTGT 



TTGTTGAGAG 
ATCTTGCCTA 
ACTGGTACCT 
GCGTTGATCC 
CTTGCGCTGC 
GACGCCGAGG 
GACATGATTG 
GCCGACGAGA 
CCACCAACCA 
ACCGACAAGT 
TGGGAGGGTA 



GTATCTACGG 
TCATTGAGGG 
TCTCGATTGC 
TAGCTCCTAC 
ACATGGACGT 
CCTTGAGAGC 
AGAGACGTWA 
TGTTGTCCTC 
CCCAGGTCGT 
TCATGAACAA 
TCCAGCAGTA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



45 



50 



1689UP 

GATCGCGCTG AACCTCAGCG AGGCACGGCT GGTGATCAAG GAGGCGCTGC AGCACCGGCG 60 

GCGGGTGTTC GGGCAGTGGC GGGACGGGCT GGAGGAGGAC GAGGCGGACG GGGGAACACA 120 

ATATGACGCA GGAGAAGGAG CTGGCGATGC TGGACAAGCT GCTGGAGAAG ACGACGGGGG 180 

GACAGAACCA GGCGCTGAAG CAGACGATGG TGTACCTGAC GAACTTCGCG CGGTTCCGGG 240 

ACCAGGAGAC GGTGACGGCG GTGACGCAGC TGCTGGCGTC GACGGGACTG CACCCGTTCG 300 

AGATTGCGCA GCTGGGGTCG CTGGCGTGCG AGGACGCGGA CGAAGCCAAG ACGCTGGTGC 360 

CGAGCCTGGG GAACAAGATC TCGGACGAGG ACCTGGAGCG GATCCTGAAG GAGCTGTCGA 420 

ACCTGGAGAC GCTGTACTAG ATAGCTACAT AGACAGGAAG AACTTGCCGC CGCCGCGGCG 480 

CCACCAGTGG TCGAGACAGG AGTGCGATGT GTGCTCGATG TCGACGGCCT CGCGGCCGAA 540 

GTTGCAGACG CAGCGCTGCG CGAGACGCGC GACGTGCGCG GACGGGCACG TGCCGTAGGG 600 
CACGTGGAAG TTACCGATCT CCTCGAAGTG GTGCACCTCG TCCGCGCGCA GGAACAC 



55 



460 



EP0 866 129 A2 



1690RP 



GATCTGAAAC TAATGTCATC CGCGGAAGAA CATACTAAGA GCTCATCGTT ACATCGAGAT 60 

GAGACAAAGT ACCTGATGTA TAAGAGTTTT ATTGACATAT GCGCTCGGAG GCAAACGGCA 120 

GGCTACCGCC TGCCCCGTGT TCCGTCTACA CATGACAACA TAATTGTGGC AATGTCAGGC 180 

GGCGTGGACT CTTCAGTATG TGCTGCTTTA TACGCTCACT TCCCAAAAGT CCGTGGGCTC 240 

TACATGCAGA ACTGGTCGCA GACGTCGGGC TCAGGGCCTG TAGAGGGTAA GGCCGAACCT 300 

TGTTACGAGC AAGATTGGAA GGATATTGAG AAAGTGGGCG CGTACCTTAA TATTCCCGTC 360 

GAGAGAGTCA ATTTCGAACG GGACTACTGG CTGGATGTTT TCGAGCCTAT GTTACAACGG 420 

TATCAACAGG GTTATACTCC GAACCCAGAT ATTGGCTGGA ACAGGTTTGT AAAGTTTGGA 480 

GCGTTGCGGG AGCACCTGGA CAAGGAGTAT GGACGCGGCA ACTACTGGCT GGTAACAGGC 540 

CACTATGCGC GAATCCTATC CCCCCAGACT CGCAGAGAGA CCCACCTGCT GCGGAGCCAT 600 

TATGCGCCAA AGGACCAAAG TTACTACTTA TCCCAAGTCC GGCGGGAGGC CCTCGCGGAC 660 
CTCTTTAATG CCCATGGGAT TTCTAACAAA ACCGGAAGTC CGACAATGGG CCGCAGAA 



15 

1690UP 



GATCAGAAAC ATCACCATAT GGTGTCTGAA GACCTTACGG CGACGGTCGA TACACGCTAC 60 

CATCTCCAAG CCGATGATGC CGGCTATTAT GGACACCGCC GACGCCGTGA TTGCCAGGAT 120 

TCGCAGCTTC AGCAGCTGGC TCGAGGTGAA CGTCGAGAAC ATCCCCGGCA GTCCGAGCAC 180 

20 GAGGTTCACC GTGGTTGTGT TGTAGGACCC GAATACACAT GTGTAGTTGC TGTCCATGCA 240 

CTGTATCTGA GACGCGCCCT CCATCTTGCA CGTGCGTCCG CTACACGTCT AGCTCCCGCT 300 

CGCACCTATA CTTTGTATCT GTTTCGCCCT TGCTGCGCGC TAGCCCCCTC GCGCTTGCCT 360 

CTTATCCCTT CTCGAAGTCG TCTCCCCTAA GTTGGATCCC AGCGACCTCC TAGTCGAAAA 420 

CTGCTGTCTA CGTTCGCCAG GCACTAGTTG CCTCCCACTG CAGGTTATCG ATAAGTCCTA 480 

AAATACCACC AAGCAGGCGT TGTACTGCTT CTATACGCCA ACCCTCGCTT TTCGTTGGGC 540 

2e TGACACACTC AAGTGACTGC AAGAAGACTA CCCTACTCAC AGATACCGTC GTCCGTTGTA 600 

CGCACGCTAA AAGACAAGTT AAATCTACGA CACATATAGT GCCTCGCAAG CTCACCGCAT 660 
CCGGAAGGAA CAAGCTATTA GAAACTGAGA CACCTC 



1691RP 



GATCTTCTTT GTATTCTCGG TCTTACCTGC CCCAGACTCC CCTGTTACTA ACACCGACTG 60 

GTCCTGCCTC TGTGTCAACA AGTTGCGGTA TGCCTGCTCC GCTACCGCAA AGATATGCGG 120 

CTCGTTGTCT TCCTTGGGTG ACCCATGGTA CAAGTTCACA TAGTCCTGCG TGTACACCTT 180 

GATGTTGCTG TACGGATTCA ACGCGACGAG GAATAGCCCA GAATAAGTAT ATATCATATC 240 

GTCCTTGTAT CGGTTCTCCA AGTTGTACAA CACAGACGCC TCGTTCAAGT GGGTCAACTC 300 

35 GGACATATCG TCTATCTTGT CAAACGTTGA CGGATTCACC GCCGCGGTCT CCACCTCCAG 360 

CACTTCTCGT TCCTTGCCAT TCACTCTCAC AAGACAGACC TTCTCATCCT TGTTCTGTTT 420 

GTTTTTAATT GTCTTTGTGG AAACCAACTG TCCTTTCACA AACACCTCCT CAGCATCTGG 480 

AACCCAAATC ATTTGACATT GTTCACTCAT CGGGACAGAT GCTCTTGAAC TTATCTAATA S40 

TGCAATAACC AAATTCAACT TTACTTTAAT CACCTGCCTG TTACACACGA AGCAATGTTG 600 

GATCTCATAT TCACACGACC TACTTTTTCG AAACACTTAT TTGTTTATGT CGGGCTCGAG 660 

40 CATACACGTC GGTCACGTGA CAAGCGCATG TAC 



1691UF 



GATCATTATG CAACCGAATC TGGTATCTCA GAAGATTACC GTAGGACTGT GCCTGTCCGA 60 

TCGATTACGT TAGTGGGGTA GAGAATGAAG TAAGAAGCAG CTCTGCGATT ATTGTCGCTT 120 

TGCGCCTCAT GTGAGGTAAA GCCCTATCCC GCAGGGTGGC GGCTTTCTGC AAGAAAATCT 180 

GGGCATCACG CCCCCGAAAC GAAATGCGAT AGTCACCTGT GCCATGGCGA CGAGTCATTT 240 

CCCCATTCGT ACAGAAATGA ACGGGCAGAA TCGCGTAATG GATTTTCTGT GGCGTTCGTG 300 

CCAAAAGGTG ATCTCCACCT GCGTGCTGCC CTGCGGGCGT GGTTGAGCAG AGCACCTGGA 360 

AAAAGAACAG CACAGAAGGC CAATGCAGTT GGCCAATTGA GGCAATAGCC GAGCAGGAAC 420 

AGTCGAAAGT GGGTGTTCTG GCGCTGTTGG ATCTGAAAAA TGCAGGAAGT TACAAAAAAC 480 

AGTGGGGCAA TACATAGAAA CCGGCGACCC GGCGATCGCC TAATCATCTG CCATGGAGAC 540 

GCGGGTCCGG CGCTCGAACC AGCGGTCGAA ACCTTGAGGG CATGGTGATA CGGGCCCGTC 600 

GGCGGGGCAC TCAAACAGGC ACGTGTTAAT CCTGACAAAA CGCAGCGGGG TAATTCCTTT 660 
CCGCAAGCCG GACGGGTATA TGAATCGTAC GATACCAGTT GTCGA 
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1692RP 



GATCTAAATA TATATAATTT AATTTATAAA GATTAATATA ^CTTOm rTP^TATT 60 

TAAGTATTAA ATTATTTAAA CTATTATTAT CATTATTTAA TAAATTAATT ATTTGATTAT 120 

5 TAATACOTAT TATATAATTA TTATATAATT TACTTAATTC ATCATTATTA ATATTT^T 180 

AATTATAAAA ATAATATTTA ATATGAATAC TATTTAGTCT ATCTTCAAAT ^A^TTAG 240 

TTATTAAAAT ATTATTAGAT ATTATTATTT TCTTTAATAA ATTATTAAAT AGAJTATCAA 300 

™Sm»T ATTATTTATT AATTGTTTAT TAAAATAATA JATTTTATTA g^TAAAGAT 360 

TTAATTTATT TAAATATTGT AAATTATTAT TTTTATTATA ATATCTATTT ^^J^|AT 4^0 

TATCTTGATT TATATTATTT AATCTTTTTA TAAGAATTAT TATTAAAATT AATTTTAACT 480 

w SSSSot ATTAOTAATT TTTATATTAT TTAATAAATT ATATTCATTT TATTTATTTA 540 

TTTATTTAAT TAAATTAATT ATTTAATTAA TATTTTATCA TTATTTAATT AATTAATAAA 600 
ATATTATAAA GAATGTAGTT AAAAATACTT ATAAAA 



15 



20 



25 



16920P 

GATCTTGATA 
ATTAAAGTAT 
ATATTATATC 
TTAGCTAATC 
CATTATGTAT 
CCTCTTGTTT 
TTCTTAGGTC 
AGAAGAATTC 
TCTATAATAA 
AATGGTTTAA 
ATTGAATCAA 
TTAAATTCAC 



CTAGAGCTTA 
TTAGTTGATT 
TATTATCATT 
TATCATTAGA 
TAAGTTTAGG 
TAGGTTTAAA 
TTAATATTAT 
CTGATTATCC 
CTATTATATC 
CTAATAAAGT 
ATAATATTTC 
CACCTCTTAT 



TTTTACTTCA 
ACTA ACTATT 
TTTATTTTTA 
TGTAGCATTC 
TGCTGTATTC 
TTATAATGAA 
TTTCTTCCCT 
TGATCTATTC 
ATTAATGTTA 
TAATAATAAA 
CTTAATGAAT 
TCATTCATTT 



GCTACTATAA 
TATGGTGGTT 
TTTACTGTAG 
CATGATACTT 
TCTATGTTTG 
AAATTATCAC 
ATGCATTTCT 
CTAGGTTGAA 
TTCCTTTATA 
TCTATTAATT 
ACTACTAAAT 
AATACTCCTC 



TTATTCTTAT 
CATTAAGATT 
GTGGTTTAAC 
ATTATGTAGT 
CTGGTTATTA 
AAATTCAATT 
TAGGTATTAA 
ATTTAGTATC 
TTATTTATGA 
ATATAAAACT 
CATCATCTAT 
TAATTCAATC 



TCCTACTAGT 
ACTAACACCA 
TGGTGTAGTA 
ACTACATTTC 
TTATTGAAGT 
CTGATTAATT 
TGGTATACCA 
TTCATTTGGT 
TCAATTAATA 
ACCTGATTTT 
TGAGTTTATA 
TTAAAATAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



30 



35 



40 



45 



50 



55 



462 



EP0 866 129 A2 



1694RP 

GATCC6TTCC TTGAGAAGCA CCTAAAGCCT GAACTCCTGG CAGAAGCGAT CAAGGGAACC 60 

. TCTTGGGAGG GTAAAGTTAG TATTAACTTG GTAGACGGAT TCGACCACTC GTATTACTTC 120 

GTCAGCACGT TCGTGCCGGA ACACGCAAAG TACCATGCAG AAAAGTTGGG TCTAGTTTGA 180 

GATTTGACGT TGCGCCTGTT AATTGGTATA TACTTACATA TTTAGTCATA TGACGGCTTC 240 

AAGTACTCTG ATTCTGCATT ATAAGTGCAG CCGAATGCCA GCCTCCGGCA GTAATGGCAA 300 

CGCAAACTGA ATTTGCCGGT AGTTCAACCT TGGCCGGTTG CAGCACGCGT ATGCTCCGAG 360 

CAGACTCAAA CGTCGCTATT TGGCGGGTAT CTACAGCCTC GTCGGGATCT CCCTGCCCAA 420 

GACAGCCACA GATATCACTC TCCAGCCCCC AGGAGTAGAG TTCACCTTTG TCGGTTAGAG 480 

10 CTAGGTTGTG GTAGTCTCCC GCAGATACAG CAATAAACTT CTGGCCTTGT TCCAAATTCA 540 

TCTTCATGAA TGAGTCCTCG ACGATATCAC CATTATTCAC CTTCAGGGTG TATGTGCTAT 600 

TCTCGGTACA TAAAACCAGT GTCATGCAAG ATGCCTCAAT CTTCGTTAAC CGTCCATCAA 660 
ATGGCAAAAT CAA 



75 



1694UP 



GATCAGCCCC CGACCGAAGA ACACTCGCTT CCCTCTGGCG AGCGCCGAAA TTCTTGGACC 60 

GAGTATCAAC AAATCCAGTT AGATAACGAT CACATGATTG CAACACTGCG GGAATTCATT 120 

AGTTACCAGA CTGTTTCCCA ACTCCCAGAG CCCCAAAATA TCATCGATTC GCGTAGGTGT 180 

20 GCGAACTTCC TGCAAAATCT CTTCACTAAG CTCGGTGCTA ACCATTGTGG GCTTATACCT 240 

GTCAGTACAG GCAGCAACCC GGTGGTTCTC GCGCAGTTCA AGGGCAATGC AGCCGCGCCC 300 

AAACGCATAC TATGGTATGG CCACTACGAT GTGATATCCG CGGACCACCC GTCGCAGTGG 360 

GACAACGACC CCTTCACGCT CACTTGCGAA AATGGGTATC TTAAGGGAAG AGGCGTGTCT 420 

GATAACAAAG GCCCGCTGCT TGCCGCCATC TTCAGTGTAG CCGAGCTTTT CCAGAAAGGA 480 

TACCTGAACA ACGACATCAT CTTTCTAGTC GAGGGCGAGG AAGAAAATGG CTCTOGCGGC 540 

TTCAGGGAAA TTTTGCTTGC CTCCGAAGGG CTTCTCAATC AGCGGTGGGA CTGGATCCTG 600 

25 TTCAGCAATT CCTACTGGCT GGATCAGAAG GTGCCCTGCC TCAACTATGG CCTCCGAGGC 660 
GTCATAAACG CCGAAA 



30 



35 



40 



1695RP 

GATCTGCCCC 
CCATCACGAG 
ATGAGTCAGC 
ATCGGCATCG 
GTTTTGTCAC 
GCAGCGGCTG 
CAGTAGTGTG 
ACGACCCCAT 
ATCTGCCGCA 
AAACATTGGA 
CGCCCCTCCC 
CCGGGCCACT 



CAAAAGATTT 
ATGGCACTGG 
TTTACTCCGC 
TGGCCAGTTC 
AGTTCTCCCT 
CCGCACTCAC 
TGCTGCCTTG 
CTCCGCAACG 
GTCAGCAGCT 
TATGCCTGTT 
TGAGCTATCC 
TGTAAACACT 



CGGTGCCGGC 
CTCATTGGCG 
CACACCATAC 
TTACACTGCG 
CCGCAGGTAT 
GTGCGGGCGG 
AATTGGCAGG 
GCGTTGGCGG 
GCCTTGGTAC 
ATTGTATGCC 
TGGCCGATGT 
ATGGCGGATC 



TACCCCAAAA 
AGCTCCTGGG 
TCCCGGGCCT 
GCCCCACCTG 
CGTCTCCGCA 
GTCTTCTCTC 
GCAATCGTTC 
AGAAAGGGTG 
GGAGCTACCT 
AACGGTTCTC 
GAAGTGCCTT 
ATACAGCCAG 



GATTTTCGGT 
CATTTGCCTA 
TCAACAAGCT 
CATCGGCCGT 
CCGGTAACGG 
CCACCGTGAT 
AAGC TQCTCT 
TTTCGGACCA 
GTCTATATTA 
CGGGTACAAC 
TGGTTAAGTG 
GACTCAAATA 



GCCGGCTACC 
TGACAGAGGA 
TCTGTTTGCC 
CATCGCAGCC 
ACGCGACTAC 
AGTCACTTTT 
GGCGCGGACG 
GACATCGGCC 
TCCCCTTAAT 
GGGGT AGTC C 
GTCTGCTTTC 
C 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



1695UP 



GATCTGAAAA GCAGGAAGTC GCAGTGGGAG GCGCCTGCGG GCACGTCGTG GCCAGCGAAG 60 

45 GGTGCGCCGG ACGCGCCACC GGCGTACGAC ACGGCCGTCG CACGCGCCGC CGCGCACGGC 120 

GCGCAGGCCG TTGCGCCCCA GCCCGACTAC GGCACACAGG CCGGATACGC GCCCCAGGGG 180 

TACGGCGCGC GGGCCGGGTA CACGCCCCAG CCCGGCTACG GCGCACAGCC CGGCTACGGC 240 

ACACAGCCCG GCTACGGTGC ACAGCCCGGC TACGGCGCAC AGCCCGGCTA CGGCGCACAG 300 

CCCGGCTATG CGCCGCAACC CGGTTACGGA TACGCGCCGC AGCCGGGCTA TGGTGCCGCG 360 

CCCGGGCCGT ACGCGCAGCA GCCCGCGCAC GGTTACCCGG CCGGCGCAGC CGCCGCGCCG 420 

50 CAGAACGGCG GCCGCAACAA CATGATGATG GGCGGCCTGA TGGGTGCCGG CGTGGGGTTG 480 

ATGGCCGGGT CACTAATGAC CACAGCCATG TATAACCACG ACAAGGACGT GGCCGATGCT 540 

GCCTACGACC GCGGCTATGA AGACGCTTCA TCGACGGCGA CTTCTAGGCC GCACCCCGTC 600 
ACGTGCCAGA CCCGTAGAGA GCTAGGACAA CTTACGTAAC GCGTCGACGT ACGC 
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1696RP 



GATCTTCTTC TCCATTGACA TCGAGGCGTT TGAGAGCAAC ACATCTGTCG TCACAGAGGT 60 

SS S^Stc cccgcgagaa cgaggacacg ctcgtgcccc acttccgcac 120 

5 GTACCACCTC TGTCCTGAGG AGTCTCTCGG GTTGATAAAC AAGCGGTTTG TTCC^TCA 180 

CAAATCCGAG TTTCTCCATG GTGAAACCAT GGTAATGCCG CTCTCCGAGT GOGTTGAGTT 240 

S^ScGGG cSrCGAGT ACTACCTGTA CCCACCCACG GGCGTGGACG AC^TACTC 300 

GCGGGCAATT GTGGGTCATG GTGTCTCTGG TGATCTGCAA TGGCTTAGGA GTCTGCTCAT 360 

CGA^TGCCC ACGATCGCTG GCCCAGGCAA CTCCCATCCG CGCGACCATG TTTCTGTCCT 420 

AGATACCGCG CATTTATACC AGTACTTCTA TGGTCAGAAG GGTTCATCCC TAGGTAAGAG 480 

io CTTAAGATTG CACGGTGTCC CACATAGCTA TCTGCACAAT GCAGGCAACG ATGCATATTA 540 

CACATTACAA CTGCTCATGA AGATGGGCGA TGTGCAGCAA CGCATCCGGC ACCAATGGGA 600 

CGATCTATAT GCTGTCTTCC ACACGTTGAA GCAATGGGAA GAGTATGAGA ACTCCACGCC 660 
CTCCACTCAG CACGCAGAAT CCGTCCATAA CAGCAOCCGC GCTACCGGGA A 



75 
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25 



1696UP 

GATCCGTCAG 
GGTCTTTTCA 
TCGCCAGCGC 
GTGAGATTTT 
ATGCCAGTAA 
CCCCGCTTCC 
ACACGGTGGC 
CCCTTCGGTT 
CAAGACGTAC 
CCCGGCAAGC 
CCAAGCGGCG 
GCGCCATGTG 



AAACCCATCG 
CTGCCGCTGG 
GGTTGTCGTC 
GGATTCAGTC 
TCACCGCCGT 
TTGTTCTCCT 
GAACGTTGTT 
ATTAAACAGG 
TGTCCGTATT 
GCAGTAAAAC 
TTGCAGGAGC 
GGTGGCAACA 



CCTCGCTCGC 
TTCCTTATTC 
ACCCGCAGCA 
ACGTGATTCA 
TATCCCCGGC 
GGAATTTCAA 
GCCGCCAAGC 
TGCAGGCGCT 
GCCAGGCGGC 
TGTTGGAGCT 
TGAGCGGGCA 
A 



TCGTCTGCTA 
CGCCAGGGGG 
ACAGGACGAG 
CGTAGAGGTT 
CTTCTTAAGC 
AGGGCGGGCG 
GTTATCGTGA 
AATCCAGCAG 
AAAGCGTACG 
TGACACCATG 
GCGCACCGTG 



ACGCCCAGAA 
CCTCGTGGGC 
AACTCTCCGC 
ACCCGGAAAG 
ATTCAGTCTG 
GTATATAGGC 
AGAACAAGCA 
AACCGCGTGT 
TTGCTGGAGG 
GGCGAGGAGG 
CCCAACATCT 



CGCCACCTGT 
CCGCCAGCGC 
TTTCGGCCTC 
AGCGGCTTGG 
AGCCGCTTCT 
GGCGAGAAAA 
TAATGGTTTC 
TCATTGCATC 
AGAAGCGCGT 
GCGCGGTGAT 
ACATCAACGG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
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1698RP 



GATCTGGTGC TTTTCAACGC GCCGCCCCAG ACAATTTCCG GAAGCATACA TATCGCCATT 60 

ACATAAACAG ATTTTATGAC TAGTACAGTT AGGTATGTGG GAGATCACCG GAATAACTCC 120 

5 TATATCTTAT TTCTGTATTC TCAGGTACTG ATCGCTGTTG ATGAACGGGC AACCCTGTGA 180 

CTTGGGGATT AACACTGTAT GAAGCCGGAC GGGOGGCTAG CACATTGGTA CTAGGCTGGC 240 

TGAATTeATA ATTGGAATAA GGTGCTGCTT 6CCCCGATGG CTGGTATGTC CGGTGCTGGG 300 

TTGAAGGCAT AAAATTGCTC GAGCTGTAGC ATGTTGCCTT CTCTAGCATC ATGTTGTATG 360 

TAACCTCCGC ATTGGCCAGA ACCTCGCGCA ATGATGCAAG ATCTTCCTTC TTCTGCGCAT 420 

ATTTACCGAT GAGTTTCGTG ACATGTGGTC TAAGCGGTGT GACGGTAGAG TAAAGTTCTG 480 

10 ATATCTCGTC TTCGTGTGTC ACATCCACAT TCTGGGAGAC CCTTAGTTTC TGGAGCAAGT 540 

TCTCGACATT GCCGGCTTGC GCAAAGACAG CATGCTCCTG AGCAGCCTCC TTAGCTACCT 600 

CCTCTGCAGT TGGCTCAGGG CATACGCCGA CATAATTCAC TGGGAAAAAT ACCAACCTTG 660 
CCGCGCA 



1698OT 

GATCAGCAAG CTGGCCGCCG CAGGTGTGCA TCTGGGGCAG TCTACGTCGT TGTGGCGCTC 60 

CTCCACTCAA CCATACATCT ACGGCTCTTA CAAGGGCATC CACATCATTG ATCTAAACCA 120 

GACGCTGTTT CACCTGAAGA GAGCTGCGAA GGTCGTTGAG GGTGTTGCGG AGAATGGTGG 180 

CCTGATCTTG TTTTTGGGTA CCAGAGAAGG GCAGAAACCA CCTTTACGGC GGGCTGCAGA 240 

GAGGGTGCGT GGCTGTTATG TCGCCTCGAA ATGGATACCG GGGACCTTGA CAAACCCAAT 300 

TGAAATATCC ACTGTCTGGG GCAGGCATGA AGTTGACTTC GAGGGCAATC CAACTGGCAG 360 

GGAATTGACA GAAGAAGAGA ACATCCGCAT CATAAAGCCG GACTTAATTA TTGTTTTGAA 420 

CCCAACAGAA AACATGAACG CGTTGAGAGA GGCTATGCAG GCTAGAGTGC CACCTATTGG 480 

GATCATTGAC ACCGACTCAG AGCCTTCAAT GGTCACATAC CCGGTCCCTG GTAACSAACG 540 
ATTCGCTACG TTCTGTAAGT TTACTTGTAA AC 



1699RP 



GATCTGCGTG TATATTTGGA TGTATATGGA CTTCACACTT TCGGAAGCAA TGGAACTCGA 60 

AAGCTGGTTG ACCACTCTGC TGTATTCTCG TAGTCTTTCT GAAACGACGG TAAGAAAATT 120 

AACCTTGAGC GGCGATAGGG AAGATGCAAC TTTAAATTTC TCTACTTGGT TACTCAAATA 180 

CTGATATAAT AATGCAGCCT CAAATATGCT GTGGAAAACA CCACTTTCGC CGTTCGGAAC 240 

ATTGGGTGGG ATTTCGATAA CCTGATTGGA GATCGGGAAC AAACTCGACG TAGTAGCCAG 300 

TAACGTGTAG GAAATATACT TTAAAACGTC GGCCTCGGGC ACCATGTTGC TGTAGTATGG 360 

GTTAGACAGA TATGCCAATG GAGTATCGTG CTGCTGCGGC CGCTTGGGGA CCGGGCCGCC 420 

GTAGGCAGAG GTTACCGCCG ACCGGCGCTC TGAAAGCCGC TCCACATTCT CGAACGACTC 480 

TGCATAGACA CTAACCGCCC TCGACGGCGT CATCAGCGAG TTGTGCCGTT GCAGCGTGGC 540 

GTTCGTAAGA TATCCAGACG CGGTGCGCCT GTGTCGGAAG GGCGTGCTCT CCTGCGGCAC 600 

GCTGTTCAGC ACCGTCAGGT ACTTCAGCAC CTGCTCCTTG CTACCGAAAC TCTCCAGCAC 660 
TTTC 



40 

1699UP 



GATCTCCACC GCGTCCAGCA CCACGATCCG GTCACCGTCC CACCGCGTCA TCGCCACTGT 60 

CCGCGCGACG CTTTCGAAAA CCGCCCGTCC CTCCGCCGTC GCAGCCCCTC CCCCGCTGTC 120 

GTGCGTCCGG TGCTCGGCCT CCCGCGACCG CAGCGTCGCC ACCACCCGCT CTATATTCAC 180 

GCCCGCGGGC TTCAGCGTGT CGCGCTTGAT GCCAGGGCTG GTGGGTTTCT CTCCCACCAC 240 

CTCCAGGCTC TTGATAAACG TCGTCTTAAT CACCTTAAAG CTCGCAGTAT GGCCCTTGCG 300 

CCCACATAGT AGCG TCAGCG TATGGTTTCC CGAATCGTAC GCGTATATCT TGCCCTGTGT 360 

TACACCGTCG AGGACGTTGG TCACCCGCAC CTTGAATCCA AGGATATGTT CCAAGTTGAT 420 

GCTCATTCTG CTCACTTCCA AGCCCACACA GCTATCCTGG CCACCTTAGA ATGCCACGCC 480 

TGCTCCCCGT CCACTGGCTG ACTCCCAATC GTTCAGTTTG CGGTGTGGGT ATTTTTTTGA 540 

AGTGGCGCTC TAACGATGAA GTAGGATTTT CTATGTATTA CTATGTCGCA CAAAGGTTAG 600 
TTCCAATAGT GCTTGCAACT ATCAGGTGCT GTGGAATTCC AA 
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10 



L700RP 

3ATCAGCAAC CGCAGCGGAT GAGGOAGTCC GCTCACGCAC GGTCTTGTTT TCAGCGCTTG 60 

3CTTGCTTTT CTCCTTTATG CGTTGTACTA CTTCTGTGAT GTGCTCGGCA TCCAGGCCCC 120 

rTTTCCTTAG CCTGCTTCGT AACCTGCGCA GGCGGCGGTT GCTACGAACA CGCAACTTGG 180 

^TTCTGGATC AGCAAGCTGC GCTCGGTGTT TGCGCAGCCG TTGGCATGCT CGCGGATCCT 240 

"*GCGTTCAAT ATACCAGAAT GCATCATGCT TCGCTGGCTC TATATTGACC TGGTGGCCAT 300 

VTATGAAAAG GCGGTCCTTG AAGTTTTGTA AAAACTCGTC TGCCTGAGAT GGCGTAGCGA 360 

\CCCAAGGAA GCATTTATTG CGGCATTTAC GAGGCCTGGA AACACTAACT ACCC CGTA CT 420 

rCTCATCTAC CAGTGGAAGG GGCACGTCTG CGGAAGGAAG CGGCTCTGGC AACGTTTTCT 480 

TTGCCGATAG AGCATATGGG TTATCCTTGT TGATGGACTT CAACAGTTGT CGAGCATATT 540 

^TATCCTGGA GGCATTTGAC GCTGGCAAAT TTGACAGGTA GACACTGGAT GGCGGGGTTA 600 
3TATCGAATC GACAGCAGTA TAGC 



1S 170 OOP 

GATCACTGGG CCTGGAGGGG CGCGCCTTTT TGCGGCTGTT GTAGAACAGC ATGCCGCGGC 60 

GGACCTTGTC ATAGAAGTGT TTAGACTGTA GGGTTCCCAT CGAATGGGAG CGGCGGTAGC 120 

TGTGACTTTT CATGATAATG GGGGTGCANA GCTTGAGGTG GTCGTCGTAC GGGGAGGAAA 180 

TGAGGTTGCG GCCGAGACGG AGGTCGTCGG CGCGCGCGAG CGACGAGCCG CCGGATGGCC 240 

ACTTCCAGGA CTTGCGCGAC GACGGCGCGT GGCGCGAGGA GTAGGAGCGG ATGGGGAAGT 300 

20 CGCCGCCAAG CTGCGAGCCG CGGAGCCACG ACGTGAGCCG CTTCAANAAA CGGCGACGGC 360 

GGTTGGCGGG CTGGAGCTGG CCGGCGACAA ACGCAGAGCC GCTGTCGGCG AGACCGGTGG 420 

GCGCGCCTGC GCTGCTGGTA AGCCCAGTGG CGGACTCAGG CAAGCCGGAC ATGCCCGGGA 480 

AGTAGCGCGC GCTGTTGGCG CTGAGCTTCG GAAACATCTT GGAGAAGAAG CCCGGCTCCG 540 

TGGAGCGCAA CACGCGGTCC GCCTTGGAGA TGTGCTCCTG CGTGGAGTGC GCCAACTGCT 600 
CCA 
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Ann x to the des ription 

SEQUENCE LISTING 

5 

(1) GENERAL INFX3RMATICN: 

(i) APPLICANT: 

(A) NAME: Novartis AG 
10 (B) STREET: Schwarzwaldallee 215 

(C) CITY: Basel 

(E) OOUNIKY: Switzerland 

(F) ZIP: 4058 

(G) TELEPHONE: +41 61 324 11 11 

(H) TELEFAX: +41 61 322 75 32 

15 

(ii) TITLE OF INVENTION: GENOMIC ENA SEQUENCES OF ASHBYA GOSSYPII 
AND USES THEREOF 

(iii) NUMBER OF SEQUENCES: 1152 

20 (iv) COMPUTER READABLE FORM: 

(A) MEDIUM TYPE: Floppy disk 

(B) COMPUTER: IEM PC compatible 

(C) OPERATING SYSTEM: PC-DOS /MS-DOS 

(D) SOFTWARE: Patentln Release #1.0, Version #1.30 



25 



30 



so 



55 



(v) CURRENT APPLICATION DATA: 

(A) APPLICATION NUMBER: EP 978 110 20.3 

(B) FILING DATE: 24-DBC-1997 

(vi) PRIOR APPLICATION DATA: 

(A) APPLICATION NUMBER: CH 0016/97 

(B) FILING DATE: 31-DBC-1996 



(2) INFORMATION FOR SBQ ID NO: 1 : 

55 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 60 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDEENESS : single 

(D) TOPOLOGY: linear 

40 (ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "prirrer" 



45 (xi) SEQUENCE DESCRIPTTCN: SBQ XD NO: 1 : 

TTTTACTAGA TATTTTATAT OCAAGAAGCA ATAGATCAAA ATGQCTGGGG TAAAGAGAAT 



(2) INFORMATION FOR SBQ ID NO:2: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 60 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 
(A) DESCRIPTION: /desc = "primer" 



467 



EP 0 866 129 A2 



(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 2: 
CIGGAGCICC ACCGOGGTQG QQQOQQCICT AGAACTAGIG GGCCAAOGIT GOGAGATATA 



(2) INFORMATION FOR SEQ ID NO: 3: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEUGflH: 1281 base parrs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cENA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: AgLEU2 

(ix) FEATORE: 

(A) NAME/KEY: CDS 

(B) LOCATION: 1. .1116 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3: 

ATG GCT GOG GTA AAG AGA ATT GIG GIG CTT COG GGC GAC CAC ATC QQC 
Met Ala Ala Val Lys Arg lie Val Val Leu Pro Gly Asp His He Gly 
15 10 15 

CQC GAG GTC GIG GAG GSG GCG GIG AAG GIG CTT Q3C GCC GIG GAG CAG 
Arg Glu Val Val Glu Glu Ala Val Lys Val Leu Gly Ala Val Glu Gin 
20 25 30 

AGC CIG TOG GAC GIG CAC TTT GAC TTC CAG TAC CAC CTG GTC GGC GOG 
Ser Leu Ser Asp Val His Phe Asp Phe Gin Tyr His Leu Val Gly Gly 
35 40 45 

GOG GCC ATC GAC GCC AOG GOG TOG GOG CIG COG GAC GAG GCG CIG GGC 
Ala Ala He Asp Ala Thr Gly Ser Ala Leu Pro Asp Glu Ala Leu Gly 
50 55 60 

GOG GOG AAG GAG GOG GAC GOG GTA CIG CIG GOG OCA GIT GGC GGA COG 
Ala Ala Lys Glu Ala Asp Ala Val Leu Leu Gly Ala Val Gly Gly Pro 
65 70 75 80 

AAG TOG CAG GGC GGC GOG GTC AGG COG GAG CAG QQC CIG CIG AAA CIG 
Lys Trp Gin Gly Gly Ala Val Arg Pro Glu Gin Gly Leu Leu Lys Leu 
85 90 95 

AGA CAG GAG TIG GGC GIG TAC GOG AAC CIG OCT COC TGC AAC TTT GCG 
Arg Gin Glu Leu Gly Val Tyr Ala Asn Leu Arg Pro Cys Asn Phe Ala 
100 105 110 

GOG GAC TOG CIG CTC GAG CIG TOG CCG CIG OGC CCC GAG ATT GCC CGG 
Ala Asp Ser Leu Leu Glu Leu Ser Pro Leu Arg Pro Glu He Ala Arg 
115 120 125 

GAT ACC GAT ATT ATG GIG GIG COG GAG CIG CIG QQC GOG AGC TAC TTC 
Asp Thr Asp He Met Val Val Arg Glu Leu Leu Gly Gly Ser Tyr Phe 
130 135 140 

QQC GAG QQC CAC GAG GAC GAG QQC GAC QGA GTC GOG TOG GAC ACC GAC 
Gly Glu Arg His Glu Asp Glu Gly Asp Gly Val Ala Trp Asp Thr Asp 
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145 150 155 160 

AAG TAC ACC GIG AAG GAG GIG CftG OGC ATC GOG OGC ATG GOG GGG TIC 528 
Lys Tyr Thr Val Lys Glu Val Gin Ang lie Ala Arg Met Ala Gly Phe 
5 165 170 175 

CIG OCT CIG CAG CAC GAC COG COG CIA CCT GIG TQ3 TOG CIG GAC AAG 576 
Leu Ala Leu Gin His Asp Pro Pro Leu Pro Val Trp Ser Leu Asp Lys 
180 185 190 

10 GOG AAC GIC CIG GOC AGC TOO OGC CIG TOG OGC AAG AOC GIG GAG GAA 624 

Ala Asn Val Leu Ala Ser Ser Arg Leu Trp Arg Lys Thr Val Glu Glu 
195 200 205 

AOC TTC CAG ACT GAG TIC OCA AAC GIG CAA TIG CAA CAC CAG TIG ATA 672 
Tnr Phe Gin Ser Glu Phe Pro Asn Val Gin Leu Gin His Gin Leu lie 
15 210 215 220 

GAT TCA OCT GCA ATC ATT TIG GIC AAG AAC COG OGG GOG TTC AAC GOG 720 
Asp Ser Ala Ala Met lie Leu Val Lys Asn Pro Arg Ala Phe Asn Gly 
225 230 235 240 

20 GIC GIG GIG AOG AGC AAC ATG TTC GOG GAC ATT ATC TCT GAC GAA GOG 768 

Val Val Val Thr Ser Asn Met Phe Gly Asp lie He Ser Asp Glu Ala 
245 250 255 

TOG GIG ATC OCA GOG TQC CTA GGG TIG CIG OCA TOG GOC TOG CTC GOG 816 
Ser Val He Pro Gly Ser Leu Gly Leu Leu Pro Ser Ala Ser Leu Ala 
25 2 6 0 2 65 270 

TCT TIG OOG GAT AGC AAG AGC GOC TIT GGC CTC TAC GAG CCC TQC CAC 864 
Ser Leu Pro Asp Ser Lys Ser Ala Phe Gly Leu Tyr Glu Pro Cys His 
275 280 285 

30 GGC TOT GOG CCC GAT CIG OOC GOC QQG AAG GOG AAC COG ATC GGA TGC 912 

Gly Ser Ala Pro Asp Leu Pro Ala Gly Lys Ala Asn Pro He Gly Cys 
290 295 300 

ATC CTC TCT GCT GOC ATG ATG CIG AAG TIG TOG TIG AAC ATG GTT GCT 960 
He Leu Ser Ala Ala Met Met Leu Lys Leu Ser Leu Asn Met Val Ala 
35 305 310 315 320 

GCC GGC GAG GOG GIC GAG CAG GCA GIG CAG GAG GIG TIG GAC TOG GGA 1008 
Ala Gly Glu Ala Val Glu Gin Ala Val Gin Glu Val Leu Asp Ser Gly 
325 330 335 

40 GIC AGA AOG GGC GAC CIG CTC GGC TOG AGC TOC ACT TOG GAG GIT GGC 1056 

Val Arg Thr Gly Asp Leu Leu Gly Ser Ser Ser Thr Ser Glu Val Gly 
340 345 350 

GAC GOC ATT GOG CTT GCA GTT AAG GAA GOC TIG OGC AGG CAA TOO GCA 1104 
Asp Ala He Ala Leu Ala Val Lys Glu Ala Leu Arg Arg Gin Ser Ala 
45 355 360 365 

GCT QGT CIG AGC TAGCCTCGAG GACCCTTCIC TTTAGACTAT TCTACTCTTA 1156 
Ala Gly Leu Ser 
370 

SO TGCAOGTAAA AAATTCTAGG AAATA3GTAT TAACTAGGAG TAAAATAACC GGCTAGT3GC 1216 

ATTCATATAG COGICTGTTT ACATCTACAT CACACATTTC GAGIGTATAT CTOGCAAOGT 1276 
TGQOG 1281 

55 
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(2) INFORMATION FOR SBQ ID N0:4: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LETC2IH: 372 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 4: 

Met Ala Ala Val Lys Arg He Val Val Leu Pro Gly Asp His He Gly 
1 5 10 15 

Am Glu Val Val Glu Glu Ala Val Lys Val Leu Gly Ala Val Glu Gin 
20 25 30 

Ser Leu Ser Asp Val His Phe Asp Phe Gin Tyr His Leu Val Gly Gly 
35 40 45 

Ala Ala He Asp Ala Thr Gly Ser Ala Leu Pro Asp Glu Ala Leu Gly 
50 55 60 

Ala Ala Lys Glu Ala Asp Ala Val Leu Leu Gly Ala Val Gly Gly Pro 
65 70 75 80 

Lys Trp Gin Gly Gly Ala Val Arg Pro Glu Gin Gly Leu Leu Lys Leu 
85 90 95 

Arg Gin Glu Leu Gly Val Tyr Ala Asn Leu Arg Pro Cys Asn Phe Ala 
100 105 HO 

Ala Asp Ser Leu Leu Glu Leu Ser Pro Leu Arg Pro Glu He Ala Arg 
115 120 125 

Asp Thr Asp He Met Val Val Arg Glu Leu Leu Gly Gly Ser Tyr Phe 
130 135 140 

Glv Glu Arg His Glu Asp Glu Gly Asp Gly Val Ala Trp Asp Thr Asp 
145 150 155 160 

Lvs Tyr Thr Val Lys Glu Val Gin Arg He Ala Arg Met Ala Gly Phe 
165 170 1*75 

Leu Ala Leu Gin His Asp Pro Pro Leu Pro val Trp Ser Leu Asp Lys 
180 185 190 

Ala Asn Val Leu Ala Ser Ser Arg Leu Trp Arg Lys Thr Val Glu Glu 
195 200 205 

Thr Phe Gin Ser Glu Phe Pro Asn Val Gin Leu Gin His Gin I^u He 
210 215 220 

Asp Ser Ala Ala Met He Leu Val Lys Asn Pro Arg Ala Phe Asn Gly 
225 230 235 240 

Val Val Val Thr Ser Asn Met Phe Gly Asp He He Ser Asp Glu Ala 
245 250 255 

Ser Val lie Pro Gly Ser Leu Gly Leu Leu Pro Ser Ala Ser Leu Ala 
260 265 270 

Ser Leu Pro Asp Ser Lys Ser Ala Phe Gly Leu Tyr Glu Pro Cys His 
275 280 285 
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Gly Ser Ala Pro Asp Leu Pro Ala Gly Lys Ala Asn Pro lie Gly Cys 
290 295 300 

lie Leu Ser Ala Ala Met Met Leu Lys Leu Ser Leu Asn Met Val Ala 
305 310 315 320 

Ala Gly Glu Ala Val Glu Gin Ala Val Gin Glu Val Leu Asp Ser Gly 
325 330 335 

Val Arg Thr Gly Asp Leu Leu Gly Ser Ser Ser Thr Ser Glu Val Gly 
340 345 350 

Asp Ala lie Ala Leu Ala Val Lys Glu Ala Leu Arg Arg Gin Ser Ala 
355 360 365 

Ala Gly Leu Ser 
370 

(2) XNK3RMATICN FOR SBQ ID NO: 5: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 20 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 
(DJ TOPOLOGY: lirkear 

(ii) MOLECULE TYPE: other nucleic acid 
(A) DESCRIPTION: /desc = "primer" 



(Xi) SEQUENCE DESCRIPTION SBQ ID NO: 5: 
CATCATIAOG CCAAQOQOQC 
(2) INFORMATION FOR SBQ ID NO: 6 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 20 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 
(A) DESCRIPTION: /desc = "primer" 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 6: 
CCAAGCACAT TTCACCTG03 
(2) INFORMATION FOR SEQ ID NO: 7: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4985 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 
(vi) ORIGINAL SOURCE: 
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(A) ORGANISM: PAG1489 



5 (xi) SEQUENCE DESCRIPTION: SBQ ID NO:7: 

GATCGTAACA TTOCCCAATA GCITCTTTAG CTOCTCATOG TTK7IGATQG CTAGCIGTAG 60 

ATCICTIQGG ATGATTCTQG TCTICTTCTT CHCICTOQCG GOGITAOOQG CCAACICTAG 120 

to GATITCQGCG GCCAACTATT CTAGCACAGC GGTTAGGTAC ACAGGQQCQC CCGACCCGAT 180 

TCICICTOOG TAGITOCCCT TICIGAGCAA TCIGTOGACT CTACOGACAG QSAAACTCAA 240 

AODQQOCTIA GCOGATCTQG ACTOQGAAGC CTTG3QQQCA GAAOCAGCTT TACCICOTTT 300 

75 ACCAGACATT ATTTCICTIG TOICTGICTG TOIC7CCTTTA CTGTGAACTG OGTCTIGCTAT 360 

GAGAAAACAC TACGCTGAAA CKXTAAATA ATCCAGACAG GICOCCCCAC OQCAAAQGAT 420 

CCACGCTATA CTICICTCTA CATATTTATA CTICTOCITr TQCCTICTAA TCCTOGATOG 480 

20 TACGCGICTG AOGCTICAAC AGAOGCTICA CCTAGACGCT OGAOCICTGC GGCCTGGriTT 540 

TITCGCATGA CATCICCGIG CmbTlTlTr OQCQCTGAAA AGGAAAQOGC GIGGCTCCCA 600 

GCACCAGAGC CCTACTAGCT CITIOGCCT3 CTCTCCTATG TOCAOGOGAA ATTTTCATAC 66C 

25 TGTAGAGTGT GCCATCAGCT TCACAGAGTA CAAACGGIAG GOGAGTOGAT AOQOGICTTG 720 

TAGCCGGACG 1GAATOQCAG AACITTTTQG CAGTOQOCTA ATCTTAGATT GAAAGTA1TT 780 

AAG1QGAAOG TATAAAACAA AAGITOQGQC TCAAGAGGAC CTCTTT3X3GC GICK3CTACT 840 
30 TCCCAGTIAT CIGTIGGATA CTAAGCATAT CGAACTCTAA TTGCAATTCT AAAGAT3QCA 900 
CCAAAGGCIG AGAAGAAAOC TGCITCCAAG GCOXAG03G CAAAGAAGAC CACTQCTTCT 960 

ACCGACGCTT CTAAGAAGCG GACGAAGACT AGAAAGGAGA CCTACTCCTC TTACATTTAC 1020 

35 AAGC7ITCTTA AQCAGACICA OCXSGATACT GGTATC7KX3C AGAACTCTAT GIOCAtitiu 1080 

AACICGTTCG OGAACGATAT CTTIGAGAGA ATCGCGICIG AGGCATOCAA QCTTQQ3GQC 1140 

TACAACAAGA AGICTACGAT CTCIGCTAGA GAAATCCAGA CTQCTCTCAG ATTGATCTTG 1200 

40 CCCGGIGW3C TAGQCAAGCA QGOOGTICTCT GAGQGTACCA GAQCICTTAC CAAGTACXOG 1260 

1CTICTACCC AAQCCIGAAT QGAACICATT CTTAGAAIGA AAGAACTTCC TICAAGAAGG 1320 

TTCTOGTCAG CTAGTOCTTC TGGGAOCCGC CTCTTATTGC AGAGCAGCTG CGGCAGAGOG 1380 

45 GTA1CT3CTA CGTIXXGTTT CATCATTTTG TA1TATTAGT ACATCTAGAA ATAQGGFITT 1440 

CIGOTTICAT AATTCGGTAT AAATICCAAC GTAATCTATA TTAGATAAGT TTTAAACTAG 1500 
TAATQQGAGA GCTTCTTTTC AACCACGTCT AOCTTGICTT QOQCAGIUIG CTGITTCICT 1560 
50 GnCTAGTTC CGAGCCICAT TT0GGICT3G ATTCTAACGT ATOCCAATTC GTOGCTGTAT 1620 

TOCTGCAACT GGCCGATGAG GCTCATGACC TCGICCCAAG G3CCCTCAAT OGTCGTTTCCA 1680 
AAGCIGIQCA TAGIGCTTTT CAAGIGACTC TCCCTAAITC GTTTCTCAAT CTIGGTGACA 1740 
55 TAGICIGAGA CACTTOGTCA GCTAGTACCT AGCTATGATT CAAAAGTTTA CTATATTGTIT 1800 
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TTATAEATOC AGCIGGAGAT GIGAACATAC OQQCAOCA1G CAAATCTOCA CTAATOTOIG I860 

CAGCTIOGAC ATTITCAlTr CIACCTTCAG AGTATIGGAA TATGTICTIG TATCTAACGTT 1920 

CTACTAATTT TCIGGOTIAT ATOGCTCATC TTAAG3GAGA TAATTIOGTT CACOCATCAC 1980 

ACAGAAGTTT TAAGTACAAA ACTIGTCCXT AGATATAGCA ACTCATCAAT TCAGGTATAA 2040 

TTOGTIGTOCA TGCTAATTTG AAQGQCIGIT ATATACTTGA Ab'l'lUl'ILTr TIX3QCATIGA 2100 

GCCAAATTTG GAXICIATIC AGTAGIAITC AACAICAAGT CICCAAAGCT GAAGICIGAA 2160 

GCAAAACATC TCAATAGCTA TAGAACICTA GCAAACAACA GAOCAGAGCT TATATCATCA 2220 

CACATTATAA GCICAGCTAT TACICIGAGT GATAGAGIGA COCTCAATTA GTIGGTTCAT 2280 

TTTATATAIA AAAATATAAA ACIATAQCTA TTICAAATCA CTACEAACTA ATAGGflGAGA 2340 

AGAAAACAAA TTAAACACGA TO^ICTACA3 ATAGCTTGAA AGAGACACEA AGAGAAATTT 2400 

CAGGAAACAG TTCAGAAAAT AGCCATICAG CICEACAGCT CICTTTATEA ITZAAGAGTCAC 2460 

MT1UT1C ACTAATATCG CTTAATTAAT TATA3TTCTT QOCATTAAAT GOGAOQGIGA 2520 

OQQGATAACA ATTTTIGQCA ATICITCATA 'I'lTlUATTIA AAAAAAAAAC AATTTAOCAG 2580 

AATTfiGAOGA AATAGIOQCT TACTACAAAC AQGTICAGCC ACTOGATAAA 1CICATAGTT 2640 

TAAAATATTC AGTTACAGAA ATTOGCTTAC AGAAAGCACT AGOGATTA3G OCATTK3CCA 2700 

TIGATTEAAA CATCAACTAA OGAAOCTCXA TCAATTACAA TAACCACAAA TTTAACQQGA 2760 

CAATTAATTT TATGTEAGCAG GCTCTOOCAT GQGAA32AGCT TTACGTOAAC AGGATATTTA 2820 

AOCTATATCC TTGTTATGAT AAAGACTTTG AIAGGTOC1T ATACTTOCAA CTTCATATTT 2880 

TACAGTTAAA TATCTAAATT TAATATATTA CQCAGTICAC GCAATCTA3C AOSIGACATA 2940 

AATAT3AAAT TTACTATOIG CTTOCTTTAT 1TAAAATAAG TTCATAAA3T TAGTAAAAAT 3000 

ATCAGACTAT ATATATTTAA TTAAATAATA TCCTAAAATA TACTAATACA ATTTATCAAT 3060 

TAAGCTTEAT ACAdTTATA AATAGITATA ATTATAGATC TGTATACGAT TTCOGAAACA 3120 

TAAAAATATT TCACTQCTTTT CGTCAAAAAT AATTTTITTA TTATAAAACA ATDCCTAA1A 3180 

TAGTATTACC TCCAA1TATG AGPCTATOGT AATATATGAA GTACTACCAA AATTTACCAC 3240 

1GATTITICA AAAAAAAAAC ACCA'ITITIC AAAAATATTT TATTAACTGA ATITTTTATA 3300 

ATTAAATTTT TTATATCTAT ATAGAATATC TATTATAOQC AAGAAAAAOC AAAAAGTAOC 336C 

CTATAACTAG CTACOGCTTG TOCACATTAT AATAAAAAAA GIGAACTACT CATCAATACT 3420 

TTTATITAGG ATACCTOCAG TCTAATATCC CTTCAOGTAA GTTACTTflGr!? GCACAATATT 3480 

CACMTGftGT TAGEAACOCG GTTCAGATCA AQ3CATACCG AGCTTICTCT TCTOQCTTCA 3540 

TATGCTTAAA GAAAATATCA GQGAOGGTOC AGTCTAGCTAA AGCTCICTIA GCATAAGTAT 3600 

TCATAAATIT CAAACCTAAG ATATAACK3G AATIGAOOCA GCCAAATCCT TCAGTAQCAA 3660 

CACCTTTAAA GTCIGCACCT TOGTTACCAT ATTOGQCATC AACICEA1GA QGATCICTQC 3720 
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CTCT3GTAAC CTOGTATTTC TCTACTAOGA TAOCATTCEA GTCGACAAAT QCXTITOCTCA 3780 

TTAAAAATAA (XACCTATAG GCXAACCTIC TTGCAACTOC TGTAAATOQG TAATTATCTA 3840 

ACCCQG3CCA AGCAAGCATT TGMGAGQQG CCCAACCATA AGQCTAATCC CATK3CCTQC 3900 

TTOCTCTATT CATTGTTATC TCACCCOGAG ACTCCICACT ACAGGCAAOC AGQCCTCCTA 3960 

QCATTICAAG CCTIGGCAAT GCCTTCTOGA CCATAGOGTT GGCTTCTTOC TOQC7ITOCCA 4020 

AQCCTK3CCCA CATQQCCCAA AATCTTGITC CAGAATOGTA AGATGTTCTC TTTOCAATAT 4080 

QGACATPGTA CTCATAGAAA AAQCCTCTTT CCTCCTCCCA CAAATATTTC GIGATICTTT 4140 

GCTTACGAAT CTCTQCAftGT QCCICOCAAT GAGAAGAAGT GCTGGTTriCA CCAGCATAAT 4200 

CAGTAATACT ATCATCGAAG TAC7K3GAAA CCACATATQC AATATCTITT TOGTACTTOT 4260 

ATAGTAAOGA ATTCAAATCA ATOoIOGCTA ACTAAGCACA GACGTTCTCT AGAOGGIAAG 4320 

AQGICICATC TCCACTCTCA CCTACAGCAC GA3CATQCAA AAAGAACICA TCTAGTTOQG 4380 

QCICGTCTAC TTOQOOQGCA TOCTACAT3C ACCTCAACIC OQGAATOGTT ACATICTQOT 4440 

TTTCQQCAAA TTTGCGQCAA AUTOOGTICAA ACTQGTICAQG CIOQGTITCT QCT3QGAAAC 4500 

CGATACCATC TOGATCATAA CA1GAAAGAC COTOTT GTCCTAOOQC QGnTCCTQOCA 4560 

TCCATACACT Cl'iCTATTOC TTAAT33CTG QGATCAAT3C TCTTTTCAAG AAATOCACAG 4620 

GQCTAGGATT TK3CTCACCA CQGAACTTTT CGAAGACCIT CAAAQCCATC TCGC7ITAQGA 4680 

ACOGGGGrTTG TGACOGACAG AGGrEACTAGC TCCTATraX GTICAATATT TTAOQGTAAT 4740 

GCTCTATCTC AAAGA3GAAA T3CTCAAOCA TCCCAOGTOC TATCTCCACT TICTTACAGT 4800 

CTAGAAGACC CAAAQOCATT AQGTATGAGT CCX^GOOGTA AAGTTCATTA AAAOGACCQC 4860 

CQQGAACAAC GTAGGGAAAA CCAACCAATG TACICTCAOC GCTAATTQGG TCCXTICTGAC 4920 

TCTCCATOGC CAAAGCAAGC AAC0Q0G03C TTTOGTICAA T3ATIQCAOG T3CTQ0QQQG 4980 

TGATC 4985 
(2) DEFORMATION FOR SBQ ID ND:8: 

(i) SEQUHtfCE CHARACTERISTICS : 

(A) LENGOT: 23 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: other nucleic acid 
(A) DESCRIPTION: /desc = "primer" 
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(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 8: 
GrTTAGTOTG AOCATCTCA.T CTC 
(2) IKPORMATICN FOR SEQ ID NO: 9: 

(i) SEQUENCE CHARACTERISTICS: 
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(A) LENGrm: 21 base pairs 

(B) TYPE: nucleic acid 

(C) SITONDECNESS : single 
5 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 
(A) DESCRIPTION: /desc = -primer" 



to 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 9: 
TCGCAGAOOG ATACCAGGAT C 
(2) INFORMATICS FOR SEQ TD NO: 10: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LEM7IH: 20 base pairs 

(B) TYPE: nucleic acid 

(C) STOAMDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 
(A) DESCRIPTION: /desc = "primer" 



30 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 10: 
GCTAGGGAXA ACAGQCTAAT 
(2) INFX3RMATICN FOR SEQ ID NO: 11: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LEXK7IH: 20 base pairs 

(B) TYPE: nucleic acid 
35 (C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 
(A) DESCRIPTION: /desc = "primer" 

40 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 11: 
AGQCATOCAA QCTTAGATCT 
(2) INFORMATION FOR SEQ ID NO: 12: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEIOottH: 61 base pairs 

(B) TYPE: nucleic acid 

(C) STHANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 
(A) DESCRIPTION: /desc = "printer" 



55 
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<xi) SEQUENCE DESCRIPTION : SBQ ID NO: 12: 
GiTl ' lTA GAA TATAOQGTCA AOGAACTATA ATIAACTAAA CATOQCTAAG GftAAAGACIC 
A 

(2) INFORMATION FOR SBQ ID NO: 13: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 60 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 
(A) DESCRIPTION: /desc = "primer" 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 13: 
GCTATATAAA AATATTATAT QGAAGCAATA A1TATTACTC TTAGAAAAAC TCATCGAGCA 



(2) INFORMATION FOR SEQ ID NO: 14: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 27 base pairs 

(B) TYPE: nucleic acid 

(C) STOfiNDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 
(A) DESCRIPTION: /desc = "primer" 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 14: 
GCGAGATCTG GIGTATTIAC CAATAAT 
(2) INFORMATION FOR SEQ ID NO: 15: 

(i) SEQUENCE CHARACTEKISTICS: 

(A) LENGTH: 29 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 
(A) DESCRIPTION : /desc - "primer" 



(Xi) SEQUENCE DESCRIPTION: SEJQ ID NO: 15: 

GOGAGATCTG ATGAQGCOGT CTITIGITG 

(2) INFORMATION FOR SEQ ID NO: 16: 

(i) SEQUENCE CHARACTERISTICS : 
(A) LENGTIH: 508 base pairs 
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(B) TYPE: nucleic acid 

(C) STBANDECNESS: single 

(D) TOPOLOGY: linear 

5 <ii) MOLECULE TYPE: ENA (genomic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1001RP 

10 

(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 16: 
GIGATTCCTC GGAGATIGAA AAGTCCCTAA CAATCAAAAA CAACQ3GAAG QOCTAOGAQG 60 
AATOGCIGGA OCTOGGTAAT GGGTQOCTAT GITOCACTCT GAAQGACGTA GQ3GIGAAQG 120 
OCATOGAGQC GATOGTTTCG OGGTOGCCAG CTAAAATOGA CEACATCATA CTIGAGACAA 180 
Q0Q3GATAGC GGACOCAGIG COGATOGTGA AGATGTK7IG GCAG3ATCAG GSICTCAATA 240 
QCTQCATCTA CATIGATOGG ATIGTGAOGG TOCTOGAOQC AGAGCAICT3 ATCACATIGC 300 
TQGACGAGGT Q3CCCTCCCG OGCX^ATIGC GCGQOGACCA GCTQCTCATC GAAAACCAGA 360 
TGACOCNISGG GSIATCTICAG CTTGOCATOG QGGN30QQGG OCIT3ATTA AATOSIAOCCC 420 
25 TGNAGQCTSJ NTAAAAATCT TQGNNGQGAA AANQGK3ANT ATAAGOQGOC TTTTKX3QC3J 480 

AAINOQGGAN TITOGNTANN AAAGNINT 508 
(2) INTORMATICN FOR SEQ ID NO; 17: 

30 (i) SEQUENCE CHARACTERISTICS: 

(A) LETX3IH: 490 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

35 <ii) MOLECULE TYPE: UNA (genotdc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1001UP 
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(xi) SEQUENCE DESCRIPTION: SEQ 3D MO:17: 

TGATOQGAOC AAGAGCAQGG CTTK3GIOOG GIGAATCT03 AACTOCTOOC OCTGTOTCAG 60 

CTCACCCOGG COGAAOroCT TOCAAAGAAG AGCTTGTAGA AAGICTTCTT OGAAOCACTC 120 

GAGCTCAGOC TICTCQOQCA GOQQOOQGCA GGTCAAGGIG ACCGTQGACA GCCGOGGATC 180 

AT3GTAAG0C AOGIGGGCAT OGQGAATCTC AGAGGCAOCA AAAGCATOGA GATTCAAGTA 240 

CCl'lUi'lTAT CTCCAGATCG OOGAACITQG TCCOGATAGA TGQQOQOGAC TGCATTAATG 300 

CTADGCACIT TTTOCTOCAA OCACAQOGAT TOGTCATCAA NGOCTCOCAG CCNCTCGGAT 360 

TTATCAAAAC AAOCNN3TCC G0CAT3GCNA GTK23AGATG QCAN3QCACT TINTTTOCAC 420 

AGACTOGN3G COGQCAATOG QGGGGQCADC OQOGACATTA NAATITTO7IC AGAOCNAAAC 480 

CNCAATK3W 490 
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(2) INFORMATION FOR SBQ 3D NO: 18: 

(i) SBQUE3SJCE CHARACTERISTICS : 

(A) LENGTO: 571 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOJRCE: 

(A) ORGANISM: PAG1002I1 
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1S (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 18: 

GATCTCCQCA AATICTCCCA AAATOGTAAG TCGTTATCCA CCTTAAATGC TTGCTCGQCT 60 

agcitcticc ccaataaata aogtcaocca tcatigagat CCAATACCTC GGGGAGCAGT 120 

20 tcgcTCCAAT CGCGTACTTT CTTTAAAAAC QGAAATAGTT CATGATOGAG AGAGTACAAG 180 

TTTAIXTTCCT CACCAAAAAC CTCACGAAGA CCTATATCTC CTTGCATGAA ACAAGTCTCG 240 

AACACTCGTA GICGTICCAG CATOQCAGCT GICACCX3AGG CATOCTTCAT GOGACCAD3C 300 

25 GACCTTTCGA TAATITCGTT CAGOCATTCT WIl ' llTI 'l T TCTTTOQCAA AGTACCACIC 360 

GCATTdTTT CCAGG3GGCA TCTCCGGAAC TQQGTIGGriC AACAGAAICT ACIGINIGGG 420 

GNQQQGITIG CTGITQGAQG ACNTITW7IC AAGATOQGGC ACAGTIOTQC OGITITIGAG 480 

30 C23CAGGCAGA IT7PGAAACAA ATIttN03<INA ANTTCGNTIT CCO^ACGCAC GQQGCCCGAN 540 

TTCAGGCAAC CTOGACATTO TCGAAGTTACC N 571 
(2) INFORMATION FOR SEQ 3D NO: 19: 

35 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 521 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (genardc) 

(vi) ORIGINAL SOJRCE: 

(A) ORGANISM: PAG1002I2 



(xi) SBQUEX3CE DESCRIPTION: SBQ ID NO:19: 

GATCTICGAG TQGQQGAGQG ATACTAGCGA COCTG3CAGA CATICATCTT GATCAATIGA 60 

AGCGCCK3CT CCATCTCCTT GATGAACTQG GGAATAAATT GOCTATAGAG TIGGTICTACA 120 

AGQCTAACGA CITCTCTQGA TTQCCTATCA AAAGACTGAA AAQCTAOGTCT OGQCAGCACA 180 

CAAAACAGCG AGTICQQCTG GTQGACTGIT CGGCTGTACT ACGCAGTACA CATATAOCTA 240 

J5GATAAAGAG GITCATCAAT AAGTGGITAG CCACTATATT CAATTCATTT QGAGGAAATA 300 
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ATACTACTAG AD3IOGA.TTC TTOGTCOCAC TGOGITOCAA TOGATAGCTA CTICAAACIT 360 

OCCGQCTACA CTAAAAACQG GCX3CTCTK7T CCTICAAGGA TAGAAOQCTT COQGACIACC 420 

TCCCTCITIC ATQCACAAAA QOGAACTACT CTIOGCAOCA OQQ003GAGG AGACAAACTT 480 

TOQQGCAATC CTTTGAGATT TCGACAOCAN TCNAAAAGNT N 521 
(2) INFORMATION FOR SBQ ID NO:20: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH: 518 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDEENESS : single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: INA (genomic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1002RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 20: 

GATCTACTAA GGAATTATQG GAATOGTGIC TITPCTICTT AGAAATCAAT TTCITTGCAG 60 

TQGAAGAOGA GGTOGAAGAC GAGOGOGACT GITTACTCTT QQGGAAGTTA GTCAAACAAT 120 

OGCTAGATTG TATCOGCATG GTATCACCPG AGTTCCTATC TATAGGAATG CTACTATYAC 180 

GGAAGITOOG ATOCTGA3QG GCATOGTTOT CATGAAAAAT AGGATGTIGG CTOQGGTTAG 240 

ATGACTOOC GAATAGCTCT TCTATGATTA ATTCCIW2AA GOQ3GTATTG ATTAATGTCG 300 

ATOCTOIGQC CTATGATGAA AJGACTQCOG OGICAITOOC QGTEAOC300CT IGGAGTOTIT 360 

GGANTTGACA AGAANNOGCT CTTAQGIGCC NGGATTOCCN QQGITQGAAA GATGATNQCG 420 

AAINCCAATT IW3GICCAAT AGGGAATCTG C3^TIATTIG TTATIGCAAT NAGGATOOCC 480 

QGGAG3GQGT TN2NCEACGA AGAAGGATTA GGTTINNC 518 
(2) INFORMATION FOR SBQ ID NO: 21: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEJSJGTH: 441 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDET3MESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1002UP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO:21: 

GATCCAQGKG AGIOGCAGOG OCAAAGGCOG CIQGQOGICA OGATOCAGGT TATOCICTOG 60 

OGTOGACAGA GTG0300003 CTGGATGAAG CCCATAAGAC TATIGAGOCA CTATATAATA 120 

CCAGCTOGTT ACATGATACT ATATGGTPCAT AGCATCAATT CTAGEAQOCA QQGCACTGAG 180 



479 



EP 0 866 129 A2 



GCTATAGCAG CTOGAAAG3C GACICTGAAA AGGGATTTAT GCCAAGAGCT TCAGAAGIGG 
ACICAGGCCA CGCA1CCAAC GGATICITOC TCAATTOCTC TATATIGH3C O^GAGCTCCA 
TCTTCACCGA GGICCCTCAT TCATATPCAT AOGAGTrACT TCAACATOCA ACAGGTGCCA 
TATTTAGKTT QGQQGQGTAA GTACAATANC (3TO3ttJ3GCC GTOGAACCCC GCTCGGTTOC 
CNOGCTITIG GAATTITINS G 
(2) INFX3RMATTCN FOR SBQ ID NO: 22: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 513 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA (gencmic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1003RP 

■<») SEQUENCE DESCRIPTION: SEQ ID NO: 22: 
GATCGCTCAT GACCAAAACA AOGAAATCCA CTACATTTOG CTTGCCACTG CICACCCAGC 
GAAGITIGCG GAOQCTCTIGA AOGAAGCTCT CTCCICTTAC GATGACTACA ACITOGATGA 
CGITCTICCA GACCGTCTAA GAQGTCTAG3 TGACCTTGAG AAGAGAATTA AGTAQCTQGA 
CAACACCGAC GITGATGTTA TCAAATCTAT CATTGAGGAG GAACIGATTA ACATGQGCAT 
TTACAATCCA TAGAIGATCT GAACTCTAGA TCATTTATAG ACTATCTAGT TAGCCITCTA 
GICCTATATA CCTAATTCCA ATAGQCAGGG GQGCCTATGT CAAGITTAAA TQCATTTTGC 
CTTCTACTGC CGO^ACGIGG TTTTTIGCAA AGCCAATITT GOCGTOGGGG CCAACITCAC 
CTCAOTACCC AGNieiOOGA GTCATCANCA TICCCXXSCTN TAGQCOCCAG TGANTAGAAG 
TOGTCEAGGT OGTTTCAAGA QGAACATOAA INT 
(2) INPORMATICN FOR SBQ ID NO: 23: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 504 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1003UP 

(xi) SEQUE2S3CE DESCRIPTION: SEQ ID NO: 23: 
GATCITTAGA CAATTATGAC ATGCAAGTIT GGTTCCCTTCA GACTQGTCAG TTQCITGACA 
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CACTCTCTQG TCACGAAGGC CCAGTCTCTT GCTTCTCTTT CAQ0QQC3GAA AATAQCATAC 120 

TAGCCICIGC CTCTK3GGAC AAAACTATAA GAGIGK3GCC GATATTTQQS CGGOCCCAQC 180 

AAGICGAGCC TATAGAAGCA TACICIGATG T3CTK3GATAT TTOCATCAGA CCIGA.TGGTA 240 

AGCAGGTOOC TGICIOCAOG CIGAATOGIC AGCTGICATT CTKGACXJIT TCAAAOCTCA 300 

OGQCAGGTIG GCAACAATTC CTCGCAAGAG GGACATCATA TCAGGACGCC ATTTAGAGGA 360 

CCQGpITTACT CAAAGAACTT OQGCAAOQOC CCAAATATTC ACAACAATCC ACTACAGTTC 420 

GGOQQCmC AATt3Sm3GAG NIGQGANAAA ATCINTIGGT OTAGAATOCN ATAAQGGTAT 480 

AANDGICA1G TTCCANAAAT NATC 504 
(2) INFORMATICS FOR SEQ ID NO: 24: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 530 base pairs 

(B) TYPE: nucleic acid 
20 (C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (geronic) 

(vi) ORIGINAL SOURCE: 
25 (A) ORGANISM: PAG1004RP 



(x±) SEQUENCE DESCRIPTION: SBQ ID NO: 24: 

GATCTTAAAG AGQCTCAGTA TOCAGAGQCA GTTTCCAGAA GAAGACAGGC TGQQCITCGA 60 

AATCCCTCAG CTCCOQOCGT QGAAGAGTOC GCAGATGAAG CAACACACAC AACAOQGOCA 120 

GCAAAOQOOG CTQQQQQQGC OQOGCIQCAT OCT03GTO0C OCTEATGAAC CGAGCAGGQC 180 

GTOGICCACT GGTGCAGOCC AAAAGCGOGA CTAOGACTAC TCXXHCTTCA ATGAGAGCAG 240 

GCTCCTCACT GAGAGCAAGA TAGACCAGTA CTTCAAGAGC GAGG003CAA OGCACAAAOG 300 

OGTATTCCAC COGCGACOGC O00CADGADG ACAGCTAOCC GCCCOGACTT TOCAGCCXX3C 360 

TCIGCTT3CG ACAAGCTTOG GAOGANGAQG GAGAGCCCCN OCXDCCCTCNC AGAG*303CN 420 

TITOaqGACOC OOCNTOOtflG TTCAICATQC OOOCANTCCT CCAGGAGAGT TTINGAAAGG 480 

GQGCOCOCNA NACNCCNTTAG GATTO3IGGA GGATQGAGIN GGGOOdTTT 530 
(2) INFORMATICS FOR SEQ ID NO: 25: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 494 base pairs 

(B) TYPE: nucleic acid 
50 (C) SIRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
55 (A) ORGANISM: PAG1004UP 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTO: 523 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDELNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: UNA (genctnic) 



EP 0 866 129 A2 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 25: 

GATCACCGAG CCTAATCAGT QGTOCTAGGG TAGQGGTTAT TACQGCTACT AATAGGTTATG 60 

TTAATATOCC ATCACTGICT GftQCTCAOGA CIGACATATA TTAQCAATCT TOGCCTGAAT 120 

ATCGCATACA GCTTGATIGA GCAGTTTACT GATCACMCA AGTIGGTEAT OCT3CTAACA 180 

TCGCGTACQC TCCCAAGAST AAQGGAQGTIG GTAGACCTAA TCAAAACATA CGCCGAGAAA 240 

TCTOGYAACT CTO3AGCACT AGATTTCGAC TACCIGCTGS TOGATTTCAC CGACATGGTT 300 

AGIGK3CTOG GCGCGGCATA CGAATTAGAA AAAOGATATC ACGCTATACA TTACTTCTAC 360 

GCTAACGCTC GCAGGGTCIG TATTCCCCGA ATIGATTQGT TQGCTQCACC N^lVirriAC 420 

QQGATCCNOG GGfTCICTGAT ATCCNCGTTA OKNOQGTQG ANNfcATCAGG ATOGTN3CTT 480 
AGTTTCAAGC AOTC 

(2) INFORMATION FOR SEQ ID NO: 26 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 529 base pairs 

(B) TYPE: nucleic acid 

(C) sraANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gericcnic) 

(vi) ORIGINAL SCURCE: 

(A) ORGANISM: PAG1005RP 



494 



(xi) SEQUENCE DESCRIPITCN: SEQ ID NO: 26: 

GATCICCCCC AGGAACCGCG AOQGGTAOGC AGTOCTOGIT CTIOCCAOCG TQCTOGICAC 60 

35 GAATICCA1C AGCATCTOGA ACTTCAGOGC GAACATCTGC TCA03CAQGA TQCGCX7IUTT 120 

CCICCICCIC IGCQGCCACC GAGAGCTCCG CCAGCIGCTC GCACOCGGTC AGGAAGCACT 180 

CCCGCGCCTT CCCCTCGOGC CXX^CCTOTC TGAAGCAGCC CACCAGGAGC OQOCACACCA 240 

40 TAICATCCCC GAGCCCTTCG TTGAQCTTGA AGITCTCIGC CCTAATOCAC CGCACAAGCA 300 

CCTTCGQGAT ATCCCAACCC AAATCTCCCA OGACTGCAGG GIX3CTOCCQG AGCIX3CICCC 360 

ACAGCQCCIC CAGGAAGCTC GOCAGCCGCC CCGCGTTACC GCTOGCAAOC QCCK3CTOQG 420 

45 CXX^CAACIC GATCCCCGCT GCGAGCGAGA TCTOGTOCOC GCX^GCTCOG CGAATAGCAC 480 

GCCCAGACIC TCACCITOOG TATTQOGTQG CX7TTTCATAG AATCACTCT 529 
(2) INFORMATION FOR SEQ ID NO: 27: 
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<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1005UP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 27: 

GATCTTGCAG TTAADQGTTC TTCCATCAAG QGACAAATOG QCGTAOCGAA GCICTEAGCC 60 

10 CAGCCAAGTA TCXXACAGCT GCACAATOCT AAGQGIGAGG TAATIGAIGT TCAGIOQCAG 120 

CCCCCCGCX3G QCTOQ03QCA GGTOCTACTA NAGCATGQOC C2GAAGTATT TOOGAAGAAG 180 

GTCCGTCAAT TOGATQGAAC ATTQCTTACA GACACTACAT QGAGAGATGC OCATCAATCA 240 

75 TTGTTQQCAA CTAGGGIGOG TACTTATGAC CTAGCIQCTA TTCCACCTAC CACIGCACAT 300 

QCATTAQCAG GAQOCITK3C ATTAGAGTCT TOQQGIGQOG CTAOGITTGA OGTIQOCATG 360 

CX3GTTTTTGC AOGAAGACOC ATGGGAGCGC TIGAGGACAC TOOGGAAATT QGIGOCAAAC 420 

20 ATCCCATTCC AGATGTTOCT TOGTOGTOCC AAQQoICTTG CTTACICCTC TCTCCCIGAT 480 

AATGOGAATG ACATIOGTCA AACAAGCAAA GGAGAATOGT (JVC 523 
(2) INFORMATION FOR SEQ ID NO: 28: 

25 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 567 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 



30 



35 



(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1006RP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 28: 

NNNNNGNNNN NNNNTCTPGQG GOGIGGTAGA NTAGIGQGIC TOGTAGACAA TOGATOOC7IG 60 

40 TAAGCATCIG TAAOGGGTAT OGTQGAQGGG ICCCITOCOG CCTCCGAAQC CTTCITQQCT 120 

TTCTCAATTT CCCATAGCAA TOQOGACICG CACCAGEAAA ItXTIDCTCTC GGTAGGCICC 180 

GCICAJTAGT OGAAOGGITC TOOGTAGCCC ATCCTOGTCC AGITGOQQOG OOGOGAAAAC 240 

45 AAACAAACAC TOGCOQOOOG GATAACCTCA GTAQCTATCT TTCAQCAGAT TOOGOQGAAA 300 

COGTOCAACA GATOGICICT AAQOQGTQCA GATADGICIG GGCAGOQGGT TTTAACTQCA 360 

GCCAGTOCAG ATTTAAOGIG OGATQGAAGC CT30GCG0QG TTCTQGCTGC CCGCOOGTOG 420 

SO CTCCAGQGGA GCGAGOQOGC QOGTOGOGAT QOGOGGOGTA AGICICTG A T CGCOQQGAGC 480 

TGAGTAGQGC TAQCGAAGGT CACAOQGAOG CCGGATAGTA GATOGAGCAA GGGGCCTCTT 540 

TOGACGGTTT GOITADGAAA TNCOGQG 567 

55 (2) INFORMATION FOR SEQ ID NO:29: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 471 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencrtdc) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1006UP 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 29: 
GATCTCICTT crrmTAC CICIGAAGGT GCOGAAICTG TOQC3CCTGAA ACCACTCTTT 60 

CGCGAIQGGA TCTTICCTGA TCTCCCTOGC GAGCTCTTIC ATGTATTACT TCCTTGTAAG 120 

QCAATCGCCA OGCAGGACAG AC0GAGCT3G TGOCAACGGT TTCT0QQGOG TOQCrTTOCT 180 

GAGATQCGTT OQCATCTTTT GACCCCAGCT CTQGAATATG OGOQCQGTOC GAT3CTOCCT 240 

GIQ3TACGAT GCAACCTCAG OSATCCOGCA GGGOQQQGCT GCAG3GGTICT ACITOGATCG 300 

TAQQCCGCIG TAAATQCTCC TCTOQGACGC OGCICQOQCC GATCTTACTG TOQGCCATGA 360 

ACGATOOGAC AGACTAGOCG GGATGGTTCC CITK3CAGAT AGGAAATCTG GAAGAATTIG 420 

GICCCQCTCC GCCTGATTTC TTTATACAAA AAATT3GCCA TACATTCCIT G 471 
(2) INPORMATICN FOR SEQ ID N0:30: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 518 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1007RP 

(xi) SEQUENCE DESCRIPTION: SBQ ID N0:30: 

GATCTICTCG CCGAAGTACT GOKXMCTC A'lTlCICTOC GGITCACCAT GAACAAGGAC 60 

ATCTAGQCCG ACC^CCTCCT GGAAGCGGAT GACITCCICA ATC7IGAGAAT TCATGAAGIT 120 

QGIGTACICC TCCGIGGAAA TOGCCCOCTT TGCATOCTIG TITCTCITGA TOCGAATCTC 180 

CTTAGICTCT QG3AAGGAAC CGATOCTQGT GGTTQGGAAT AGOGGGAGCT TGAAAATTGG 240 
CTOCTOCTCC TIGAGACGCT OOOOGAATOG TGOQGCTCTC GTQGATAGCT TCTCGTTCAA 



300 



ACCAGCAACA OGTCCCTOGA CAGAAGGATC GTIGGGTGAT CGCAGAGQOG GGAOGOGCAG 360 



420 



CAATCGAGIC T3CATITO3C TCCAACTCAG AGGAAAAGTC TTOGCCAGAG OGTCCTTAGC 
GAGGAAACAA ACICATOCAG TP LTlUb ' l ' l G AAAAGAGAAC CAGCX7TQQCT TNTTOIOCAA 480 
QGAGATCGTT TCCAACTAAC TQGNNTIGAA NAAGGAGC 518 
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(2) INPORMAIICN FOR SEQ ID NO: 31: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 492 base pairs 

(B) TYPE: nucleic acid 

(C) STRANCETNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1007UP 



75 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 31: 

GATCTTGTIOG AGCIOQCCAT GACAGATGAG AATCCGACAG CAOGITTCAC Q3CATTTTAT 60 

GOQCTOQGQC TAATTAGTAA AACGGAQGAA QGCICTGAAC TAXK3GACGA GTT3QQCTOG 120 

20 GACIGTTGCA TOGATGrTIOG TCGCCAGOCA GTTGoTATTT GGGTACCAAA TAACATCACC 180 

ACCTTTCICA GITATCCTCA AGAGAGCGIC GAGAAAACAA OQGITICX3GA AGGTATOGAC 240 

CAATTTOGAC CACGGAATTT OGGGAGGAGG GACTTOOCOC CACIGGAGQG TATCACAAAT 300 

25 ACAAGTIGAT ACAATACTCT GAAAAGGTAG GAAAQGGATC TCCIGACAGA CAACCAAGAG 360 

CTTAAATCCA TCCTCGCACA CAQQ3GTAGA CAAGTGAOTG NAAQCGC3SIGA TIGATCTTCC 420 

CATOGAGNTC CAGGATGAOC AGCTOOOCAA GATITCOGTT OGTQQGAANC QGAATCATTT 480 

OTACACAGNG GA 492 
(2) INPORMATICN FOR SEQ ID NO: 32: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 595 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY; linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1008I1 



45 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 32: 

TOGAGICATT TCITGTAGTC CAGTK3CATOG ACAAACTOGT CIGCTTOQOC GTTGGCATAC 60 

GITATTTOGC TTCCATACTC G3CATCATCA GOCTCCTCAA GCGCGACCIG AGACAACTCC 120 

SO TQQOGCAACT TTGTCT33GC GOGAfiGCATC TCCAGQQGAC CCCIGCATTG ATAACAGGAT 180 

OGQGAGOGAG TCGGAACTOG CCITCAGGIT OQQQOGAAGA GCCTIGATTT OCITGTTACC 240 

CCGOGGCTOC AAGGAATCTA QGIGAGGAGC AOQCAGTOGA AGCAAOCACT TAAAOCAOCA 300 

55 ACGGATQGCT GAGCTTTCTG TCCAAAOGTC AGAGGCCACC CGCTQQCTCA OGATCACAAA 360 
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ACAGTICATT GKANCGCNAT GGAAGQGAT tOVICTQGCN NA^TTCTTT NNITCITICC 420 
TCGGACCANG NSINANAACT NACAGTCCCT GAOGANITCC TCAGCTfiNGT C3SC0QCAGGG 480 
5 GATmTCTICA ACGCCGCNCC GIUINN000C CICNOCNiaS NNNACXTICT TIGITONW3G 540 

nrrccrriN ccmaxxxx: Mm: tinqstittt nnacnccnk: nnnac 595 

(2) INFORMATION FOR SEQ ID NO:33: 

*0 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 680 base pairs 

(B) TYPE: nucleic acid 

(C) STPANDECNESS : single 

(D) TOPOLOGY: linear 

1S (ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1008I2 



20 



25 



30 



35 



40 



45 



SO 



55 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 33: 

TO3AGACCGC ATCAAATATC TCTCATTATC TAAATOIGCA TATTATAGAC TTCCTATTTC 60 

AGTACCAQQC AATTOIGIOC GATAAATGAG GIGCAATCAG CACCOGICAT CACOGGAOQC 120 

GATAAATTTT TITTIQGQQG TCAACCATTA AATCTACCTG CATCTAAOQC AAGGAGCAAT 180 

TTAGCTAACA ACTCTICTTA TCTTAAGAAT OTGGTTATACC TOJXCTI03C ACATCTTCGC 240 

CT llTI TO CT CiaSftGICTT AACTACGITC AACAA3CTCA GCCTCCGATA AGAT3TACAT 300 

GIQGTATAAC AACATACACA AACTCICTCA GCAGGTAGCT GQCCAAATTA T3GAGCGTOG 360 

TCACAGACCG GACGIGATTA TOGCCATTAC 0000000000 ATGATICCIG CAAGAATCAT 420 

CCQOIOSnC CTCAAGGTCA AGGGCCAGAA AAACATCCCC ATCCAGGOGA TTGOOTCTTT 480 

CTTTOOTACG AGGACITOOG TTIGGAAGAC GQGACGGAAA GCATOGQCAA GGAAGTTATC 540 
CGGATCAAGT GGCTAGACTT TGOQaQOCTT GOGCAAACAC TTTOGACTCA ACTGAT7K3GA 
AGAAGOIGTT GGATTOQQGC CGAGITO2X: GANACCOnGA CAOGICOCTA aaGfTCOINAC 

QGANrrroooG agqqqgncan 

(2) INFORMATION FOR SBQ ID NO: 34: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 509 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECMESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencsnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1008RP 



600 
660 
680 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO:34: 
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GATCTGTCTT GGAOGATATC AACGOCEATC CCATCTTCCA AAOCGTCTTT TCCACATTOC 60 

AACAAAATGA CTCTACAAAA TACX3CTTAG TCCTAGAAAA TATCTCACAG GAOGAACAGA 120 

TOCAOCEAGC ACATATTACA TCGTTATGAG CACCATAAAT CTCATAGICT TCCTACTTTA 180 

TCTTTAATAT TAATAGTATG TGTTATCCCAA TOQGOQOC7IT ATOC00Q9CT AACAGTACTT 240 

TCTITTICIN GAACATCTCA AAAATTTCAC OOGATGAGCT CICTICTTOC AATOGOQCAT 300 

CGAGCTACAA GTOCAGGTOT ACCATTCACA TCCCTATCQG NATTOGGCTG TP3TOAGftGC 360 

TGTEAAAATG ATTOCTTCAG AAGATACGAG GTCCTIQGGA CHTTTCGGCC OGATGAAOOa 420 

GGTOQCATIC CAAGCCAATG CGT9GAAAGG ACTCATTGAA TITTCANNJ3A OOOGNAGAAT 480 

TAANQC2JAAA GTCAI^OJGTA ACCNATICT 509 
(2) INFORMATION FOR SEQ ZD NO: 35: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LHSGIH: 500 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1008UP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO:35: 

GATCAAGOGG GAATTTOGGC GCAAATGCAC C7TTAATOCIC ATATTGTITAA CAAQCTOGQG 60 

GCAGAAGTCC GOOGrTTTQGA GCTAGAAATT TCCACATTGA AAGOGTICAA TAACACATTA 120 

GAGGAAGAGA AAGOTCGTOC AGAAGATCAT ATTTTGAAGC TOCTAGAGGA AAATCACACT 180 

GTXXATCATT TGAAGACTAC CAAOGAAGOG TTGACTACCA AGGTAGOOGA CTATAGCAAT 240 

AGACAAGATA OGATTCTCCA GCTGTTGGGC GAAAAGftOQG AAOGTGEAGA GGAACTTGGA 300 

AAATCAOOIC GAGGAOCICA AGCAGATQCT GOQGATGCAA GCACAGCAAC TTOQCOGACA 360 

TOCAAGAGAG GTIAAGAATT TAGA3T00CA TATCTTATTA ACATTATINA TNCAANOGQC 420 

TK3GGTIWGT TAATCAACIT CNCCAGATGC OTAGATTTQG GTAGTTN^C AN1T1T1UGA 480 

NGTOGNTCAA ATOCN3QCQC 500 
(2) INFQPMATICN FOR SBQ ID NO:36: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 506 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 
(vi) ORIGINAL SOURCE: 
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(A) ORGANISM: PAG1009RP 

5 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 36: 

GAICTICQCT TO33GCCGTG OTTICAOQGT CTTAGAAAGC AAGCGIGCAA QQGATGTCTT 60 

GCCTACCCCT GQQQGGQCCC ATAGTATCAT OGAAGGTATT GTTCCCTQGC TCACATATTT 120 

to GTATACTQCC COGCTTTCCT Q3GAGAGAAT ATGCTCITOC CCCACCTACT OT33CAGCTC 180 

GCGGQGACGA AGITTCTCAC TTAAGQQCAA ATCIGQCATT TICTQCAGCT CAOQCIGATC 240 

TCAGITCACC GCCCCICTTC GAOGTOCCGG CITCOGITOG QGAGACTOGT CCATCTCTAT 300 

T5 CACCICACTA TCCTCCATAT TAACGflCOGA GATCACMAC AOGCTATCCT CATOCICCAG 360 

CTTATQCTIG CGCCCCAGCA TCICAGATAC QGAOGIGGIC CTO3CTCCIT TCXXXTOCTC 420 

CTOCAGQGAT GCATCTAGAT QGIATOSATG TGATGAATGG AAAGOCIGCA ATCTOOTAAT 480 

20 GGTAACTCIC CCCOOOCTAT CATTIN 506 

(2) INFORMATION FOR SEQ ID NO: 37: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 500 base pairs 
25 (B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

30 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1009UP 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 627 base pairs 

(B) TYPE: nucleic acid 
55 (C) STRANDGCNESS: single 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 37: 

GATCATOCTA GTICK3CAGC TGAGITTTTA AAAAOGCAGT AOT3GAGATG TTTOGCITTA 60 

TOGTATQQCT CCACTAGQ3C ACGGACTGAC TTTQGTAAAC GGCTTAGCAC TGATOOOQGT 120 

ATTTGGAACG CCCGICCTAA GAAGCITGAG TTQGCAOCAT CAATGAAGQG AGOQCAAGTC 180 

GAAATTTCCC AGCCTAGAGG CATGICAGTA GGGTCAAATA CG-CTTGITC TGGATOGCTC 240 

TQCATCATGA TATCGACATA GTAGICQCAC ATATO3ATOG AGACGACCTT GCOGG3CTCA 300 

AATTTGTTAA ATIQGTTCAA TCCCICAGGC ACTTGOGIGA TAACCTCAAG TAGCX3QCATT 360 

1CTICAGQGA AATCGCCCGG TAGGAG3GCA TOGAAGCAG AGITO3ACGA ACCNCAGQQG 420 

GQQGGANICT TTGAAGGGAG AAAGAG3CCG QGAAOTQGTA CC^CICCGCT COOCMICANA 480 
AGTTOGCCCC AQCCTCAATO 
(2) INFORMATICS FOR SEQ ID ISO: 38: 
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(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1010I1 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 38: 

TOGAGGOGCT TAOGTGQGTC CAOCIGAAGA TQOQGCAGAC GQQQCAOQCG GAGCTOGTQC 60 

GQGCGAACCC CAOOGTGTIC C0CCT3CTQC T33CGAACIT TCTCAGAAAC GAICTC7ICGC 120 

TCAOOQQQGC TGCGATOGAG QQOCfiGGAAG CGAAGTTGCAG OGAOCTQCAC GTOCTAGTAC 180 

CGAAAACACA OQCOQOQCIG GQGTCTCTCC TOCITOCACA TAGTCCOCTG GQGOQQGCJIG 240 

QOGATCTTOG CAHX^CCCTT GGQGACATTT TATCG7TTC7IC OCTOCAGGAT QCACTAGAOG 300 

CGGQOCACTT AAOGACAGCT GAAOOCAAAG GAAAGOTAGA QQCTGAOCEA GTAAGOGC7IC 360 

TQGTACATAC AAAACAQCTA GAGOGOCOGG TOGALfl'IdC TACGACPGAA TTAATAQ3GA 420 

OGTACOGACT TGOQGACAAA GftGGCETCEA T3GATO0CTT GQQCTCTOQC TOGfiGATTIC 480 

CTGACflGMT TAAAGATGAC GATG^OGTAG AATGACATTT CTCCTCAQQG TCTCAACT3G 540 

GATCAGAGGT OQCSCATTTIC GAAGGAQW7T QGOTTAINAN NANA3CTTOG ATTITCIGAG 600 

GQQGCINAGN TOCAAGAAAG TCANAIN 627 

(2) INFORMATION FOR SEQ ID 1SD:39: 

(i) SEQUENCE CHARACTERISTICS: 

<A) LENGTH: 628 base pairs 
<B) TYPE: nucleic acid 
<C) STRANDECNESS : single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genendc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1010I2 

40 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 39: 

TOGAGGTCQQC GGGOGGGAAA OOCCTOCGCA ATOCK3QOCT CCAGOC30COG QCIGACTOQ G 60 

AS QCTACOGTCA AGCACTTGAA GTQQCTOOGC TCAAGATAAT CCACOGCCTC GTIOQOOOQC 120 

AGCCOGCGAC TCC0OT3CAC ATC003CGQG ATCAGCTTGA ACT000003C GCTCAGCCM 180 

TCCCCACCGG CTAGTOGTAC TCCTCT3GCA GOGCCTCGCT GCTCATCATC 240 

50 AQCAGAAAGT OGCXCTTTGT CTOQCACATC TTCATGAAAA CCTOOQOGOC CTGAGOOOQG 300 

GAGAATCGCT GCSGCACOCC TOCCACCAGC GOCTOCTCCT CCTOGQGTTG TCOGOGACTT 360 

OCACT00QOC AAGCAOCATC Q0CT900CTC C03OGCOO0G CAO0QO00QC AQGTOCACOC 420 

55 GCTGTACOCC TGNCAOGGGT ACTGGTCATT CCAOQGCQQG AACACTOCTC AAGCTCAGCA 480 
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TCTICITOGG ATCTTTCTTT GG&OGTCATC AAAATTCTQG ATTIGAAAAA OGATACAATA 
NA£3*3QCICN Q3GGTINGAAA GICACAGCNA TCAC1CIQCT TCAAAQCATC TCTCAATNIG 
CQG3GCATAA CCAATIX3CNC QGTAN3CA 
(2) INFORMATION FOR SBQ ID N0:40: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 517 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: ENA (genomic) 

(vi) ORIGINAL SOURCE; 

(A) ORGANISM: PAG101ORP 

(xi) SEQUENCE DESCRIPTION SBQ ID NO: 40: 
GAICCG3CIC GCAAAGGAGA AGATAGAAGA GCAGAAAGAA TACCCGGTD3C AGGAGITTGA 
CAAAAAGCIG TATCATAGCA AOCCCGCAAG CTACTGQGAT ATATICTATA AAAATAACAA 
AGAAAACTIC TICAAAGACA GGAAGTOCTT GCAGATTGAG TITOCCTCIC TATAOGAAQC 
TACCAAGAAA GATQCTQCTT CAGIGACTAT CTTQGAGATT G37IGB3GIG CGQGCAATAC 
CATCTICCCG ATCTTATCTG CAAAOGAAAA QGAACACTTA OQOCTIGK3G GTCOGGACTT 
CTCCCCGAAG QCCCTG3GAA TIQCTAAAGA CGTOGCAAAA CTTTAAOQOC TOGAATOOCC 
ACGCGACQGT AT33GACTTT AGCCAACCCT GATOGTCTTT T3Q0O3ATQS TCTOGftGOOG 
CATICQGTICG ANATQGNAGN AATCATTTIN GriTlTAGTDOC CIN3C203COC ACAGQGQGCC 

TATIQGANAA AGHXTTTNANC AQSGOGfT 
(2) INFORMATION FOR SE)Q ID NO: 41: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENSIH: 492 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1010UP 

(xi) SEQUENCE DESCRIPTION SBQ ID NO: 41: 
GA1CAGGACA CTAGCAQCTT GACIGAGTAT CAGCAGSAAA AGCCTAGCTA ATTGQOQOGA 
GTACAATTAC AAGTAOCICT CIGACTACTT CITIQGGTOG GATQCCATAT TITTTAGGAT 
GGCCIGCAAC GQQO0QCT33 GGGCGCCATC CAAATTTATG GACTTCAAGA GCIGTTCAAT 
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GOCCTTTATC OCAICIQCAC CGTrCTITAIC GCCGAACATG QCAT3CAACT CTTCAAQCAT 



240 



GATATCTTCT TCCICGIt3CT CTGATCCQGC GITOGTOGTC GTTK33QCAG TCTTOGTAGG 



300 



OQCCATTTCT GTAATCITGA AGCTOCTCTT TOGTCATCTT CAGACOCTOC CGPCAGGAAA 



360 



TATCAAAGAA ATQ3QCTICA CTAATATCTA OQOCICACIC TOGAAAAATC TQOGAOGC'IC 



420 



TTCATCCCCA GCTGAAQGAC CCT3ACCAGA AAAATGTCAA TOCTACTCAA CGCAACTTTA 



480 



ATNTINCAAG AN 
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(2) rMPQRMATIOsI FOR SEQ ID NO: 42: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH: 620 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MQT.FTULE TYPE: ENA (genardc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1011I1 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 42: 

GATCTGCGOG gcggatgtk: AGCAGCGACG CGTATCTAAA CAATTTOGAA GTTGTCCAAG 60 

GCCT3AD0GT TCCAATAGAC OQCICTAGCT ATTOQCAGTA TCACAAAIGG TTTAAATOGC 120 

TAGAT3CAGC TGCAGAAOGT ACAACTGCCT GGTTAGAGCT GTOGGATQCT TOGGCOCTGC 180 

AAAACTTCTA CGCTCACGAG GOCAGGATGA TCTGCAAAAA AATCATCCAG AOCAAT3QCC 240 

CCACATCTIT AATTCACIGA GTCTAATGTC CATACCICCA GEACTCACCA GTCTTriQGT 300 

TTICTGGATG TCAGATACCA GACTATGTAC TCAATA30GA CAACATTAGA TATCTAAAAA 360 

GTCTGTCGGT TTACAA1CTT AAGGTOQGCT GAAAGAAGAG AAACAATCTT OGAAAACAAT 420 

ACTAAG3CGA ATATATCAAC GTAATATGAC OGOTCAGQCT TOGGATAACA TTCOGATATC 480 

AGAGGGAGAA GACTCCGCNG NNICNGQOGN AAATTCCNCA GIT7ITOATCC 540 

QQC3SIAGCCNC CX^CNQGTIC TCANACCOCT TTTIN3GNGT TOKX34CAAT NAAGQGNGNC 600 

CTOCTGCANT TACCCTANNA 620 

(2) INFORMATICS FOR SEQ ID NO: 43: 

(i) SEQUENCE CHARACTERISTICS: 

(A) UEXXJTH: 420 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDEOSESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1011I2 
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(xi) sequence description: seq id no: 43: 
gatoictigc accagtocaa atcmogqqg tcx7tccacct ticctccata tatgatttcg 
ccgatogk7t cgctcacaag cticcagg3c accaaatcgg ggiogacatg c7iccit3cog 
ttacigcict gttcaaatat gtggtccaaa aactigctac cigogiggaa gicaccatog 
togaagicgt acticttogt gaatccaata qgogqgagac qgcacctggc catgataata 
gagiggaacc acag3aggat gaacttgcta tgaagitttr ctactqgtit gacatictcc 
agttccicig actgagtcqg ocacaqctog cagactgtgt ttagaacqcc gggctcaccc 
tcgtaogcta tcttatagit cigctgagca aaqgaaccac tagaggcttc cittqqgatc 

(2) infxdrmaticn fdr sbq id no: 44: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 732 base pairs 

(B) 1VPE: nucleic acid 

(C) STRANDEEXESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1011RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 44: 
GATCCAAAGC AAGCCTCTAG T3GTTCCTTT GCTCAGCAGA AGCTATAAGA TAGOGTACGA 
GGGIGAGCCC QGCX7ITCTAA ACACAGICTC OGAGCTGTOG OGGACTCACT CAGAQGAACT 
GAAGAATCIC AAACCAGTAG AAAAACTICA TAGCAAGTIC ATCCTOGTCT GGTTCCACIC 
TATTATCATG GCCAGGIGCC GTTCTCGCQCC TATT3GATTC AOCAAGAAGT ACGACTTCCA 
CGATOGIGAC TTOCAOQCAG GTAGCAAGIT TTTQGAOCAC ATATTIGAAC AGAGCAGTAA 
CQGCAAQGAG CAIGTCGACC COGATTTOST GCOCTQGAAA GCTICTCAQC GACACCATCG 
GCAAAATCAT ATATOQGAQG AAAQGIGGAC GACCCCGCTG ATTK3GACIG GIGCAAGANA 
TCIGCGCQGC GGATCTICAG CAGCGAOGQG TATCEAAACA ATTO3AAGTT GIOCAAQQQC 
TGACCGTICC ATAAACCGCT CTANCIATTC CCAGTATGAC AAATOQGITA AATCNCTAAA 
NQCANCIGCA GAACGTACAA CTGQCCIGOT TANANCIGTC QGATGOTQQG CCK3CAAACT 
TCTACNNCNC GAQGCCAGNA NGAINGQCAA AAAAATCTOC AGANCNAN3G CCCOCTOCTT 
TAATCCCTOG ANININMOT CCAACCNCCN TTOCCCCATC TTTraSttTITT TGTINTTAAA 
AACCAAATIN TC 

(2) INFORMATION FOR SEQ 3D NO: 45: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 641 base pairs 
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(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: 1011UP 



<xi) SE&JFNCE DESCRIPTION: SBQ ID NO: 45: 

GATCTTCACA CGCACTATTT GTOCAAGQGG CTTCAATCGT CA2TGCATIA CAOGAAGAAA 60 

CAATACTIAC ATGAGAATOG AACAATAATA AACTAAGQGT ATOG'IGOCTA ATCATTXTTCC 120 

AGATGQQOGT TQL'IUI'IUOT GAACAGTAAA TGCITOQCAA ACTCATAAGA TCTCCACGAT 180 

ATAQCAGTIG CAGGCATGTT GCTCATAATT CIGGGITITA QQOOOQGAAA GAAADOGGAC 240 

CAACCATATG TITK7IQGAT TGCAGATOCA GOCTTQ03GA ATGIGTCAGC CTOCTTGAAC 300 

AGCTTGACTIT GAACAGAATC TGCACCGCGA ATCT3CAATA CiUlLTTCftC GCAGTCTAQC 360 

GGTGIGGGIT ATQQOGGCAC ATCTTOGCGC COOGATATCC CACCGCACAG ACAATGTATC 420 

CAGG3GITIG TAQCTOGITA CTOQGAITGA TIATTTIGGT GGATCATTCA ATAAATTACA 480 

AAAATTCAAC GCTQ0GA03G ATTGTICATA GCAATAGTTG TOOQGTTATC ATTAGAAAAA 540 

CGCTIGAAAT QCCCCTCCT3 GGTCAATCCG CACGGGGCAT OTOQCAATOG ANCANK3QGG 600 

TCAATCEGAAC TCTTTOGIQG <3«3vINAN0GG TCCNNAGGGA C 641 
(2) INFORMATION FOR SBQ ID NO: 46: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LHNGIH: 653 base pairs 

(B) TOPE: nucleic acid 
35 (C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
40 (A) ORGANISM: PAG1012RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO:46: 

45 GATCCTAACC CAACTGCACA AAATTCICAG TCATATCTTG GGAGGCAGTT TACCCTIOOG 60 

CCGCAAAATA CATACTICIC CTTAGGAAAC GCTCCTC3CT CftGGACTGCA ACTOCATTGA 120 

OGftGCftGCAG AATAAOGTAG AATAGCTCTC CCAGGOCAAA TATCATCOCT CCAOGTACAG 180 

50 TCTATCAGCA GTGTACTGOG CIGTGOGAGA ACTQGCATTC ACAAGATAAG CAGAAGTAGT 240 

TCTAAAAATC AGTOGICACC AAOQOGAGQC TGCAAAATOG TGTTUTICAT TOOCATCICA 300 

AAGCATCGCC TGAAAACAAA GGCTCACAGT TOCAGGIGCC OCOGOCTGAT AACAGATCAT 360 

55 AATTTATATT TTAAGTTATA TTAACACACA TATACAAAAA GATTIGGTAG TOGATTAATG 420 
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ATGATTTQCT TAATCAGOCT TAOGTCITGC 03CCTTCTTA GCCAATCTCT TACOGCTAOC 480 

AAAGACCTIC TTACCICICT TCTTTCITIG CmCICICT TGTICIGGAAG CCTPCTCAQC 540 

CITCICAGCC ATOCCGTATC TCACCAATCT CTAMjTTQGC TCGAACTTCT TOQ0GICN3C 600 

AACAGAGTIG TAGATCAAAC OGAAACOQGT QGACTK30CA OCACCAAACT GQG 653 
(2) INFORMATICS FOR SBQ ID NO: 47: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 650 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1012UP 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1013I1 



(xi) SEQUENCE DE9CRIFTICN: SEQ XD NO: 47: 

GA1CTTOCTC GAGCGCACCA OGOOQOCCCA CACAGACTOC GAGAACCTGC TCTIOCTOGA 60 

25 QGGCACCAAA ACATGCTTOC AGATCTICAC GCAGCAQCTG GAQGTOGCCG CAQGCTCGGG 120 

CCAGQCGAAG ATCCTOGTCG GCGICGTOGA GCX3CITCTGC AAGCTOCTCT TOGAGOGOCA 180 

AAGCCACIGG ATQCAGGCCA TTTCCTCQGA GGTCAAGAAG T3XT0CAGT ACAADCACAA 240 

30 GTATGAGAAA GACCCCGACA ACATCGOGCA GGAGGAGGAG TOOQOOGGOG GOCTCGTOGA 300 

CTACCTQGTC GOGGIGQOCA ACGAGCAGAT GAAGGCCGCA GACTACQC03 TOQCCATCKT 360 

GCAGAAGTAC QGCTCCATQG TCTOCAAQGT GCAOGAGCGC ACCATCAOGA AOQGCATOGA 420 

35 GGAAGACCCT CGA03QCTTC GCAGAGCTOG CCAAGTGCAG CAACAGOQGC CTCGICGOCC 480 

TGATCTTQGA CGAOCPGCGC CGCCCCTAD3 CQGAGATCTT CAQCAAQQCC TOCTACTCCG 540 

OCAACCAGGC GCAGCAGATC GCAGACACCC TCTAOGAGTA CTTOOOOGAC ATCCGCAGCC 600 

40 AGATCAACCC TTCGrTCTACT CCAOXTCGT OGAGTOOGTC ATOGAAGAGA 650 

(2) INPORMATICN FOR SEQ ID NO:48: 

(i) SEQUENCE CHARACTERISTICS: 
45 (A) LENGTIH: 727 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EKA (gencmic) 



55 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 48: 
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TOGAOQOQGA CAGCX7TACTT CAA1CT3TAG ACftGAAGAAA CCTK3CCCTC TTQQCOCITC 60 

TTQGAGCCAC GCACAACCAT AATCTOGTOG TCCITTCTGA TTGGTAGAGA CTIGATOT3X5 120 

TACTOCIUIC TCAACTCCIT QGATAGAGGA GCAGACATGA TCAOGOQGCG CIC3GAAGAT 180 

QOOQOGTIGA AGTTAQGCCTT TCIGQOCTTT CITCTGTOQG AOGAAACGTC TOCAGACATC 240 

TIAGTACICT GCOQQQCCAC CAACTTGITC CAOQCACTQG ATIATQCTAG GTO33CCTOC 300 

GOGCTOQGCC GTATGOOCAG GTTACCAOQG ATCGCAGCQC CAGAGACGCT CATICCCAAT 360 

GTTTOGGGAG CCACCATCGT TCTCTCACAT ACCTAGAGAT TOCTTAGCCA TT3CTGATTC 420 

GCCK3GTOCT GK7TAAGAAC CTCTCTTICA NNATOIQSIAN AATCTCAATN GTCX3SIAACIT 480 

TITCANWTTC 1CGOGNCTAC GC"K3^ACCCN CmflCNNriOG TNAATOCCN NNNNNNNMZN 540 

CAANQGTTTC GCTANNTINNN TCCTANANAC NNANANNNOT CNNCNNNAAN NOOCNNOONN 600 

CACNWIOTTC NAOOSKXNNN CAANHNNNNN N^OQNNNNNN NANQCCNNNN NATNCOTCAT 660 

NCOCCCTTNZ NNNACTONNN ANOCNNNNNC TNNNNNNANN NINNNCNNNC ATONNAACNA 720 

NAACNCC 727 
(2) INFORMATICN FOR SBQ ID N0:49: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENG7IH: 635 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencndc) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1013I2 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 49: 

TOGACAAGGT GACCAAGGAG AAGTOCAACG GIGOCTOOGT GOCATIGGAC GTCCAOCCAT 60 

40 CCAAGGITGT CATCAOCAAG TIGCACITQG ACAAGGACAG AAAQQCCTIG ATCGAGAGAA 120 

AGGG'lUQCAA GTIGGAGTAA ATQCATTCCA C^QGTCAQOC AGCATMTAT AACTAATTAT 180 

GiTCEAOCAA CTCTOCTOGA TATATACTAA GTICAGAAAG TOGTGTITCA CTAGTG1TIA 240 

45 TCAGIGQQCA TAATGACTOC TCTGGTOCTC OQCTQGTGCG CAGCJCATICT TOGQGGACAG 300 

CCATGACTCC CGQQGACCAG TCAACAQQCG OGAAATICCG TICTOOQQQC OGAOCACCOT 360 

T3GACTCTTA TIGATTTCCT TXXX3GOCTAA GAAAGTAGAC AG03CCTACA TATATGACAC 420 

5Q ATCCCTGICT GGGICTTTAA GGAGCACOGC ICIGAAGAGC AGQGAAAACA OQGAGTCACT 480 

AGQCTCTQCT AOQQCTCGAG GTTTTGGAAG TGAGTi'lGNA ATTATICGIC CNNTPGAGAAN 540 

TGANAGGGGT GGAGGCQGmc ACCCGATCAA CAGAOOANCA G3CAAT3GIN TGftGIN3tf^A 600 

CACAGONTOG CGAGAAOGTG GCAANZWTCN ANQ^A 635 
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(2) INFORMATION FOR SEQ ID NO: 50: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEXX7IH: 669 base pairs 
5 (B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

<ii) M0LB3JLE TYPE: ENA (generic) 

10 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1013RP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID 130: 50 : 

AI^AATOGCTG CTAGTITATTG TTAAOCACEA GITTCTCOCC GAftGTTGAAG TACTICACAT 60 

AftCiCftOCCC CICCGAGQGA CTCATCTOCT OGTACAGAGG CCTATTCAAC TCAATQOQCT 120 

QCTICTAGIC CTCCAATOCA TCCT3CCTAT TOCAAOOCTT GIN3ICTQCA GAGGCTGCIG 180 

CCATCICCAC TCIGCGOQCC CTCAGAATTG ACTCQCTCAC GftCAGACICA ACGAAGAATA 240 

CnTTACATT AAGAGCAGCA AACTOCTCQG CGAGCATTCT (XX3CTCCTOG OGCATGATGT 300 

TCATCCCATC ATAGACAQOA AGCICTOOCT GCTCGAAGAA CTICITCATG TCOGCCTOGA 360 

25 TCICQQCTAT CAQOGTQOGC GOCACTCTGA TOOCTTOOQG OGTAACIGCT CIQGTAGAGA 420 

ACTAGICCAG CQGTAOTriC ACCATCCCCT GOQQGACCOG *X3KOttrjGA TACTQGGACA 480 

CANIGAAGGA ITCICTagQC AOCCCNAGCC ACQCOOGTAT TOOGIGEATT GflCAOCC^IAA 540 

30 CAANNEmTT QQGrTCOTOST T3^ftGG0CAC OCAC3GAOC33A OCAAAATTTT TOCOGCNTIG 600 

GAAANCCCCC O*2tfIC0CAN NNNGNAAATT 03SKX0033G AA2TTCTIN3 CCCIN3GCNC 
CNCCX3\CN3 

55 (2) INFOFMATICN FOR SEQ ID NO: 51: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 632 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
40 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1013UP 

45 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 51: 
GATCGCTTAC CAOCCCACTA GTIOCGCCACA GGAACTTGftG GITO3CTATC OQXTGACAC 60 
GAAGTATATC GACCCTTTGG CAGAAGTIGA CATATCTAAA OQQGATTK3C OGCATTTGAA 120 
AAAGCTOGGA GICAATACCA TTCGIXJTTTA CTCCATTGAT CCAACCAAQC CACATGACGT 180 
TTQCATGGAG GftGTIGAGCA AGCIQQGAAT OTAOOTCTC ATOGATTTAT CAGAACCAGA 240 

55 
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CACCTCTATA ATTAGGGAAA CACCAPCATG GGA.TCTAAAA GTATICCAGC QCTACAAAGA 300 

0GTA3TAGAC TOCATQCAGA AATACAATAA TCTICIGQQC ' I ' l T lUXUJIG GTAACGAGGT 360 

CACTAAT3AC CGCAOGAACA CAGACQCATC GICTTTICTG AOQQQGQCTA TCAGAGATOT 420 

CAAAAACTAC ATCAAQCAAA TQQGATACAG AACTCTIOOG GITOGTTACT CAOCATCGftT 480 

GAOCAQGAGA OGAQQGATCA CIQQOCTGAT ACIOOOCTIC GGIM30GIAT CTTC2£ANNC 540 

TTTTQQCATA ANITICTOOG ATTQQQOCOG CAIXXAOCTN CNGAOGANOG TTCAAG&GAG 600 

NGQCTTOCNA TTCNNGAACT OOOCTK3O0G OCT 632 
(2) INFORMATICN FOR SEQ ID NO: 52: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 602 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1014RP 



(xi) SEQUENCE DE9CRIFTICN: SBQ ID NO: 52: 

GATCAAACIG COGTCTTO3C QCAGCACGOG QOOGOGOGAG TIGGATAGGC GGTCOGOGTC 60 

30 AAAGGCCADG COGAGOQOGC CAAACTOOQG GAQQQGCTOG CCGOQGTAGC CCAGTCAOCT 120 

GATAAGCACG TCCAATTOCT AATCCAATIG CTQGTCCAGG TCACCTACAA CXTIGTTTIC 180 

AGQQGICAGG GAGTTCTTGC AGACQGTCAG OQCAGATATC GOGCCGGQQC OC7ICCCTOOG 240 

35 GATCTAGA3C GGOGTCTIGA GATAGTOQGA CAOCCAGQOC TTQGAGTAGC CTTCOQOOQG 300 

AGGAGGCTTAT TTACIOQOQG ACTTOCT3CC QOOGGOOGOG TAOQGCAGCA GCTACTGCT3 360 

GCACATGICA ATOOQQCGIT TOGTO30QOG GTOGAGQQGC AGOQOOQOOC AOGOCTOQQG 420 

40 CGTGAAGTOC T03QQ0Q0GA TCTOGCC3GG CADGOCGCAG OGCTOGAGCT CXX^CATCTC 480 

GCGCAACIXX TTGNTOGIGA ACTTOCT3QC GAQGAACTCC 033CGCC0GA TGAGAOQCAC 540 

CTOCTOGAGC GGCGCGCGCC QCAAO30CIG CAGOQOCTQC GQGOTIGATG TCQGICTC3GC 600 

OC 602 
(2) INP0SRMATICN FOR SEQ ID NO: 53 : 



55 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 627 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 
(vi) ORIGINAL SOURCE: 
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(A) ORGANISM: PAG1014UP 



5 (Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 53: 

GATCACT3TT OGQQQQGAGC OOGAGAGCAT ACTGCK3TCA TCTCEATACC AGGAGCTQCT 60 

CICGOQQGIC ATTCAGGACT CCAAQOGTTT TQCAGACAGG GACAGCACCA AGCACATCAC 120 

AGCCGAGCAC CTAGATGAG3 OQGTIQGAGGC GTTGCTOGGA GATOEAGAOC GAQGCQCQGA 180 

CQQ3GCATOG CCTTGATCTA AGICIATCTA CAGGATATTA QCTITCAAAA T3CATQGTIG 240 

GQCTACTTCA GCGTTTCCAC CATOGAAAGG QOQCTOGOQG OCTOCTTTTT GFIGAGCAOG 300 

75 AAGAQGCCCT QGAGCTGOGC OGICGACACT G3GAOGQCTA GCGOGAOGQC CTIGGOGACA 360 

AACICCQCGC AGAGCGCCGA CTCCTOOQGG TAGAAQQGCA G3AACATCTC CTOGATCPQG 420 

TQQQGOTITC OTITCCCCAC AAGGACCTTC TA3TOGATQC GGQCCQGQOG CAGCACOQOG 480 

20 GQGICGAGGA CCTOGOGATG GITOGTOGTC ATAAAQGTCA TCATCTTCTC ACTQGAGQOG 540 

ACQOaTTCCA QGGCGTTGAC CAGCCOGCTC AAOCTGACGC OGflTIGCTGTA ACOGTIOCTCG 600 

riCTICTTGC GCTIGACAAA GGOGCGT 627 
25 (2) INFORMATION FOR SBQ ID NO: 54: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENSTIH: 698 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 
30 (D) TOPOLOGY: linear 

(i±) MOLECULE TYPE: EMA (genomic) 

(VI } ORIGINAL SOURCE: 

£A) ORGANISM: PAG1015RP 

35 

(Xi) S0QUHSJCE DESCRIPTION: SEQ ID NO: 54: 
GATCCAATTC CAAACGTAAT AAOCATQGAG ACTGATGCIT CAAAGAOGOC TO3GTCTCIT 60 
40 CATO2ATCAA AGAAAACTQC AATTCTATAA TTTOCTCATC CTCTTCAATC ACAGTAGAGC 120 

TAGGAICCCC CQQQCK3CAG GAATTCGATA TCAAGCITAT QGATACOGIC GAOCTOGAGG 180 
GGQGGCCCGG TACCCAATTC GOCCTATACT GACTOGIATT AOGOGOGCTC ACTGGOOGTC 240 
45 GITITACAAC GIU3IGACIG GGAAAACOCT GGOCSTIAOOC AACTTAATOG OCTTQCAGCA 300 

CATCCCCCTT TCGCCAGCTG GOGTAAEAGC GAAGAGQOCC QCAOQGATQG OOCTTOCCAA 360 
CAGITOCX3CA GCCTGAATGG CGAATGGAOG OQOOCTCTAG CGGCGCATEA AGQGQGGOQG 420 
50 GVGVQJIGJV TAOQOGCAGC CTGAOOQCTA CACTIGQCAG OGCCCTAGOG OCXX3CIOCIT 480 

TO3CTTTCIT CCLTICCTTT CTOGCCAOGT TOGOOGGCTT TCQQOGTCAA GCTCTAAATC 540 
GGGQQCrar TTTAGGoTIC CGATTTAGIG CTITAOGGCA CXTTCX3AOCCC AAAAAACTIT3 

55 



600 
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ATTAGGCTGA TOGTTTCACGT AGTOQQCCAT CGCCT3ATAG AG90TJTTIC QOCTIGAOGT 



660 



TCAGTCAOCT TdTTAATAG TOGACICTTG TCCAACP3 



698 



<2) INFORMATION FOR SEQ ID NO: 55: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 716 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1015UP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 55: 

GATCCTAQCT CTACTCIGAT TGAAGAQGAT GAGGAAATTA TACAATTOCA CTTTTCITIG 60 

ATOGATCAAG AGACOGA03C GTCTTTSAAG CATCAGTCTC CATOGTTAIT AOGTTT3GAA 120 

TTOGATCCAC TAGTICTAGA G03QCGQ0CA O0GO3GTOGA GCTDCAQCTT TK7TICOCTT 180 

TAGTGAQQGT TAATTQOGOG CITQQOCTAA TCATOCTCAT AQCTCTTTOC TCTGTGAAAT 240 

TOTTATCCX3C TCACAATTCC ACACAACATA CGAGQCGGAA QCATAAAGTG TAAAGOCT33 300 

OCTOOCTAAT GAGIGAGCTA ACICACATTA ATTOOGTTK3C GCTCACTOOC OOCTTTCCAG 360 

TOQGGAAAOC TCTOGTOCCA GCTGCATTAA TGAATOGGCC AAQGOGOGGG GAGAG303GT 420 

TTGOGTATTG GGOGCTCTTC OQCTTCCTOG CTCACTGACT OQCTOOOCTC GCTOC?ITO3G 480 

CToQQQOGAG OGGTATCAGC TCACTCAAAG GOQGTAATAC GSITATOCAC AGAATCAQGG 540 

GATAAOOCAG GAAAGAACAT GIGAGCAAAA QQQCAGCAAA AGQOCAGGAA CQGTAAAAAG 600 

GOQGCCTIX3C TX3GOGTTTTT CCATAG3CTC OQOOOOCTCA OSAGCATCAC AAAAATCGAC 660 

QCICAAGTCA GAQGTOQCGA AAOOOGACAG GACEATAAAG ATCCAGQCJIT TOOCCT 716 
(2) INFORMATION FOR SEQ ID NO: 56: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 656 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDE2XJESS : single 

(D) TOPOLOGY: linear 



45 



(ii) MOLECULE TYPE: ENA (gencmic) 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1016RP 



SO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 56: 



GATCTGAATC GA3CTCJTGGA GAOGAGICTA ACTAGACACA AGCIG3CGAT GCAGOGAGAT 



60 
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CTAACAGGAA AGCTGCK3GT TOQGGAGAAA AGCJTACTAOG AAGAQjTAGT CACTAGTGTC 



120 
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ACCTACAAGC CTACACAGCA OCAACIQOGT TAOGAAAATC TAAATACGTA CCTCTATOCT 180 

ACAAACTACG AGGIGCGOGA ATTCCAA.TTC AATTTIGTCC ATOGIQQGIT AITCGAAAAT 240 

GTOCTCTGTC OGATTCCCAC AGCTATTOCT AAGACCTTCA TTGCCACTAC GGQGATOCTC 300 

AATTACTATT QGIGGACAGG C3QQCACAAAA ATTATTITTA CIGGTCCCAC AGG&OCACTT 360 

GITO3GCAGG AAATTAAAQC ATTOCTQGQG ATTACTOCTT TTCCCCNTTA TCATACGGGA 420 

ATOCTIUTTT GACAA3AGCC Nb^XACAG GGNACAGATT TOGGIKAAAA GAAAAOCTTT 480 

TlTl ' ma aJ NAAOOCCOCC CANIG333QG GNAANTTTCC OOJN03AGAG QGQQGACTIN 540 

NMTCCCCNNA GANNNINGGN T1T1CINGQG NNINNGNNGA N3G3STICCACC CCN3NCNNQG 600 

GQGGCCCACN NCXXOCNCNN NNQGNNITTT NN3NNNNTIN TTTTOACAAA ANTISC 656 

(2) INFORMATION FOR SEQ ID NO: 57: 

(i) SBQUEJSCE CHARACTERISTICS : 
20 (*.) LHSTTIH: 435 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 



70 



75 
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(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1016UP 



30 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 57: 

GATCCATCGA ACGIOCATTT TATAOGAOGA CATTTTTATA CAATTTTTAT TTAATAATCA 60 

GGATTTQGCA TTCOCICAAA CTOGCTGACT AGAAGTTAGC TOGTOCTAGT AGICTAGCIG 120 

35 GGCTAATGIC GACIGAATTG OCGTTGCCGG TGCTOGAGGA TTATTTTCTG TCCGCAQCTA 180 

ATCCCTiaCT GCCAGATGAA TTCCCAGIGA AAGAATTQCA AGATGAATAC TATOGAOCTT 240 

OGGAAACGAT TGIGAGTAAT CTACCQQOGC TATToITGQC GQGACAGCTG OQOGATGTQG 300 

40 TOGACCAGCT GAAQGIGCIG GAGGIGAAGA AGGAGCTGIT CGACGATATT TCG3CAGGTT 360 

CQGCQCGCAT ATTCGQQGIT GQQCITCAAC GICAATGOGT A1CTGTQGAG CTACGAQGAC 420 

GQGITOGACA OGATT 435 
(2) INP0RMA1TCN FOR SEQ ID N0:58: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 347 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXMESS: single 

(D) TOPOLOGY: linear 



45 



so 



(ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 
55 (A) ORGANISM: PAG1017I1 ... 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 58: 

GATCTTCAAA TOQGACAAAT GCAAOGCTAT TSATCTTATT OOCAGCAAAC AAGTQCGACA 60 

TGTATQGTGT ATl'mUl'lG QQCAACOGAC TGCTOGTCAA AACGGGCTTA AAA3CIGAGC 120 

TAGTTTTAAA GGCAICCTIC CAAAGICTCA CATGTOGTCC TCTCGACACT GCAAGCAAGC 180 

CCATGTCAGA GATTTTCACA TTOCTIGCTC GTATAGGCAG GITTTCAAOG GAAIGTAACT 240 

CCTIGAAGTT (XTGATATOC CACftGICICA TOGACTEATC TOCTCQGGIN TCIAGOCATA 300 

TAGTAACCTT GQCTATCTAC QGOGACAOCA GTGACGGQCC QQCTAOC 347 
(2) INFX^MATICN FOR SEQ ID NO: 59: 



(i) SEQUE2SJCE CHARACTERISTICS: 

(A) LENGtfH: 673 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECMESS: single 
20 (D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1017I2 

25 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 59: 

GATCTTCTTG GQGTOQQGCA TCAGACAGQC GTAACTAATT TGATCATICC TQGIGOGQGT 60 

GAGQCTAACT ATGATOCATT QGAAGTTAAT OCTFAOGAGA OGAOGAAGCA AAGGAAAGAG 120 

CAGGAGGOTA GATOQCTACT GAACAAAITA OCTQCTCATT CTATT3CATT AGATCCAAAT 180 

CTGATB3GTA OQGTOGACAA GOGTTCIQQG CAGATTAGAT TGAOOGOCAA AGAOC7IGACC 240 

CAAATOGCAA CTCATCAAGA CATGAAATCT AAGGAGAATA GAGACATTOC AAAAQCAAAC 300 

CXTOCIGTGA AGAGTAAGAA ATTCAGGTCT GOGTACATTC CICOGTAAGA AGADGCAGAA 360 

TGITGTAGAT GAGAQGAAGT TGAGAGTACA GAAGCAGTTA GAAAAOGAAA AGC3SINGOOCN 420 

CTIGOGGAAG CANCANQCIG CIGAGGN3AG CTANCAGNAG ATNOGANCTN OOCTGNCGAN 480 

GOGTCAGCNA GTCCACTOGC N^m^^I^JCTCA OCXTNNNATTC TILUHNNCN GANTTCAOS3C 540 

CANNNCNQCT OCXX3NNCTON NNCTINOOCN NOCTOCNOTC ACCNCNNCNC TOOCNNTTIOC 600 

NANCCCACNC CCQCNQCNCC NNOCCCNNCN OCNNNNNNAN NCl^NNCCCCC CIX2TOCCCCN 660 

NCCCCCCCNT NCC 673 
50 (2) INFORMATION FOR SEQ ID NO: 60: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 523 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
55 (D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genanic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1017RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 60: 

GATCAAQGTT GAAAAQGAGC AGOGTGATAA AAAAGAGCAT GAOQOOGATG TOCCTGAAGA 60 

QGAATITAAG ATTAAATATA CCTOGAOCTA C7TATAAGCTT GAGAATATGA OGOGTCTACT 120 

ACCACAQCAA TTAAAATATA TIO^TTTCC AAAG3ATGAG AGATTTACTC CXDGCTOQCAA 180 

GTTIAAGQGT AGCAATOQOG TTATAGTOCT ATQ33ACAAA ACTCCIGAQG AGCD3GT0GA 240 

MTAATCAAA ACOGCTAGAC AQGAAAAAGA GAOGGATGCT CCTCIOOCTG OTOOCTICAA 300 

QGTTCAGGAT GACTTAGAAT TCIGAACTGA TAATTAQGAA QOTIOGATTA TGTPCATTAG 360 

GAAAAAQGCTT AITTTTTCTA GAAAOGAAAG AACTTACTGA TIGCAGCTCT CTCTAAACAA 420 

GTATATTATG AGGTCATTTA TTICAACT3A ATCT3GCTAA O3CC0G3CAA CTAQCTCTTA 480 

TCTICTIUIA GTCACCTTAG AGGTOCT3GT CCCCAANOQG 523 
(2) INFORMATION FOR SEQ ID NO: 61: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEM7TH: 493 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1017UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 61: 

GATCTOCATC CAOGTTTTTOG CCKX7ITOCT GAGCIOCTCT GTTGACTTCAT CCITGATAQG 60 

40 OQCAATTAAG CCAGG3QCTC TGTA1X30CTA 03CAGIGTA3 AGTK3CACAA AGTOCGOCCC 120 

CGCTTIGQCA AACTOGATOG CATOCIQGOC ACTACIGATA CC^CCACATC CAACCAAAAC 180 

CAQGTTOGIG TCCTTTGTCT ATTOC7TCTAT OGTQQQCAAA GdTTTAGQG CAAAT3GTIT 240 

45 CAOGGGCTTG GOQGACAAQC a30CT30CIG GTITI'ICAGC TCCTCATOGA CPGTGTPCPG 300 

CGAGTCTGGC CTTTQGATAG TACTGITIGG AAAOGATGAT ACCCCCAATA CTOGATTTTC 360 

TTGGGOCGOC TCIGQGATOG A1TGGAAT0C IQQCTOQGIC AAATCOGCTG CGATTTTAAC 420 

50 AGGAAAGTIG GITATOGITA CF3GA0CAAG AAAATOOCNC CGTOGNCAAA GATTGGGITA 480 

GCANAACAAG NIN 493 
(2) INPORMATTCN FOR SEQ ID NO: 62: 
(i) SBQUESJCE CHARACTERISTICS: 
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(A) LENGIH: 523 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1018RP 



(xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 62: 

GATCATOGTC GAGGAGTACA OGCACTOGCT CIGOQCGIGC GIGAACTTOG COGOGIGACA 60 

15 CCCGTACTTC TTOGAOQOCA QCGTCTICAG GAAOOGGCAC OOGQQOQOGT CX7EACAGCTG 120 

CATGTTCTOG CAOQC UUl ' lG OGCTCAGAAG GTACTCTCCA TO CTQGTQGA AOGACAGOGA 180 

OGIGATOQGG OQCTbTlUCT TCTGCGCCAC CTIGAAAGAC TIGAOQQCCC GGAACOOOGC 240 

20 CAATGIGTCT TTCTTGATCC OGATACTCAT CCOG2TOGTC TTQCAGCTTC GGGICCTK3G 300 

COCTCTOQCC GCTOCTCTOC ACIQCIGQCT AGCAGAGCTC ACCAAAAITT TTATAGCCAT 360 

QQCCAGQOCA AACTICACTA ACTGGQGAAC CAOOGAOCA CAGCAAGCAA TQOOCTCAGT 420 

25 Al CTQOGTOG GTOQCAOOGT CCTG33ATCG CTACTAACCC GCACAGOTCA AGCAGATOGT 480 

GCACTTCAGC GCOGACCTOG CGCIGGTTO3C GAIGGIGCTG GOC 523 
(2) INFORMATICN FOR SEQ ID NO: 63: 

30 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 770 base pairs 

(B) TYPE: nucleic acid 

(C) SSRANDEENESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1018UP 



(xi) SBQUHSCE DESCRIPTICN: SEQ ID NO: 63: 

GATCGOGTGT AOGACTICAT GOQGATOCAC TACGITATCA OOCAGATOGT GGIGCGGOGC 60 

GACTTT03GT TCATGOQQGA CIAGCTIGGAG GTOCTOGOGC GOOQQCTOGA GCAACAOGAG 120 

TTCIGCGAT3 OCOGCATGTC TGOOGCTGTC CAAOQGGACC ACATTGOOQG ATACAC03AG 180 

CIGCIGATQC TGTATQCGOG GAAGICTOGG GATGAGAAAA TOCTOGCQGA QCICnTGCC 240 

50 TCCTIGGTCG ATAGTCTOCC TCX30GGGATG GQOGGAGOCA CTCTTCGTCA GOCATK3CAT 300 

GAAGICATGA OGTACCIGAT CAQCGAAAAC CAGCOGCAAC AQGTGCTSAA ACK3GIGGOG 360 

QGCATQOGCA AGOOQGAGCC CAATOQQCGG CCQOGCAAAT CCTCCGTTCC AGQCACCTTG 420 

55 G0GCT3GTIG TITCGQCXJIT GOGACAGITC AACAATOCTA ATCICCTCCT GAGCTTTATT 480 
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GTOCAQ3CAT ACAGAAAGAC GCAAACGAGA GIGCIQCIGG GACAACTCX3G GCEATGCTCT 540 

CTOGCATITT ATO3XGOOC TCITOOQCTC TCTCCCGAGG OQGOGAAGIC GC03CAGGAG 600 

CTOQCGCAGA TATCQCCICT GGAOCTQOOG AAQGAGCTAA TACTGAAGIC OGTAGCTGAC 660 

AGCIGATAAT CHOOSAGCIC TATCAGCGAA TCEATOOGAG AAGQGATQQC A3CHGX0QC 720 

Q3AGGAGIAC CGCGAGATTT AATCCAGCTA TTIGQGCTIT ACCSGGACIT 770 
(2) INFORMATION FOR SBQ ID NO: 64: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 735 base pairs 

(B) TYPE: nucleic acid 
1S (C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
20 (A) ORGANISM: PAG1019RP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 64: 

GATCCATGAC OCATGCTAGG TOGAAGGAGC CX7ITAOCOQC TAACIOGGAC TOCXTCTTCA 60 

ATTOCC7TIAT CAGITTOCTA TO^CAGCAC CCACGTOGTA CAACAAOOQC CCCATC^GOG 120 

TAGACITGOC CGCATOCACA TQGOCTAGAA CAACAAAOGA CATATGQGGC TICTTCTCAC 180 

CTACAIATOC AGQGATCTOG AATQQC7FTCC GQGGGTTACT GQ3CT3CACA ACCTTCITOG 240 

CCGACGQCIG TTCGCCCTOC TTCQGOOGOG AATOCTOCTC CTOGTCCTOG T^GTTCTPQG 300 

qqgccgqgic ci ' mi ' itJi ' m aaxticagat CQGOCAOCTT CTOQQOCACC TQCTTAATCT 360 

CAAAGQCTOG CITCTOGGAT TCCAACACCA GGTCATOOGG QGAGGGCTTC ATGAAATF3G 420 

CACIQGCCIG CTTCTTAGCT GCTITAIAGT TGITAGGATA AAAAACT3AG AACADCTOCT 480 

CCACTCQCCT CTIGAGCT3G GTTTTQCGTC GTICIQOGCA TCCICTCTCT CTQGAGAGGA 540 

GCADGCTCGA CAGCTGCAGT GCAGQGOGCG CTGCAGGCTT GAAGGAOGGC TGAOQCTGCA 600 

GAAGAGCCCC CAG3GCCATC CACIX3GICTT GODGTGOCTC CGTCCTTGCG GC330GQQCIG 660 

CAACAGOCTT 1X3XTCAGCG TOQOOGOQOG ACIGCTTCGC AGAGACGACA GCGTCTOCAT 720 

CAGOGAOGOG OOOGG 735 
(2) INFORMATION FOR SBQ ID NO: 65: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 740 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 
55 (A) ORGANISM: PAG1019UP 
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(yd) SEQUENCE DESCRIPTION: SEQ ID NO: 65: 

GATOGCAGAT TCATCATOQC TCTTATACCA Q3CTCTATCT TCCIOGAGGT OCTCQC3GAOC 60 

AAAOGQQGOG CTCTCTICTG TGOCAAGAQG TGCAGGACOC TQQGQQQGAT CCIU3G0CAG 120 

CAGAGTOGCA ATCIGGTCTT CATOOQCTAT OGCIGTCAGC TTMGCACAA AAGOCAGTTT 180 

TTOObTlTflS TOGCOGTCAT CATOCTQCIC GAGOGTOOTC TTCTGATCIC TOOGACCCTC 240 

TQCAAACICT TIGAGCIGOC TTOCTOC'IQC CTTGTCAACT CQCTIAAATC TCftGQQGTCT 300 

CTGfTTTCIGG CCACCGCTCC OCAAGCICIG GTCCQQCTCC AGK3CTGTIT CCftJTTOGTC 360 

GTCCGAATCT TOGAAGCTCA QQGC3GAOCAA CTTICTQGAT GTGfTTKXXTT TCACQQGCTC 420 

COOGTCCAAGG ACAGCCTTCA TCTO03CT0C TCCIGQCTAC TOCQCAGQGA 480 

TACTAQCAGC TCATOCAGGA ACTICTOCTC OOCTTAAACT TG0CAAGG3C CATGCAGCIC 540 

20 TTACTSAACT TCACTOGATC GEATOCAT3C ADQQGOQCIA. TATTGCAIAT CGQCTOCACA 600 

AACTTTCIGT GACATTOGAT GCQGATCTTG GTOGATCACT QCTICAQOQG GQGICATCCT 660 

CTTAGCTOCr AOCGTACTIG C7K7ICICAGA TCCATCATCT GTAOCATOGC ATCTTCAQCT 720 

25 TGACAGACTT CCATA.TAOGT 740 

(2) INFORMATION FOR SBQ ID NO: 66: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENG0H: 537 base pairs 
30 (B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLEOJLE TYPE: ENA (gencmic) 

35 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1020RP 



(xi) SBQUBOCE DESCRIPTION: SBQ ID NO: 66: 

GATOGOTCCT GTCTCTOQGG GCAAAGITCA GAATTGACCT AGTGOCAGAC ATGACACTAT 60 

CCTTCAAACT OCTO3GAGAG TEAGQCTIQG ATATCCACCA TGAAGACAAA AACCAGAGAC 120 

CAACAQQGGA TCCTACCAAA AT3GCCAGAA TAOOGAAAAA OCAGTOCAAT TCTCCX3GTIG 180 

CTTCADCTGG GACAGTGAOG TICATCOCAA ATAGAOQOGT AACAAGATTC AAAGGAACTA 240 

ACATIGTICC AATCATAGTC AOCTTTOCCA ACATTTCAGT AACAOGATIG TTACAOOGGA 300 

AGGACICAAC TTOCAATTGT GCCAAGTAGT TACCATGTCA AOGQGAGAAA ATCTTCICAT 360 

AGGACAGTAA ATTTTGAAAC ATCGQGAGGA CAT3GTCCTC AATATC7TCCC AAATAGAGOG 420 

CTATATCAGC TCTTOGTIGA GTOCGCTOGA CATGATCATC TTOEATGITC GAGOCTAGCC 480 

TQGCAGACAG AQGGTCCTCT OOQCTAGOCT QCAAbTlUUC AATGITEATC TOGAGGT 537 
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(2) INFORMATION FOR SBQ ID NO: 67: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 563 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEXJESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1020U? 



15 (xi) SEQUENCE DESCRIPTION: SBQ ID NO: 67: 

GATCAGCACC GTGCCCTTOG TCTAOQOCIG CTTGGACATG CHCTGOGAOG AOOGTK7ICTC 60 

GCATTTCTTA CAOGTGAAAG CAATCATCAT CATCGGCTIG TOCADCTITA TAGACCCGAT 120 

20 ATGCOGAAAC TCATCTGCAA TAGGOOGTIT CTOQCTCTIT TGCAGCTGQG GOGAACOGCT 180 

GIGGAACCGA TGAGCTACCA AATGOCCCCC AAACAOOGGA COCAGCAOGT ACTQCATOCA 240 

GTEACGQCTT Q3G0QGAGTA AAOCAGCAAT CCIGAGAGGC OOCATOGAAC GTCTAAGCAT 300 

25 TTTAAACAGT TATACGTAGT CAGOGGTTTT CCTAAAACAG GACAIGAGAG TQQGIOGAAA 360 

GAAGGCGTCA TCTCAAATIT TTCAACTITA GAAGOQCTOC OOGAAAAAGC ACOGTCACCA 420 

TTTATCTATT ACAAGATCAA CAGITAGIGG TQCQQGCAAT TCTCTCAGAT ATATCTCTCT 480 

50 QGACATQGAT ACAAGACACT CIQGOCACAG AAOGAGCAGG AGATAGCATC GAAAATCITG 540 

CAGAAQGCIG AGCK3GCTCA GAT 563 
(2) INFORMATION FOR SBQ ID NO: 68: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LE3M7IH: 346 base pairs 

(B) TYPE: nucleic acid 

(C) STTRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1021I1 



(xi) SEQUENCE DESCRIPTION : SBQ ID NO: 68: 

GATCTCAOOC TGOGCACCAT OGACAACOCT GCATAOQOOG GCGGIGAQGT CATQQQCAAG 60 

50 GCCCGIQCCC QCACACTQGA GATGQQCCTC AATQOCCTGT COQCTACCAA TGGOQOQQCA 120 

CGAACCCTOG AAACOGTQOC TAIGAACATA CGCAAAGGCA TOGITTCCAA GCACCGCAGT 180 

CGCATCCGQG AGCAOGAGCA GCIGQCCOQG GACTCCGQCA CXOTCCTOQC CAAGGTOOCT 240 

55 CGCGGAGAGT TCOGGAAGAT AGAOQCAAOC TACAAAAAAG ACATCGAGOG TOGCATTOGC 300 
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ADGACCATCA AQGCTQCAGA CQGK3CCCQC AAGAAACAOC QCGATC 346 
(2) INFORMATION FOR SEQ ID NO: 69: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENCTi: 562 base pairs 

(B) TYPE: nucleic acid 

(C) STOANEECKESS: single 

(D) TOPOLOGY": linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1021I2 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 69: 

GATCT30Q0C GGATOQCTGC GAGITCAGOG CQQOGAAGAT GICTGACTOC TQCAGAAAAC 60 

GCTOGAGCTC GATCKXTGT TCCAGCAGCT GCTKTCCTC GOQGTQQQOC GCQGCAGATT 120 

TCQQCGOGQG CTCOCTCTCT AQGQOQQQOG OCTIQ003CT GOQGATGQQG OQCAGITCTC 180 

GTQSAGAAGG aXXXTGTAG GCATCTSAOG QOQOQOGGAA OGAGATCAOG OGOGGCXjEAT 240 

QQGCOGQCTC CTQGIOGGAG CTO3CTCAGG OGOOGTOCAT TTCGGACTOC TCGIOTGATT 300 

CAGACK3TCC GGAGCGCGCG TOQOOCTOGC TCTCOQGGTC ACTGKDGCTC TOOGAGQOQC 360 

T3GT3CTICT GIU3CK3CIT TOIQCAGCAC GGGICTIGIC TACATATCOC ATATCCTCTA 420 

QQGAGQCAAA CK3GQOCTCG AAGGCCCICC OCTOGOSJCQC GACWK3CTK3 NATTTATCIT 480 

CAATTGTOGG TCAT0CND3G QQUi'lLTlUJ QOCXCAKGAA GIWININANC AGGAANOOCT 540 

AGNANNANGG TTTTCAAATT CC 562 
(2) INFORMATICS FOR SEQ ID NO: 70: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 611 base pairs 

(B) TOPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG102LRP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 70: 

GATCCT0GAG TTTGIX3O30G G0G3GT0OOG CICATITACC TAAJCCTGIC TATAGTAAAC 60 

50 AOGnTGTTGT ATCTACATAG CGCACCTGIT GTAACTTAOG CTQCAOGCAT GOGOQGGOGC 120 

AOGT00QCCA OCAGOGCOCG GTAGAADQCC TQGCOOQOGC G3DG0C0QCC CAQCATQCAC 180 

AGGOGCAGCC AOGGTTTCAT CHIGATCAGC AGGCCAGTCC ACAGOGQGOC CTOCACCAGC 240 

55 QGGATCAGCA GGAOGICCOG CACCAOCAOC TTQGOGACGA OCAGTQOGCT GATOOQOCTC 300 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1021UP 
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TCGCCGICCG CCGTOQOCTC GCCCTCCITC TCT30CCGCA GGTTCTOGCIG GOGCGOGCIT 360 

TOHTCQCCA GCQCTGCG03 GAAOGTICnT TIOGAACCIG AOTDa33GTA TOSITATTOC 420 

5 TIGQQGICCA TIQGAACGGC CAGfiGGGAOG ATTOCTOOQC T0CTTO3GIT 480 

TTTACGAAGA QGACCCTCQG TGAGAATCTC AGTTTG9CCA CIN3QCAGCC OCAGGAAGGA 540 

CCGNGAATTC AAACCACCIG AGIN3GGCGN OGGN3TAAAA AOGCIAAGTT AG7IGCNNP3C 600 

*° 611 
ANADCCNCCT C oxx 

(2) INPC^MATICN FOR SEQ ID NO: 71: 

(i) SEQUENCE CHAKACTERISTICS : 
1S (A) LESK7IH: 346 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
(D> TOPOLOGY: linear 

(ii) MOLECULE TYPE: CNA (genomic) 
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25 (xi) SEQUENCE DESCRIPTION: SBQ ID NO:71: 

GATCGOQGTIG TTTCTIGOQG GCAOQGTCIG CAGCXZTIGAT GGTICGTQQCA AT3QGAGQCT 60 

cGATCicrrr ttictagstt gogiciatct tooqgaactc toogog?o3G acctiggoga 120 

30 GGACQGIGCC GGAGTCCCQG GOCftGCTQCT CGIGCTCCOG GATOOGACIG OGGTGCTTGG 180 

AAAOCATOCC TTK30CTATG TICATAGQCA QGGTTTGGAG CX?ITCGIGCC GOQOCATTQG 240 

TAGCGGACAG GGCATTCAGG OGCATCTQGA. GIGTQQQQGC AOGQQCCTTG CXX5ATGACCT 300 

35 CACCGCCQQC GTATOCAGGG TICTOGATOG TQOGCAGSGT GAGATC 346 

(2) INFORMATION FOR SBQ ID NO: 72: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 438 base pairs 
40 (B) TYPE: nucleic acid 

(C) STRANDECKESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

45 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1022RP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO:72: 
ANND^gC^NN NNT^rjGTOG GGOGIGCTSG AATACTQGGT CTITCTGCCG GGGICKJIQC 60 
AGAAAACGAG ATTCIQ3QGA GTATCIGAAA TICITIGTTG CQQQGAGOOG TCIGGGICIG 120 
CGICAAGCGA CAGCGAGTTT GCGACAGGAA CIGAAQCTAA TTIOGTIGCT GGAGCTGTIT 
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TOQQGCTIOG ObTlTlCAGC CTTICAGGAA ATCTAGAQQG GCTCTGTOCT TTCAGGCIGA 240 

AATCAQQGGA ATAGCCT3AA TTTGOGAGCG T3AATTGAGC GGTTATATGG AACTGTOGTA 300 

CATCGNCACA CTGIACCACG AGGACAGOGA ATATCTGACA CTAGGGUGTIC CTl t JbTA AGA 360 

ACACAGTGTA TOOCXSTTClAGA TAGGTGITGA TIGAGICTAG QGPGCTAGGT ACTCTTTAAC 420 

rncAcncQG TOirnrr 438 

(2) INFORMATION FOR SBQ ID NO: 73: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGtfH: 461 base pairs 
(BJ TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) M3LBCULE TYPE: EMA (gencroic) 

(vi) ORIGINAL SOURCE: 

{A} ORGANISM: PAG1022UP 



(xi) SEQUENCE DE9CRIPTICN: SEQ ID NO:73: 

GATCGAGCAG AOGTTTTAAT CACOGATTTT TTCGGTAACA TTCAAAATAT AATTCTOGAT 60 

GACAGTGAGA TAGAT3GTCA AACTCCAGCT GGACTTA033 AATCTOGCOG GACTOGGAAT 120 

CIGCEAGAAT TCGCAAAAGC GAAATi'lTIT GGCAOTGTAG AOGCAGAGAC TAATOGCAGG 180 

CATAAAAACG TGATTOCAAG CTATOCAGTO GTAAATCAGS ATTTACTAAG T3GGC30ANCA 240 

AATOCATCCA CAAACAAAAT GATAAAATTG TQQGGGAITA TCATCTICCT GGCACTAACG 300 

TCATTAATCA TGAAGTADGC CAACACIGAA AACATATOGG GTAGTOGW3C ACTATTATGT 360 

TTCTCTTAGA AAAATGZTTC ATQCTICATC GAATTAAGGC G3CAACAAGT GCAAGGTTAA 420 

GAACGGAATT TTACIATAGG CGOGAAATTT GTATATATTA T 461 

(2) INFORMATTCN FOR SEQ ID NO:74: 

(i) SEQUENCE CHARACTERISTICS : 
40 (A) LENGTH: 213 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1023I1 



50 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 74: 

GTOGAGAAAA CAGAGCTTGA GGTCOCACTG TTCTTTTTCA CTGCGGATGT CICTCTCTOC 60 

ICCAOGACCC OCACITTCAG ATTGTGGTQC ATCAAG0GCT GCAAGTOGAC TT0GAGAOG3 120 

55 GICTCTOQGA T3GIGCAGTA CGCAAACTTC TTGTGCTTCT GATCAGOGGG GICTCTCTCG 180 
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TGTACOGTAA QCTTGOCGQG CACXMCTTG ATC 
(2) INFORMATION FOR SEQ ED NO: 75: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LE3SK7IH: 725 base pairs 

(B) TYPE: nucleic acid 

(C) STEANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1023I2 

(yd) SEQUENCE DESCRIPTION: SEQ ID NO: 75: 
GTCGAQGGAA GTAACCAATA TATTCACGAG GGCTACCTAT GQCATCAATG AGACGflTOQG 
AACCAAAGAT CGTCQGCTCC TOQGTGATAG OGCTICTCTG TOQQGTCTIG TGTQCAAGQG 
ACAACCTICA TACACX3CGAT ACTICCIGGT TAGTGTTAAT CTCAACAGOG GTGAAGTTAT 
CITCGATGAC TICAAAGAQG AGOGITITCr GAOQGAGGCT TTQGAGAOGC GAATAAAATA 
CACAAACCCG AGIGAAGTIG TOCTQGGAGA TOQOCTTGGC TCAGAAATOG AAAAGCTGtfT 
TCATACTICA GATTOCGATA TCACICTAAA TAQGATOGAG CTOGTQQQGfT TGTIATGAAGA 
AATCTTCAGT GAGOOGCADC CAGOCTTEAG GGGCAAOGTCT CCTCTOCAAA CAGOGCICAT 
QCIGGTOCAT GQCTAOCEAA CAAACTICAA AAATCAGAGT TTACICTTCT TCAAGGAAAA 
CTTTAAAOCA TICTQCTOGA AGACGCACAT GATICTIOCC TTCTAGOGCT ATIQGAAGCT 
TAGATATTIT GQQGACAGTA CAGATAGGAG CAGTAAAQCT CCOCICTTAT GGGIOTTAOG 
TCAANCTAGA AMAACTAGGG TTAAGGACTT GGAGGACTOG NTIGAAAGGC CTTOTAATTT 
GG3TAAGICA ANAGAGTTGN GC33NQCCAAN GATTCACNAG QKSGO^ATIN TCATQGCTCG 
GAATT 

(2) INFORMATION FOR SEQ XD NO: 76: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TO: 659 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1023RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 76: 
TCCCCQQCAA GCITAOGGTA CAOGAGACAG ACCCCGCIGA TCACAAGCAC AAGAAGTCTTG 
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NCTACTOCAC CATCCCAGAC AOOOCTCT03 AAGICCACTT GCfiGGGCTIG ATQCACCACA 
ATCTGAAAGT GQQ93TCGTC GAGCAGACAG AGACAT0O3C ACT3AAAAAG AACAC7IOQGA 
CCTCAAQCTC TCTTTCCTOG AOQCEAGQGA TAACAG3CTA ATACAGATAT CAGATCTAAG 
CTIOCCTOGT OCCC33CQQQG TCAOCOQGCC AQOGACATQG AQ30CCAGAA TACCCTOCTT 
GACAGICTTC ACGTOOQCAG CICAGG3GCA T3ATCTGACT GICQOOOOCT ACA1TIAGCC 
CATACATOCC CATCJTATAAT CATTCQCATC CATACATTTT OGATOOTOQC ACQQOQOGAA 
QCAAAAATTA OGG&TCCTOG CTGNAGACCT CXXSAGCaGQG AAACQCTCCC CTCACAGACG 
CGTINGMTC TITXOCAOQG O303OCC1STC TNGAGAATNT AAAGOTCAGG ATINGCAATC 
AQGTINCIOCT TICANriTOCT COCTTTTNAA ATOSITIt?lN3 GICAAGICNT CANATCAAAT 
TCCCAACATT AACAOCNIGG TTAGQGAAGT TCANKTITTCN GGQQOCNNGA TTANnOCN 
(2) INFORMATICS FOR SBQ ID NO: 77: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENC73H: 646 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDELNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1023UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 77: 
GATCTCAAAC CTCAGAATAT TCTACTICAT CAATCTOC3IC ADCTTAT3CT TTCTGA3TTT 
GAOCICTCAG TACAGGCAAA AQGAAOCAGA AATCCTCAGG TTAAGGGAAA TOOOCAGTCT 
TCGCTTOTOG ACACAAAACT TTGTICTGftT GQCITCAQGA CTAATICTIT TGTTOGAAOG 
GAAGACTACA TTOCAQCTGA GGTCATCAGG GGAAATOGCC ATACAQCATC QGTOGATT3G 
TQGACATK3G GTATACTTAC TTAOGAAATC CTCTTTQOGT TCACTOCITT CAAGQC3GGAC 
AACACAAA1C AAADGTTCIC CAATATTTTC GAAGAATGAC GftTTATTTOC CAAACAATAA 
OGATATATCT 03CACTTCCA AQGftCTTQGA TTAAAAACTT ATTOOGTCAA GAAAGAGftGT 
AAQCGACITC CTCAAAGTTT GGOQOCAAGT GAGATTAAAA AAGCATCOCT TICTTTTAAG 
AOOOCTOCAG TOGG03CJITA 1TOGAG3GAA OCAG3AAOCT QOLTIVIATC COOCTATTGA 
OQQGAGATOG CTACGACTTT GGAAAGOTAT CACATTAAAG GATGTTAAAA AGGOCGGGAA 
TCOGGOCCAC CQGOGITAGT CTCATAITCA AAQQCX^JGCT TCNtOJ 
(2) INFORMATION FOR SBQ ID NO: 78: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENCTH: 557 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 
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(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1024RP 

(xi) SEQUENCE DE9CRIFTICN: SEQ ID MO: 78: 
ATONNtTO3^N CANNHGTOQG QCQGAGQGAN TAGTOQCTCA GCAN3GTGOG CT0C3GTOICT 
GOGCAGCOGr TO3CAT3CTC GCQGATCCTC QOCTCCAATA TAOCAGAA3X3 CATCAT3CTT 
CQCTOGCTCT ATATTGAOCT GGTTGGCCATA TATGAAAAGG CGGTOCTIGA AGTTTPGTAG 
AAACTCGICT GGCTGAGATG GOGTAGOGAA CXXAAGGAAG CATTTATIX3C GQCATITAOG 
AQQCX7IQGAA ACACTAACTA QCOCCTACIT CICATCTAGC AGTOGAAGQG GCAOCTCTQC 
QGAAGGAAGC QGCTCTOGCA AO mTOLTC OOOGGATAGA GCATATOQCT TATO-Tiurr 
GATQGACTIC AACAGITCIC GAGCATATTC TATOCTQGAG GCATITCAOG CT3QCAAATT 
TCACAGCTAG ACACTOGATG GCOQCCTTAG TATCGAATQG ACAGCAGTAT AGTGAOCAGC 
ATICACATAC GACCGGAOGC ATGATATTAC TTCCTTGfrOJ ACITAAN™ COCAATCITO 
NGCCAGATIN ATTTTOG 
(2) mPORMAiaCN FOR SEQ ID NO: 79: 

(i) SEQUENCE CHARACTERISTICS: 

(A) IjENGTCH: 334 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SCURCE: 

(A) ORGANISM: PAG1024UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO:79: 
GA1CTAAA1T OCCACGCCGC 1Q0GQQ9GIT TCICTGOGAG TCTTTGCCCT GAAGCACGAC 
ATAATCGAGC CCAAACACAG CAAGATCGCA GAGAATCAAG CITATGIAAG TCTCACGT3A 
CICGANGCGT GCAGAACQGT ACOGGTICTGC ACIGCAGCTG CX^OGOCATC TCTCACATOG 
TIGTAACACG GCGCGACCGC GGCTOQGAAT ATCAAACAAA CATATGTTTC OQGCAAAAGG 
GACTOCTTCC COCAGCTOOC AOOOC3CAGQG QCACAQO30G GCAATOCAGA GIOQOGTTAG 
GGTOCOGTOG CCCCGATQGG GCAGICTOGC OGCC 
(2) INFORMATION FOR SEQ ID NO: 80: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TH: 621 base pairs 

(B) TYPE: nucleic acid 
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(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

<A) ORGANISM: PAG1025RP 
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(X±) SEQUENCE DESCRIPTION: S3Q ID NO: 80: 

GATCAQOCCG TTQQOGOOGC OQCXX?TTGTA LYll ' HJC T HJ T3GATOGACC CCGGCGIGAT 60 

GQOGCTCTOG TTGCCGTACT OTTOQCTGCT GCQCAAGTOG CACTICAGOG OCACTAQCAC 120 

CAGCTTCADG COCTCGCAGT GGTCOQCAAT TIOGCTCAOC CACTTCTTCT TGAOGTICIC 180 

CAGOGAGICC OGOGflGTOCA CXX3A3AAACA CAQCAIAATC G TCIGTOIG T (XGACTAOGA 240 

CAGOGATCQC AACOQGTCAA ACTCCKXTC CCCAGCAGIG TCOCACftQQC TCAQOGfKSAT 300 

CTQCTOCTTIG TCCAOGAAGA TGICATOGAT GTAGTTTTOG AATACCCT3G GCTOCTTACAC 360 

CITQGGAAAG TACCTCGCGT GAACAOGTTC AACAGOGAOG 1CT1UOOGCA AGCAOQGTCT 420 

OOGAGGATGA CGATCTK30G CTOGATAGGA TGCTTOGAOG AOGAGCIDGA CCACACAGAG 480 

GCA1CITCTC TTTCTAGAGC TQGTGGIGGG AGCTOCICIG ATOOCAGTOC AOGCTACAAA 540 

TACAGOGTTT GA3AOGAAAT ACTAGCTOCT ACTGTCCTIT CTOTCTGACG AQGTOCAOQG 600 

CGCATOCCCG TTATAACTGT C 621 
(2) INFORMATION FOR SBQ ID NO: 81: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 522 base pairs 

(B) TYPE: nucleic acid 
35 (C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 
40 (A) ORGANISM: PAG1025UP 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 81 : 

45 GATCCCCATG AGAATGAGOG GATCTTOGAT AT3G03G0QG CACOCQCT3G TAAAAOCACC 60 

TATATAICTG CCA1GATCAA GAACACTOGT TCTOICITIG CAAATGAOGC CAACAAGQCA 120 

AGAACGAAGT CCTTGkTTGC GAATATICAC OGTCICGQCT GCAOGAATAC AATTOICTOC 180 

50 AACTACGAOG COOGOGAATT CCCTAAGoTT ATOQGTOGAT TTGACAGAAT TCTACITCAT 240 

GCCCCTD3CT CAQGTACAGG TGTTATOGQC AAAGATCAAT CTCTGAAAGT AAATOGTACT 300 

GAGAAGGACT TTATGCAAAT TCCACAOCTG CAAAAGCAAC TCATATTATC TQCAATTGAC 360 

55 TCIGTIGACA GCAACTQCAA GCAOQGOGGT GICATICTCT ACICTACTIG TICQGTTGOG 420 
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GTIGAAGAAA ACGAGQCCGT GCTOGAATAC QCCTACTSAA GAGACCTAAT GTCAQCTCIT 480 
GAAACCGGCT GQCTATIGGT AAGGAAGQCT CACTAGCTAC GA 522 
(2) INPORMATTCN FOR SEQ ID NO:82: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 508 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CNA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1026RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 82: 

GATCCAATIG CIOGTCATAC ATACQCATTA ACAGATTTTA TTACTA3X3TA TCCAAOGTIGA 60 

ATTCCTATAT GTACCTTATT ATQGGriTICA TAAAGATGCT TTAATTICIT ATICIGAATC 120 

CXSAGICGITr GACOGGOGCT TAGACT3GTT ATOOCTCTIG ocatccttit TCTOGAAAAT 180 

GAAAATTC7EA GCITCACGCT OQGCTOCAGG CTTACTOGTCA TGCTOCICAT TSTTAGTIOT 240 

CCTATCACQG TATCCTOGGA AGCTATCOCA CIGGAATTIG TOOGAOCICT CAAGCTTTAA 300 

ACCATCCTCC TTOQCAACTA CCTTAGGCIG QCAAGAATOG TATOGATCAC CGGCAAATAG 360 

GGACAAAATG ATCCICCCCA TATCATCAGA TCATTGITCT TTTTOCTACr TCATATCGGG 420 

AAAGATOGQC AACAACTACC TICTTATICG OCAGCITGAT AGITCTTTAC AGCTATCAAA 480 

AATATCCCGA TAGAGCTCIG AGCICICT 508 
(2) INFORMATION FOR SEQ ID NO:83: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LESJCTH: 594 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1026UP 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 83 : 

GATCTAQCAG ACTAGACICT CTATOGCATC AAGITTCICT TITCAAGICT GGCTTICTIG 60 

AGCAACCTOG TGOCCCEATA OCTGHXTICAG AOGCACAGOG AAGCAGAOGT CTATOGACGA 120 

TOICGAACTT ACAGACGAAA AAACAGCGCC OXCAGCTAT TOCAGAGGCA GACGTATCAC 180 

TCCAGGCTAT CAAGAAGCGG CX3CATOICOG OCAGCTCTIC TACCTCCCGT AAGTCGGGTT 240 

CTGCCCAGCG TATEACTGTT GPGCCADGGG OOGCAGCTIC AGAGICATAT GIGGITOCAC 300 
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CIGCTQGTGC TOCICIGAAG AAAGAGTCIG OQGAIGACTT ATTTCAAACG ACTCCITCCT 360 

TTTATCAAOG TTACACTATT TCCACACIGA AAGAAATAOC GAAAAACA3T QCAGATCAQG 420 

ACTCTOCCCG ATATAOOGTT AAOGAGGATA GCATCACTAT QQCTGACCTT TOCAAAOCIC 480 

TATTCCCGAT AGGTCGAAGTA TCTGATAATT TCAOQQQGOG AAAGAAGCTG CAAAAQCCAA 540 

GATOGAAQCT CGGAAGAAGC GCCQOGAACT COGACAGATC GCTAAGCOIC AATC 594 
(2) INFORMATION FOR SBQ ID NO: 84: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTEH: 454 base pairs 

(B) TYPE: nucleic acid 

(C) STKANDELNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1027RP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 84: 

CATATOGAOG TACTCTOGOG TTICTTCTTC TKX7ICAGCA GGAACQCOGT OOGOCAIAQG 60 

CTTACTGACT TTCACAGACA TGKI'ICITIT GCTOCAAGTA AACTATATTA ATQGOGCTCT 120 

CAAAAATQCT AATAGTAOQG AAAGAGCAAC CIGAGAAGOG TOCAGQQOCT GOGATAAGOC 180 

GTinTADCT AGAQCAGTQG ATACAGCTAA TCTTOGAATC AATQCAATGG CTCbTCICAG 240 

AATTCTCOC3T TICCAT3QQG TTATAGTOCA GCCTATATOG OCTCOGCATA CTATTICTOC 300 

AGCTATGGTA CAGACAATNC CIGOOGATTG QOQOGAGATT AAGAGTO0GA GCATGAATAT 360 

GGTACCT3CC GCTOCTGOCA AAGTGTTTGGA TAATAGGTOG TGEATC3GTCT ATAGATOOGC 420 

ATCGATGGCT TQOQGQGTCAT CATACAGIGC GCTA 454 
(2) INFORMATION FOR SBQ ID NO: 85: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEWjIH: 446 base pairs 

(B) TYPE: nucleic acid 

(C) OTRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA ( genomic } 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1027UP 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 85: 
GATCAAOGAG TAAAAATQOC AGGTCTITOC GTTAQCTACG TGTCATCACT GCTAGTTEAT 60 
QGTTTQGTAC GGCTGCTGQ3 GGGOGCTTTC TOQGAGGTTC CAGOGCICAT AOGTTATOIG 120 
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AAGATCCTIC GA3CC3GAGG GITCOGAGAA GGAATGQGftA TCIQOCAAGC AGGftCITOCT 
GATK3OTICC AGAACGTCQC TGACT3ICTC AAATATGAAA TCATTOQQOG AAACTTAQCT 
TOCTAOGGAG TCCAGCATCC AGAAOGTOOG Q03GAAQCTA GCTGAGGCTC GATCAGAOGG 
TO30QGAAAT CCnOGATCC CAGGCCAAAG CftGAQCTAQC TAOCAGCTTT TAATCTGOOC 
GCCTACTAAC ATCATATACA GAGAOGTIOC AGCTCAAGAG TICATCAAOG CTTACXXTIC 
TTTICTIQCA AAGACAAGGT AAGTCTG 
(2) HSIFOHMATICN FOR SEQ ID NO: 86: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 551 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOJRCE: 

(A) ORGANISM: PAG1028RP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 86: 
GATCATOCAA ACGGAGftGAA QGAGAAGAAG TCTAftGAAflG AGGGCACTAA AGAGAAGAAA 
GCCAAAAAGC AGGAGAAAAA GGAACTGAGA AACATCATB3 AGGAGTQCGT TGAGCAAAAT 
AAGC7EAGCAC TCATAGAAAA GCT3GAQGAA GAAAGAGGCC GCAOGAAGGA GAAAGADCTT 
GACATCAAGT TCAGCTATO3 GGAAGnTTCG CCAGAAAGTT TT33CTT3AC CACCCCT3AG 
ATATTTATQG CTCACGACGC TQOCTIGAAT GACTATATPG G0C3CAAGAA ATTIGCAOCA 
TATAGftGCAA AQGftGOTGCG CAACAAAGAT AAAAGGAAGG TCATGAAG3C TAAGCGICTA 
AAAGAATQGA GGAAAAAGCT GTTCAATAAC GAAAATQQGT TOGQQGATGA GGATGAG3QC 
CTIGATACCC AG3CQQCTCC TAAAAAGGAG AAAAGCCC7IT CIAAGCACAA GACAAGIAAG 
TAATATTACC GTCITIATCT AOJI'iUIGCC CTAATIATAT ITTGCTATAC ATATATATTA 
ATTTAAAdT T 

(2) INFORMATION FOR SBQ ID NO: 87: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LSSJ3IH: 628 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDETNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1028UP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 87: 
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gatcogo90c oggcacaggc ctggcagcac ocatcqocgc atocict3cc taagatgict 60 

cagaa3tacg ogqooqctca oq0g9q0gcc agoooctcca toctttiggg ocag3aagcc 120 

ttccacgagc tgggogactc gccto3catc tcaatgeaca tciogcooca gacocatagg 180 

cicaagggca atgg0o3gta cctotigcog aooqcticta tcioogaooc tioq3k3ctc 240 

ggigacacog qco32cct0c gtcttctcag tcaitgacat oqcacctict g0giacoco3 300 

aactttaaca tgaatgacea tctgcataac l'i'itlcagqc ccicaocaag aatagaocog 360 

ocaggtagct ctgggaatat ataqqooctc qcacacattt ag0qcacagt aiactagcta 420 

atcctacatt ctctctcata gtaatgocta tcicaqcaca ociqoogtat aatttcatta 480 

tticctgitt cataaatgct gacatatsic aogtoqctgg atcagcaogt gatoqcaaaa 540 

ttcttatgaa tcaqoctgtt catctogtca gacaatacat tatacaogca txxatcicic 600 

qgtatgatac ggactcictc acact3ga 628 
(2) informatics for sbq id no: 88: 



(i) SEQUENCE CHARACTERISTICS: 

(A) UEXJZTH: 655 base pairs 

(B) TYPE: nucleic acid 
26 (C) STRANDECNESS : siirgle 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EWA (gencrnic) 

(vi) ORIGINAL SOURCE: 
30 (A) ORGANISM: PAG1029RP 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 88: 

35 GATCCTAACA CTCTGGAGAA GTQGAAAGAG CTAGIOOCTC OGAGCTCTAA AOGATQCATG 60 

GATGCGCTTC ATCACAACCG CTACGACAOC QOOGAGITIC OQGAGCACAC GCTOGAGGAT 120 

OP30GAAAAG GGGTTOOQOG OGATQCAGIG GTATAOCATA TTGOGOCACT GIGQCAATTT 180 

40 COGATOGGAC TQGATQGQOG OGTOCTOCAG AGCTCAAAGA AGGTTTGOGr GCTATTCTOG 240 

AAGATCGATA TQGTOGTQCA GAGAOOGTCG CACATGCOQC AGGAOGTAGG TQCATTTTIT 300 

CAGAGCTIGC TTTATCATGA CCIOCATGTC AAGATCACGA ACTTCCGCIT CTTTTCIGOG 360 

45 CIGAAGCAAT GGAACATOCA GAOGGTOOGG AAQGL'ICIGA GTAAAGAAAG TTACITACTT 420 

GQ0Q9GCCAA AD3QGGQCAA GTOoTCATTG ATCAATOOCC TGATCAAGAC TOX1GTXTAC 480 

GAAACTCQQC GICICGTATC CICAAAGCAG TOCTCIGOGA CCCCTX3COGA CCTGCCTOCA 540 

50 AAAGOGCATT TOSACATOCA TXCTGOOGGT GIGAGCACAA TACOGAACTT CACTOG0CAA 600 

OCCAGCAATA OGATATAAAG GGCAAGATCT CCACXSATTIC CAG3CTA00G CACAT 655 
(2) INFORMATION FOR SBQ ID NO: 89: 

SS (i) SEQUENCE CHARACTERISTICS: 
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(A) LENGTH: 638 base pairs 

(B) TOPE: nucleic acid 

(C) STOANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL, SCARCE: 

(A) ORGANISM: PAG1029UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 89: 

TGTTTTOCAA CITOGTOOCT GACGOGATAT CICAGCXTTT GOGTOCIGAG 60 

75 CATCATTATC AQGTCAACAA GATGOQ003C GOGCICTCCT TACTCCAAAA GCICTATATT 120 

A3GGATAGAA GGAOCAATTT CCTCTCQQOG GOCAAQQGQG AOGACTICTG GCTCATTQOG 180 

GATACCACGG TCAAAAACIG OGACATTACA TCTCTOCTIC TTTACTTTGA TCAGTICTAC 240 

20 AGAGAACAGT TOGATITCTT OCTGOOQCAG GGCOGTOCTC G3CA03AQGT OXCAGOGGC 300 

GATCTCCTAG CGIGQGAAAA OGA.TATAAAA CTAAAGTTCT TTAG0GAGAA GTOATCGAAG 360 

CAcarITCCT QGQGTICCCT TOOCCTGOQG AAAITOGAAC TOCTACTGGG OGCTCQOTTT 420 

25 _ rTW _ v - v - v ^„~ ^^v-vY^r- TW,&aAnrr TCATACAOCA OGAOOGACQG 480 



CTCITOCCCT TTQGCGAGOG GCTGOCCTAC TTTCAAAOGC TSATACACCA OGAOOGACGG 
COOTTOCAGG GACGCCACAC AQGACCAGCC nOOQGCIQC OCGACCTGTA CITQOOGriOG 
TCGCQGGGGC AGCGIGOGAT TATCTOCAGG AACAACATCC TQGAAGATGC ATACSAGGOG 



(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1030RP 



45 (xi) SEQUENCE DESCRIPTION: SBQ ID NO: 90: 

GATCTGCTTG TTGCGCAACG CITCOCAATC GATCTQGCTG AGAAAGQQGT GQGCQOGGAC 
CIUIGCQCCG TCGTIGACCG CACQGAGQCG GIGCTTQGGA TIGOGGTICA AAAGGOOCTT 

SO GACAAAGGAG CGACCTTCCG GCGATAGCAC GICOCIGQQG AATTPGAOCT TQQCAAACGC 



CTO3AATATC AAGAOGCCCA QOGAOCAGAA GTCAACCATT TTCGIGTAGC QQGICICATC 
55 GAJ3CAGCAGC TC0O3CGCTA GATACTCGCT GGTACCQCAG AAOCTATTGG TOCGATOCTT 



540 
600 



30 TATTATCCGC TGQGOGAAGA CITTAAGGAC CAGCTGGC 638 

(2) INFORMATION FOR SEQ ID NO: 90: 

(i) SEQUE3SCE CHARACTEIOCSTICS : 
35 (A) LENGIH: 688 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 



60 
120 
180 



AATCTICTCG TACATOTICT GGITGTCCTC TGCAAAAAAA GGCGACCAGC CACAGCACAT 240 



300 
360 
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TAGGrrOCGCT TTTGAGAGQC OGAAGTCACA TAGTOOGATA TTGOCGTTQG CGTCTAAAAG 420 

GATCTTTTCT QGCTIGAGGT CGOQGTACAC GATATCATTA TOGTGAAGGT ATTCCAACQC 480 

5 AAGCAOCAAC TCQGCAATGT AGAACTCTOC COGCTOCTOC GQGAADOGAC Cl ' lLTl ' Il ' lU 540 

AAGGK30CAG AAAAGCTCAC CAOCX3STICAG GAAGTCAGTC AOCAAGTATA AGK7IGT3QG 600 

CGOTTGAAAA GAAAATTTCA AOCAACAATC AAGQGACACG ACITB3AGCA GTAOGAAOGA 660 

^ GATGTIOOQC TCAOCAAXAG TATGTOCA 688 

(2) INFORMATION FOR SEQ ID NO:91: 



75 



20 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTCH: 751 base pairs 

(B) TYPE: nucleic acid 
<C) SIRANDEXNESS : single 
(D) TOFOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1030UP 



2s (Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 91: 

GATOGMTOC CTCAGCATCT TTTTCOCTAT GCIQCAGGTT TTACATOGTC ACAITOOQGA 60 

TGCXTGAACTA AAGAADCTTA TGTCTTTGAA ACICTOGAAC ACTEAO3G0G GAATTCCK3A 120 

30 AOGCTGGCTA TTCACTACTC TCTACAAGAA ACAGCAAGIT AOOGTAAATS ATAGOGIGCA 180 

GCTCGACTGG TATCXTTTAC Q3CCAGAGTT TCTAGAATCA AOCTATTCOC TITACAGQQC 240 

CACTAAAGAC GCATTTTATC TGAATATO3G ACGAAGCATC CTOCAGGCTC TA1CAADQCG 300 

35 CTTTAAAAOG AAATO1T3QCT TTOOQQQCAT ACAAAAOCTC ATAA03QGAG AGCCACATGA 360 

TAQGA1GGAA TCXjITCCTTT T3QQ0GAGAC CTTAAAATAT CICTATCTCC TCTITCADGT 420 

ATCCAATGAA TTGCATACAC AAAAAOQCAC TAAOCAAATA TITAQCACIG AGQOQCATOC 480 

40 ACIGT3GTTG ACTOCCIOGA TGAAGQCTOG CTAOGAAAAG AACAAGTACT GIGAAAACGA 540 

OCTCTATATA CAGAACTIGC GTOQOCTACA GGAGCTIGAC CAGCIGAAAA GCOGTOOCAA 600 

TTCATTCACT GCAGAGGAAG CCATGATACC AGCTICAGAT TTCAAAACAG AAGACTOOGA 660 

45 GGAGTCTTTG AAGGACOQCG TIGCAGOGCC ATACTAGAQ3 CCTACACCTA GATADGACAC 720 

GITOGTGGAA CATGCAGACC TCTOGOGACA A 751 

(2) INFORMATION FOR SEQ ID NO: 92 : 

50 

(l) SEQUEXnICE CHARACTERISTICS: 

(A) LENC7IH: 646 base pairs 

(B) 1YFE: nucleic acid 

(C) STRANDECTJESS : single 

(D) TOPOLOGY: linear 

55 

(ii) MOLECULE TYPE: ENA (genomic) 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 386 base pairs 

(B) TYPE: nucleic acid 
30 (C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: INA (genomic) 

(vi) ORIGINAL SOURCE: 
35 (A) ORGANISM: PA31031UP 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1031RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO:92: 

GAICTTAGIA ATCATCACCT GATIQGATTA CXGCTIUIGC GTTTIGCTCT COQCAAAGOG 60 

ACATTTACAC G3GAAAAGCG GIGAACTOOC GCCGAAACOC AAATACTQCT ACACTA3GAC 120 

TATAGftCGAC AATGTQGATG AOGTGMCAC ACTITAACTC TAGICTACAA TCAQGIGCAC 180 

ATACCTTCIC TCCCACCCAC ACATEAAOCA TITATI ' I U'I G GICAOGTCAA ATGAATOGAT 240 

GCATITTATA ACTOCAGGTT AGITGftGQCA TCTQQOCAAC GATCIOCIGC GACAGCATIC 300 

QQ33CACGQC GCGTCATGAG TGATTOGAAG GftGQCACAGG ACT0CA03GG GOGIGTITAC 360 

TACTATAATT CGAAGQGGGA AA0GTCAT3G AATAAGOOCA ACGACA03CC AGITCAGCIG 420 

GAAOCGCGAC TCGAAGAATC TQGCTOGAAA GIQ3CAAOGA CQGAQSACGG TAADGTOIAC 480 
TATTACAACA GQGAAACTGG OGAAAGCA3G TQ3GAGAAGC CGGAGTIQGA GOCAGOOGAG 
GAAGIQCCCC GQGAAGARGA QGAAOGOGOG CCQGAGGARG AGAAGAAOGA GCOGFTOQGCT 

GCTCARGAGC OOGQGGTOQG GATOGAACIG CTQCTCAACT CAAACC 646 
(2) INFORMATION FOR SEQ ED NO: 93: 



540 
600 



60 
120 
180 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 93: 
40 GATCANOGAN CAGCAOQGAC AAATATAACA GCAGCACGGG CATTICTCTA GTOGQCTGGT 

GYWTOIGIC CACCGTGACG CTOQCGCTOG QCTOGACTGC AAAAACOQGA GCCACAAGOG 
TOOGCGICCG ACGQQGAAAG CIGOGATQGT GQCAGCAGCA GAGAAT3GGT GCQQGAGTGC 
45 YAGAQCGoIG CIGQGftGCGC GCGGACQCGC GCAOGCTGQG OGCQQOOQQG CTCATOCK3G 240 

QQQOQGCATA CQGAA1CAAG AAGQCACAOG OQOGGGCGCA GCTG3CGATC CAGGTGGQQC 300 
GGCTGCSCCG CCTOCGIGAC GTGOQQCTGC QCCQCQQGOG OGrTCCCQCTC CIGQCKGIAC 360 
50 AOCCOQGICT QCTGAACnC GOCTAC 386 

(2) INFORMATION FOR SBQ ID NO: 94: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 775 base pairs 
55 (b) TVPE: nucleic acid 
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(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: U$A (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1032RP 



10 



15 



20 



25 



30 



35 



40 



45 



50 



55 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 94: 

GATCTTTAAC CICIGGACTT CAATCITCIG GGTAAAAGCA CAAGTTTAGA GATGTATGAT 60 

CCAAGCAOCA AACTACAGIC TO3AGACAGC AAAATAATOC TACTTATATA AACIGAAOGT 120 

TCCAATTCTT TAAAAAATTT ACTAACTTOG ATTAA3O0Q3 OQ003GIGAG OQOCICTCTT 180 

ATTAGCTGAG TCATOCTGAG GGTTPGGCTA GGAAGCAIOC GCTC7ITACEA aTTATTTAOC 240 

AAGQCACAGO AAAATCTGGT QGTA1TCTTG ATTIOGGOGG OTTTTTCTAC ATTACTOCAT 300 

AGCTCATGGT CAGCAATCCC GT1CAATGGA CATTTOCTCA ATOGIGAGIC TTCCACK3GA 360 

CITGAAATOC OGCAGGGATT TIOQQCTOCr GGCTCAAOCA QGTT03COCGG ACAOCTACAG 420 

OOGAAAAAAT TGCIQCTTOG ACTAQGTCCG CIGAOGTOGA CATOCGAGAT GACTTTAAAG 480 

T3AIACATIA AAADCAGG3C TGTATGAACT CAQCAAAGGT CICTTITATA CAGTGTOCAT 540 

ATAATATTTC GOGOQCITOC AATEAOCICA TOOCAGGTAC TOCTAAGATT O30QGTO0QC 600 

GAGOQCTGTA GGrTATTOCIT GCTAA3TAAG TICT0GAIOG CCTICTIGAT AGAGATAOCT 660 

TIGCATTIGA COGTTOIGAG ATTOQ3CIAT GCATTCCTCA CCAAAGTOQC ATCAGAGACG 720 

ACOOb TlT GC TTTCATAATT CTGACGATAC AAGCTTCAGA ACAATIGCTT TCTIG 775 
(2) LNFORMATICN FOR SBQ ID NO: 95: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 720 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOJjOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1032UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 95: 

GATOOQGAAA ATAGACTACA TCTGCOQCAA GCAG0GCX3OC CTATCTOCAT TICTCTTCTT 60 

GGIOGTTC7IC ATGTGGGTCA TCAOGITCAC CATTAGCATT CTAAGGCTAG TQGAAOGQCT 120 

GAGTICACIT TCACOCAGAT AAAAGTTAAC AGGACAAGIG AAAAAAAADG GQGATAAAGG 180 

CATCAGTTAT GTAATAAAGA GCTATAOQQC AATAAACATT TAAGTAACTA OCAIGCTATC 240 

TCCAGGCTAT TACTAGGTIT CXCIGAAGTT TOGAATGIQC CITOGTEAOC 03GIGTCCAT 300 
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GCAGGCTAQC QCGACAAGAA AAATOOQGTC OCACCCATTC CADGATTAGC GGIGQCAAAA 
GICCTAAAAG TTAQGCAAAT AAACACATAA CCATCCCTCA AAAAGQOdT GAGCAAGGCT 
ATCGGGGGTPC AGAGCAGGIG TAATATACAT TAGAACTGAG OGATGAAOGA TAAATK300G 
AGAGCAGATC ACTP3GAAGC CACTK3GAAC TTICTGGAGC OT3GTATCQG GCAGATCCTC 
QGCCQQGATC GGICGCCCCA TGCAGGQOGA GIGCAGAAAC TGCTCPCAGC TG0GAT3TAC 
ATGGATGTCT ACAOGGCTAT CTACAACEAC TOCCTCAACA ACTOGOGGTC CA0CGO3CAT 
TnCAGlCGG ACTCQGCGCA AOQGCACTOG AAQCAGICAT OGATCCIGGT CGGAGQGAGA 

(2) INFORMATION FX3R SBQ ID NO: 96: 

(i) SEQUENCE CHARACTERISTICS: 

(A) liENGOH: 602 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: USA (genaidc) 

(vi) ORIGINAL SOURCE; 

(A) ORGANISM: PAG1033RP 

(xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 96: 
GATCTICTOG AACAGGICGC OOCOCTOOC3C CAGCTQCATC GOGATOCATA GGIACICAOG 
1GACACATTC CAGICCAGCA OXTCACCAC ATOTOGCTGC CCOGCQCACC GO?iCIGCAG 
CACCACCTOG CGCXJTCAGAT OLUOJIOOST CATCCCTOGC GCITIQCAGC GCTOGACGIG 
CACGAACTIC ACAGCCACTA TOGICIQOGG CTCTGOGOGC AGOGAGGGGG TITIGAOGAA 
CG2GAACOIG CCCTQCCCAA TOGICIOCOC GAGCTCTAGT TCCTTAATCT CCG3CAGGCA 
TICAGCCTOC GAOGACICCA TAGEAC3COCA AAGIOC7ITOG ACGQCCTIOC AQ3IQQCCIC 
TAAGTGCIGG TGATOGITOG TTGAAAAGTC ATGCCCCAAC AATAGICTGA AAAACGGCAA 
AGIGGQCCTT ACGGGGGGAA CAAAACAAGT GCTAACTACA CQ3AAGCAGG AATTAATTTG 
GGAAGIGGGC TIGGAGCACG GTATAGGACT ACCGGAQGTG GATATCAGT3 TCGAACAGGT 
GICIQGIGCG CACGQGTGCG AAGAACAQCT GGCACGGTIT GAACGCAAT3 TOGAGGCGOG 
GA 

(2) INFORMATION FOR SEQ ID NO: 97: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TH: 683 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: IMA (genomic) 
(vi) ORIGINAL SOURCE: 
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(A) ORGANISM: PAG1033UP 
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(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 97: 

GATCCQCGIC GTOGAAAACA QGICCTTGGG GIGCGATACC GCCAGCAOCT TOCACGAGGT 60 

CCQCAOCAQC TOGTCCTOGC TCTOCAGOQC OC7IGATCATG TCXHOCAOOG AAAACACCIC 120 

CAQCAOOGIC TCAAAO330G CAAGCTTCAC CACIGIGIOC AGCAGOGACA GAAQCOOQCT 180 

ATAGTCCAQC OCACICATCT (XCCIQCCGT GAGCAOdTT TTCftTOOCXXS AGAGTAGIGG 240 

OOGTGOGTCT QOGIOGAGAC GCACCATCAC CCCCAGGTTCG AGCOGCAGCA TCIOCAOCAG 300 

OCXXjTTCACC GACCCCAQ3C QCTGCTCCIC QQGCGCCTCC AGCACATOOG C3CAGOTQQCT 360 

CATTCOTrCC TGGATCCIOC ATIOCIOCAT OQOGATATOG ACICITOCGA ACTAGOCTTT 420 

TOQQOTTIGr AAAACTAAAG QQCALV1T1C CAQCACTTOG CCACTIAATC TOGIGAGQCA 480 

CAGAACCQ3G GCCCTATCTT GCCQGAGTCA AGGCTIGOCT CGCTATATK: CGACTICftGG 540 

AAGCTGCAAG AGCICAATOC AGATOQGTIC CAGQCTAAOG TICTAACATC GAAAGACCAC 600 

CIGA1GAACA CAG1GIGQOG QGAQGAGCIT CIGATAGAAG QQQQOGACAA GCIGCIOGAG 660 

OGATIGAQCA OCAAGSAGAC QQG 683 

(2) INFX33MATIGN FOR SEQ ID NO: 98: 

(i) SEQUENCE CHARACTERISTICS: 
30 (A) LEN3IH: 653 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 



20 



25 



35 



40 



45 



50 



55 



(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1034RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 98: 

GATCATATIG GTCTTO30GC CAGCATOQOC TCTTCIGGIT CIGAGOCAGT AGTATGATAG 60 

CATGCCGCCG ATGAAOCTQG CAATOGAGAA ACTAGGIGAG TIGTACATOC CGAO30CAAG 120 

GGCAAOQOCT GAGQGEAACC ACTGQQCCCA TCTGTACTIG TOCTTATCAA TACAATICTT 180 

TAOGAGQGAT ATCACTGCAA AGAIGCITOC TAGGATGATC GAACATTOCA CTGCCTATOG 240 

T3GGAGIG0C ATAOOCATGA CCAGAOGIGC GCAGTCTATC CATACGAAOG CAGTK3QGAT 300 

CCGGAATIGC TGGCIGQQGA TTTOCTAGAC CTTCTICTAA AAAATGTEACA TIACGCTAGA 360 

CAACAOGATC GAOCAQCK3G OGCOGATAAT CIGOQCGGEA AACIGAGOCC TAGGAGAAQC 420 

AC0GA1TAAA TGCCCTCTCT TAAGATCTIG CATTAAATOG CCOGCTIGCT GAGOGOOOQC 480 

CICAGCTATA CTT003QCAA OCAAATTTAT TAATACAGOG GQCTIGTGAT OCCIGGCTAC 540 



BNSDOCID: <EP 08661 29 A2J_> 



523 



10 



15 



20 



25 



30 



35 



40 



45 



50 



EP 0 866 129 A2 

ACAAGAGQGA AAATGAITTG AGOCAGCTCT COGATQCCQC T3AADGQGIT GAGATOGGOT 600 
TCCCCAAGAC CO3GACG0QC AAAATOGATA GAAAGATGCT ATAAQGAGAG OCA 653 
(2) I1SIFOFMATICN FOR SBQ ID NO: 99: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 670 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDFDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOJRCE: 

(A) ORGANISM: PAG1034UP 

(xi) SEQUENCE DESCRIPTION: SBQ ID N0:99: 

GATCAOGCAC AGCGGACACC ACCAAAGCAG AACCACQCTA OCATAICTCT CACACACQGC 60 

TCCCACTAGC ACAQCGOCTC CAOCTGQOOG OCCTQQQCTC QGQOCXXXCT CQ3CATAAQC 120 

ACGICQQGGG ACCTATITAG TTCCAAAAAT ATTCTPGTAA CAGIAATAAT ATOCTCATTG 180 

AQGACATTTC AGTTCfTTACA CTGAAAAGAA CAGATACTAC ACITGATCTA AGOCAAAAGG 240 

CAAAGAGATT TOCTTPCTAA AAGAAAGAGA AACATOOCIG TAAGAGQGAG QGOCATCGCA 300 

CATTTTTlCr CTCOTTATAT AOCAAC7EAAA ATTTAGAAAA AGAAACGAOG OQQCIGCTTG 360 

GICGQOGCCG ICTQCCTGGG ACICCAGAGG QGCTCAOQCA GGAATCCTCC ATCCAGQQOG 420 

ATGCGATCAA GCTCTGAAOG CCCATAGCTG CCGCX^TACA OGCCQCCATT OQOGAGCTIT 480 

CGITGAGITC CTAAQCCATG AAATCACACT AXAOGATICT OSAGQQCAAG TTAAAGAGAG 540 

OCCACIOGGC ATACTGCTAG GQCTACAACT GOGCACCAGC TOOGAAAGOG GAACTCCAAT 600 

AGTTAAGGGC QQGTOGCAAT AGTATCTGCT GCAAGCAGCT TCTAGAATTT GGIAGATCAG 660 

T30GTICATG 670 
(2) INPCRMATICN FOR SBQ 333 NO: 100: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 558 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEOSESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genccnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1035I1 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 100: 

GAicrnrcr ggaaccaaga tcaocacaca ogaatatgog aogccaagcg ccggaacgag 60 

55 CCACACATGG GCQQQ3Q0QG TAG0GCT3GG CCCAAGCAAG OGTA1TTTGA GGACCTGACG 120 
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TQCTCT3QGT GAGCAATOCA GQQCATACTA GGOOCAGGTT GTCAGCT3AA AGICTOITAC 180 

OOQCTATOQG TATTAOCQQG CIOGTATAAA TGTTACCOQG ATATOGOGAA QCCAAAATIT 240 

TCCACGQOGT AAACAACAGG AGAGIGTAOG TOCATATOQC QQCAGCAGCT AGTCTAGQCT 300 

AGTGAGAAGA AGGSCTGIGA GCTAAGACTA GOGAQGAGAC GAGGATIGGG CACTGATIQC 360 

QOGATGICGA TATICTCTAC GCOQCIGAAG AGCAATCING NATA3NNGGN OTOGCINGIN 420 

G3CAACO*2a GGM3CNGNOG AGAGSAQCGA OTTTa^TTOA N33SIGN330G CNCANAAOCA 480 

ANNNNTINQCN CAATCNCTIA CNATCAANNC CAANTINOCN CNNNCANCOC O^OJNNAT 540 

NI^NATIOJN NCSJNCNCN 558 
(2) INFORMATION FOR SEQ ID NO: 101: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 604 base pairs 

(B) TYPE: nucleic acid 
20 (C) SIRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

<vi) ORIGINAL SOURCE: 
25 (A) ORGANISM: PAG1035I2 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 101 : 

30 GATOCTTAAA AGCTGQOCTC OQCAGATAGA OCTTCT3CGC AGAQGCIQGA AADCTCAACT 60 

AGCAAGICGC CACOOGAATC AGATAAGCAC TAGAGTCX7IT CCftGTAACAG AGGAAGOGAT 120 

CAAQGAAGAT AGTAGAAGAG GACACIQCTG CCAGGCTTCA TOGGACAGAG GGTTTAGCTT 180 

TCTGITGAAT TICAGftGITT OGGOQCTTTG TTTACTTOQC TTXATICITT OGICTAAAGA 240 

AGcrcrrnoc aggatctcat cattiqocag tosccagcta gggtatiqca ggqqogaoqg 300 

AGTOQGIGAA ACAGAGICAG GAOOGAGAAC GOOGATAGAC AGGOGTITOG TTTGTAAGCG 360 

GIGAGAGCTG aagcagcica AGAGGOOOQC CTTOGICAGG TTCIGOGGTIG GOGGTAGAGC 420 

ACAGCAQQGC ATOOCTOGTC GGIQGAGOGT NOG^OOJA GCCCAGQOGC NTOGAACAGG 480 

GOGIGITTAT NANGANCNAC OGACCACAAA CAOGCTNINA TTCX33ACOQG OGGQCAGITN 540 

(XTC^NCNTG GTT0COGNGA CTTGTTTINN GAGOCNATOC TIGQCNCIOC GCTNNAC3JAA 600 

AAAA 604 
(2) INFORMATION FOR SEQ ID NO: 102: 



55 



(i) SEQUENCE CHARACTERISTICS; 

(A) LENGIH: 480 base pairs 
<B) TYPE: nucleic acid 

(C) SIRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 



BNSDOCID: <EP 08661 29 A2J_> 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1035RP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO:102: 
GATCITAAAT TCTTOCATTC TGACCIGAAA GTIGCCOOGT AGACGCTGCA TATTCAAQGT 
TICCATTICC ACGQGACGTA ACXTTAATCCG CIGCACTTTC GACAAAOGAC TAATGTATCT 
CTTCTOQGAC TCIQQGICAT TO3CAT00OC ACTCCAC1CT ACTIX7IOCIG ACTCTAGITG 
TIGAAGCTIG AQGITATCTG CCTOGAATGA CTGCAGTAGTT AGTCATTTTC GTCTQOCAAT 
OGiriCTATC GACOXCTGA ACAOCGAAOG TQCX7IOOQCC TGGAAGGACT OGAAAAQOQG 
CCQCICCICT QCAGAAGQOG GGAAATAAGA CAIAACTK3C TCATOQOCTA GGTAAATCTA 
CGTCA1TATC CGCGTCCACC ATCTTTOGGCT GQGATAAAAT GOWITIICT CCAGGQQGCG 
GQGAATACCA CCCACICICC AATCCIGCCC COTITANIGA ATTOTITIOT TNATGGQGNN 

(2) XTJFORMATIOSJ FOR SBQ ID NO: 103: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LHSK7IH: 482 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1035UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 103: 
GATCTQQCGT ACGGTACCGA TATATTTCAA CTGAGCTATT OGTTAGAACA GCTAOCTTCA 
GTC3GTICCAC GCTATATTGC GITOCAAATA TGTTPGCCTA CCCTICIQGC TTATCAGTOG 
CATTAAAGAG CQCGCTAATG GGGACTATCT CTTTTACTGG GQCACTGGIC TOCAAGAAGG 
AAGCATICIC AATATATTTT C OJlUbTl ' lT TCAQGATGOC ATAATCT3GT ACACTCACAA 
ACAATTTATC TIOCACT3GG T3AGATGCAG GGGTATTACT ATTIQGAATC ATCTGGGTGA 
TTCICCCOGA TOGGCT3CGC TICACAACOG CAGAGGAAAA AATATCCCCA QGQGGATATT 
ATINGICGAA QCAAGAATCG CTTOGAGTAG GGATIGAAGA TITCTICTIG ATACITAAAG 
CIGAATTGGT TCANATQQGG TCCAACGAAN GANTAQGNIG GATGOaOOCT TO3QGGGGQG 
OC 

(2) INFORMATION FOR SBQ ID NO: 104: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGttH: 645 base pairs 

(B) TYPE: nucleic acid 
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(C) STOANDEDME5S: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1036RP 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 104: 

GATCATATTT CAATGCAAGA QCTOCATTAA TAGGTATTOT CTIGAGACAT QCX3CTCAA3T 60 

CATTAATOTC ATGGSAAAAA TOCAOOGTIC CACCTOCTAT CTQCAATGTA TATTTTAGCA 120 

TTICAAAATC AIUI'ITICIG TTTACTATAA AGIGCAA30C ATICAGGTCT GOQGCTITCT 180 

TAGTAAAQOC TCTAAAGQOG TAAT3CTOCT CTTCTATACT GOGT&GOTGT QGCTCAAAAT 240 

C3CTAACAGG CTCIOGAftGA AGAGOQGTAA ATIGTTTCAG AAATPOGAGA TOCAAIATTG 300 

CTATOOCTTT AACAACTOCA AAACAAATAC TTmOQGAA TC7ITOGICAT CITCAIQQQG 360 

TCTTAATAAT ATGATCICTA GIG33CCTCC GAAAAAGAGG TCACCACIDG TATTCCTAAC 420 

CCTTAATTAC CTCAAQCAAA GCAGQQCTIC TTGTAACAAA GmOJUGRC CTOGACICCC 480 

CATOGGOOOC TCCAA3NIGA TIQ20OQGAT OTGNNOOOCT TOCNGATANA (X3JCTQGATC 540 

GCCANOQGAA NCXSJTCCTAG TOA1NTOCXU OCCCTTCAGT OWNOCNCIN GAGGTTIGGA 600 

^GC^CN^I^^T^ tcouwingog ggnninictg goaaocnocc ocint 645 

(2) INFORMATICS FOR SEQ ID NO: 105: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTO: 613 base pairs 

(B) TOPE: nucleic acid 
35 (C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 



(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1036UP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 105: 

46 GATCCOCTTT GCTAAOGAGA Q3IT7IOGQCT TCTATTCAOC GCACATOGTG QQCTA'iTlGT 60 

CATTACTCTG GOOOOCTCCC AGAGADCTAC AGCTATAAAT TCOCCATCAA GT30CAQCAG 120 

AAAGATATOC TATACTOGTTT TTGAGCTIGA QOGACTGTTA ACTGCAACCA GOGOGACCGA 18C 

so AOGGQCTAGC TTTTACICAT TTATIGAQOC TAAATIQGAA OCftGACATCA CAATICTOCT 24C 

TCAGIGOGAA ATOGAOGCAT ACAATOCAAA AOGCCAGAAG TATACIGAAA TAAAATCCTC 300 

TCIGGACTIC AATGTAOGAA AICTQOQQCA OCTGAGCAAA CIGCTEAAAA TATOGGAACA 360 

S5 AACAQ3GGTG GTCCCATCCA CIGATATCTT CTAQQQCTCA GAGACCCATC AAOOCA0X7IG 420 
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POZTATTTCC CGQCO^GAAC AANNOTTTTN W3GGG0N3AA AGANICAAAT 

TAAATN3GOC KGTT 

{2) INFORMATION FOR SBQ ID NO: 106: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LE3SK7IH: 606 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDECNESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

<A) ORGANISM: PAG1037RP 



480 



TIGSAACAC^r OGGCCCTIAT GGGfTQCTCAA ATCGNAG3AA AASCrTTTTA GGCTTOGKXSN 
NAG3CAr g C AC TINIWIANT TATOQGAGTC CAANATO3AA AEAANCATQG TOAATITQGA 540 



600 
613 



(XL) SEQUENCE DESCRIPITCN: SEQ ID NO: 107: 
55 GATCAAAAAA AGAAATTACA ATTCACTGIT QCACOCACAC A1TCAACGGT TQCACOCACA 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 106: 

GATCATCATT ATTTCCTOOG TTCGIGCOGA OGATTCGAAG C9GOGGGGIDG GTITTCTIGAA 60 

GGATTTCAGG CXJTATGAATG TIGCICICAC CAGAGCAAAG GOCAGICTCT GGATCCIOGG 120 

TCACCATAAA TCITTATACA AGAACAAGCT ATGGATGCAT TIGATTICAG ATGOGAAAGG 180 

GOCT3ACK3C CTCCAAATOG CATCTCCQGG CITCCTTGAT OCADQGAACA GAQOOQQCCA 240 

GGATOCICIT CATAGGITCA AAAATCAOCA TAATTATATC GAGAAOGCAG ATGATIATOG 300 

GCCIGAACCG GIGATCACTA AATCAAGAQG AOGCAATAGA TCATCCAGAA AADQCAAACA 360 

TATOGAAGAT AATCCAGATC ATAACTAOGA TOXXSTTOCT GAATICAAGA AQGAAAATCA 420 

AAGAGAAAGC AACACAOGCA OOQGIQGTTA OOGfTGQQGAT ACATCTAACC ACAGATIGQC 480 

AOCIQCTMG AAOGATAGCA AGAAGGCCAA GAOCT3CIOC AAT3CCGCCG GIATTTQQGA 540 

QQCTACTICA NARGATOSIG ATCGAACTCA GAAAGGACAT GGAACTAAGA AGARTCITOC 600 
ATATTC 

(2) INFORMATION FOR SEQ ID NO: 107: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 653 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencrnic) 

„ (vi) ORIGINAL SOURCE: 

50 (A) ORGANISM: PAG1038RP 
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CATTATGAGA T3CTTOATIT GQOQOGAACT GOQCTTICCA ACTACAGTCC OGAGACTTIG 120 

GGTGOCAAOC GAAGCAGACT TCAACAGTOG TGAITAACCAT ALJIGTOGAAG TCT&GOGAAT 180 

CTAAGGATAA TAOCAAGAGA CAAAQCATAA T0GTAT3IOC ACAGGATOGG GOGAAGK7IG 240 

GICEAGAGCT GTQQGTOQGA GCSGAATAOG OK3C3GQQCAA TGAQGAOGCC GC2GACG00G 300 

AGCGTCTT33G CAGCTCAOGA GQG00QGA3C QCTTOCAAGC GGTCAGACAG AGTACTAAOG 360 

CATTOCAGAC AAGATOGCIU AOGAAAAOGT TIGGGGTCTC OCAOOCNNAN AAACTAOQCT 420 

AAGGGCTCOC OCAGTOCGOG TCIGOQCTIC GOTCTICTT GGICANAAftG TAOQQCTTOG 480 

ACATCTTOCC CAATOGTICA NAGAGAAGGC CAOSACATTG GTICCCAAAT CXXTTAAGftG 540 

GQ3QQQQG0C CITOOOCTCT TOCNAAATCC GQG93QQGTT TOGTCTCNOG GftUJITl'lNT 600 

TATTITTCNA NAGOOCNITT TTTANTTINA NNCNOQSINC OCAO^GTTT GGN 653 

(2) INP0RMATICN FOR SEQ ID NO: 108: 

(i) SEQUHSCE CHARACTERISTICS : 

(A) I^GTIH: 609 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1038UP 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 108: 

GATCGoTDCT OGSGCTTCIT TAGCTGCCOG TTATTCAAOG AGICATOGAC TGAGAAAGAG 60 

35 ATAAAAGC3QG TCGATAQOGA AAATAAGAAA AATCTOCAAA ATGATATGIG GOQCCTTTAC 120 

CfiGCIGQGTA AGICQCTGAC CAAOOOCATT CACOCGTACC ACAAATTCTC TACTOGAAAC 180 

TITGAGACTT TATOGAGCAT TOOGftGATOG AAA3GOGICA AOGICOGIGA TCAGCTGCIG 240 

40 AAGTTICTACA AAOQGTCATA TTXTGCAAAT CICATCAAAT TAGIGATCTT GG3COG03AA 300 

GATCTfiGATA CCTTG3GICA GTQGGCATAT GAGCTGTTCA AAGAQGIOCC TAAOCATOGG 360 

ACCAAAGTOG CTGAGTATCA 0Q30CAG3GA TTCAO330CG AGACCTGAIG AA3GTAATTA 420 

45 AAGIGAAGOG GtfTAAAATCT TAAGAGIGTG GAATTCATOC GN3GQ3CAGA 'iTlUUlTAOJ 480 

ATGGAG3CAG CAGTOCTATG NQGATTTATC GOCAGAQGAA GGTCCICOCG fTTCTGGAGAA 540 

AAAGK3GAAN GQSCNNOOGT NQQW7IOOCC TTNAAAGGAA AATNOQCX^KT AANNGGCTTN 600 

SO ANMAAG^TT 609 

(2) INFORMATICS FOR SBQ ID NO: 109: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 643 base pairs 
55 (B) TYPE: nucleic acid 
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(C) SIFANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1039RP 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 109: 

GATCATTICr CTICAATCCC ATIGAOGIGA ATGATG&AOC GCMTMCTT TITAACftGOG 60 

i^ACAIOX AOQGTATATA ATICTC3CTTA OCTCGTOATA TGCMAftOCA Oii^ri iAGA 120 

75 CIQQCAAEAT CCCTAAACIG GTCTAATATC GICTICAAAA GITITCIGCT GIOXIAATGA 180 

GGGCAATTIA CTAAATTAAC CICGAATTIG TCTAAAGTAT OGOCftOCGQC ACATCTTTTA 240 

AACXOCACCA OCGCGCCQCT TTTEATIGQG CATOQGOGCT GIGAATEAGC AAOTTCTAAA 300 

20 qqqCTACIGA ATAOGACQCC AIQC^GCTCT TCATOGATAT TCftCAAOCTC GTAATCAIOC 360 

AATIOTITAG CTIGGMTTT QGNGQGCATA TCICTTATOC CTAAAAACTG GCTIQGA3GA 420 

TOGAEAAAftC TGATCTICAT CATATfiGftGA AATITOQQCT OGCCCCAADG CAGACACAQM 480 

25 CAATCTAGTT TCITCTOGCA N2GTINGCTO aSO^GGNATT ACTCQCANOC GGGGftGGIOT 540 

CMXrOQGfiG ACAAAAATTC CCCCTTTTCT OT9GAAAI0G TO3TAGNN0C TftWCMGGAT 600 

GQCTCAAGGA CCTGGITQCC ATTCCANTIT ACCATITI'IN OCC 643 
30 (2) INPQRMATICN FOR SBQ ID NO: 110: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 635 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEOSESS: single 
55 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genccnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1039UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 110: 

GATCCITCCA ATAA033CTA AACATCCATG TOCIGGTnT AACEA1GAGG GAGTIGGAGT 60 

AATTTQQOQG TCTOGCAAAG TAAATTCACA GAAAACCCTC AGATOGGTAA CGAAACAGCT 120 

GAACGAOGGA GATTAAAAGG AAGAGGCAAA TAA3CTATAG ATAAGATOGA TAAATATK3A 180 

qqqGGGSATG GMATATTAG AAACTAGCTT TMACTTGAA GATGTGCTIT CACGCTATTA 240 

TAGAGITCAA AAG3TOGTGC GAGTCAATTA TCAACAGTTC CTACOGAGGA CTCCAGATGA 300 

TCAATCGICT ATQCAATCOG AQCTTCTTAA TCOGCAAGAA OGATCCGAAA GOGCTGCTGG 360 

oocrmnc gcqggaacic TOGTCcrrrr agcatcaatg accaggactt aoocattocc 420 
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GQQGTTGGAA QQGATAQ3CG AAOTOCOCNC CTO3GAGAAG AAQ3QCCACT TTAOQQCAGG 
GlTl ' lO CftftG GCNAA0CT3C AAOXCNNIG GATCTTTTTA AAGCNKX33G QGMX3sTICAA 
TAANAATTCN GAGQOQSAGA AQCTTTOQCA ATIGGAAAAN NNmTIOOOC GNAAGAAAGC 
NNAQGGANCC COXX33GNCN NATl'mUSA ATGNC 
(2) INFORMATION FOR SBQ ID NO: 111: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 648 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDETNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1040RP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 111: 
GATCCAGTCT AOCAGGTAGC GTCAG3CACT TCTAGOQCAA G3Q0OGCOGT AAAOCTIGQC 
CTCTCACAGC ATTK3GSATG AGTATOQ3CC ATCTTTAGQG CAOGTGAGIG ATCATGATGG 
GEACAAAAAG AAATGATTCC GOCCAGGATC GAACTQGQGA OGTTCT90GT CTTAAGCAGA 
TGCCATAAOC GACTAGACCA CGAAAOCACT TTCP3CAGQC TCTTA3TOGA CAQGIGATCT 
TAQCQCAGAA GAACA1GAAC GIGAXAATAA TTCAGAAAOC TCITAT3CTA AAGIGAATIA 
CIATTQCTTA ATAACCIGAA QQGAATAGGC ATIQCCAGTA TIGAAAATOG GGCTTK3QCT 
TTATIGQCTA ATTATATTAT TNNCANIATA TATATAIADC AACAAGGTCA AGAATOC37IG 
■lUJ ^ llJbTl T G333QOGATA OCCNAGAACC AAACTAGAAG TIGACAAGTT 
OTTCAATICA GNACTTCATC GCAACOTTTA CNATNMITTN NINAGAAOOC QCNATTANIC 
TTINNCTICG QQQ3GTCTCN NCNAACOGGA AACAA1OTTO CNGAACIGAG TTOG3G9GAN 
GTICNICGCT Nl'lTlCNNCC TITQGOTOCA AA3TQQQOOG GAANOOOT 
(2) INFORMATION FOR SBQ ID NO: 112 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 613 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEOSESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genome) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1040UP 

(xi) SEQUENCE DESCRIPITCN: SBQ ID NO: 112: 
GATCAGCAAC C T1 C I COQOC GTCKJTGTCC TOGCTTTAOC GAQGATACGA AAATAGOQGC 
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QQCICTCTCT CAAATOQCGA TOCIGAOGAG CAAAOCAOGTT CITCTGATOC AAGCAGTACT 120 
AGTrACATTA TICTAGAGAT GGAGGCAATG OGGACAGCTC TOOCTCAGIA TTCGAGQQCA 180 
ATCTCCCAAG ATOCAGAGCT ATCCGOCAGT CTCICCCTAA OGAAATTCCT ATICAAGAG3 
KXSATRGftCA AQOCTGCTTT TACGCCAGAA ATOCTOGAAG AXASTGAATC TCGGGAGCTT 
ATCGAICTAT ACAACCTCGA AAAICAAGTT AAATICCAAA AAATOQOGCT TIQGATAGAA 
CK7IGAAGCT ACAAGTCCTC GCTAAACTCC CTAAAAGAAA AAATCTIGCA AGATATCACT 
ACATTA1GAG GTTITCCNQC AATTTAAGGA GAQGMGATC OTGNSACm TITAGCICTC 
XSftGATECIT A AITlTi ' lIA G GmOCNATOC AGGITCOOGG AATNAATOIN 540 

NATmTTTAC ANTCGCQCNG AAATATGCIC ANAGNNNAAG TITGQGCAOC CCCCCCTCXT 600 

613 

ATGANGTTTTT GTC 

(2) INFORMATICS FOR SEQ ID NO: 113: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 649 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDET3SESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencfrdc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1041RP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 113: 

GATCCTXAC C^GAGCGTOS GOGTCCCATA OLT1U1U1TC AOGCACTQGC OOGTICTICT 60 

AGAAAACGCC CAACAGTICT TICTAQGTCA ACTOCTOGOG GAATITCTOG QOGOGAATIC 120 

GCICCAGCIC CTCTTOQGAA AGCTTTICAC G3CGCCACCA GCTIOTCATC OGGTICAAOC 180 

AGCGCTTCTC GTOGAGTGQC CGCICITCOG COGCTICIGC OGCAGCAATA TCTC330GCA 240 

GATQCCCTAC GCQCIOQGCC ACTICATGAC QGATGADGCC CTGCQGCTCT TCTGTGAAGA 300 

ACICCTAGTC CAACCCAGCT TCGAACAAAC AACTGCTICA OGTATOGCCG CCATACITIC 360 

ATCGACGICT CGAGATAGIC GGCCGGAGGA GQQGCAACAA ACAACQQGAG OCGOTGCGCT 420 

rroGGQCATG TCICANGIN3 QCK3OQ0CTG GGOCTICAOC AAOGADGAAT AATCITOGAT 480 

TTOOCCCITG TCCOJIQQGG GOTWCAA1CA GAATO0OGGNI TCAAOCNAAN CAAAAGGGAC 540 

AATONQCOGG AACCAAGGCG GIT3^N3CC GAAAGIGTIT ATIT^OCNAC TNITCOGGTA 600 

NAATITTmT TINICNCTGG GONTICTGNOT NACXN0CACC CCNAAATAA 649 
(2) INFORMATION FOR SBQ ID NO: 114: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 645 base pairs 

(B) TYPE: nucleic acid 
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(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1041UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 114: 
GATCT3CTIC CTSAAAAATG QOGTCICICT CTTACTOGIA CIUICAAATA GCTAOGTCTA 
QCTACAGQGC CATTTQOQSA TOCCftGOCAC QQGTOCACIG CAQGAGCTAC AACAGGATAT 
OGCAOGIUIC G00CIG03CA CXTTCACTIQG AQ0CT0OOGT 1CIOTICCTG ACGICTCAAT 
AAQGTACQCC GflTICICTIC GOOGATOGAC TQCQCTAACT GTA.TOGCXTTG QCTACAAGIC 
TGTTGGITIC GAGCAGCCCA CTTCTITATC CACQCTCAAG GITTACGGCA ATOCAGCAAT 
TTTOGoTOCT GQCACAGOCG GA.TATCATGT GACITAATIA OGTCAACGIT CAAGAGTITOG 
GQGCGGOGGC AGCAAATTTA A0QG33QCX^ OQGTOGTCOC O000GAT0QG GQQ3QGQGGA 
GC33^ATTANC ANTCCANTQC OQGOCAAATC TTNJl'l'XACA NAAAQCAAGC ANANICATAG 
TCATTTQQGG GAANANQGCA AGGTINNGQC CNOCANQGWT CAAAOTCNOC CNITOOTrTT 
TOGGTIOOQG NCGGAAAANN CCATTCNOCG AGQ3QCCNAG Q^OQQGAAT TTIO00CN3T 
1NNAGQQGAG TCNOTTN3GG G3QGANNCNG OCANAGSAAG QSJQGT 
(2) INFORMATION FOR SEQ ID NO: 115: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 682 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1042RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 115: 
GATOOGIGCT GOGGACAACC GOCAGAGCIC GCCTACAGCC OGTATATATA OGOOGGCTOC 
OGGOCTGCOG CATGOGATTT GIOOCACCIC GCTCT3CTTC CTQCOQOCTG C0GTK3CTOC 
ATOGGAOCTT TCATTTAOTG TCTOQOGAAC GITTOGAATG TAOCCTATOG T3GTA0CAOG 
TTGOCTOOOG TGOCGTTACT ACATdTCTA G0GQQ3ACTC AGICACATGT CTOGOOGOQC 
ACTCCTTTTC IGTAGATAGT CAGAOGACAG ATAGTOGATA GITO3AGATT TOOQCAACAA 
TAGCGGIGGC CATTAOGCCT G00CA1TGIT CCCATGTCAT TQQGAGQCTG QC3SOOCAC30C 
AOQOGAACTC TIWOOCGTTT AANCCINANA GNCCCNQQGA ATQ^AAAACN CTTTCTTTISJG 
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480 



NCN3CNQCAA ACGGGCCINN AGGN3ATTIC TITCN33ATT N3QGftN3CAC TGAGAATCCA 

AGINQSAAGG G3GCTNNAAA AATOGCIUX QQCCANNCCT NXCAAAGGT TTOAAAAINCN 540 

5 GOTTAAATOA GCCNCAGAAG AACCNQ3QGA QGAANCANAC ANAAANTOGG OXOKCTGA 600 

AQGAAAGQOG OO^STTOOG GNOGAANCCC OO^AAD^TT NITILTI'AAA GGANAACAAA 660 

N3GINCAAAA AAAATGGGQG NC 682 

70 (2) INFORMATION FDR SBQ ID NO: 116: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 649 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 
15 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genccnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1042UP 
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(xi) SEQUENCE DESCRIPTICN: SBQ ID NO: 116: 
GATCQCGICC TCGAGQGACT TGIGAGQGTG AAGCTQGATA OQCTGATGGT GGTO3IGATS 60 

GIQOIQ3IGA TOGTOGTuTG CICTCOOCTG Q33TATGAOC TQGGCTGTIG G0GITQG3CT 120 

GTTGCTOCCG ACAGCAQCAC CTCTATCOGC AATOCCOGAT ATOCTAGAAT GGAGCAAATT 180 

AATOGACT3G 'ICIGCATTCT TOCAGAGCQG AGCCTQGCAC ATCCIGGATA TQCTTACGAG 240 

ATCGCCGGAG GATCTTTATG TCTCTITOQC TATTCACCAC GTOCTOCTQG CAGTOCTGTT 300 

GTTTCATCAC CAGCCOGTAT CTTCANAQGA GTCCTACTIC AQ3CATIUIT GQGCAAAGCC 360 

AGTCGAAGGA GGCCATCCTC CACGGTOGGG GAGTOCOOGG QGGMGITIC CACAAGOCAA 420 

GCTACCTAGA AGA1GAATCT Tl'lTl GANPC ANCNGTTOGG CX3^CIN3GCA ATTTNAACTC 480 

GNAANIGNIG AACTICG3AA AGTTQGAAAT TGC3SCQMAGG NCTICITCQC CCCNCOOTT 540 
TNQC30AAQCA AAAANAAANA ATTAATK3GW CCCCCOXOG CAAATTTX3SG GTOSGAGAAA 600 
TITCCAAACC TK3QGOTAAT AGTAAQGNOC OCX2ttQKTG GGCCCNCCC 649 
(2) INFORMATION FOR SEQ ID NO: 117: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 648 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1043RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 117: 
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GGATCGGQGA TQGOGATAAA AGAATTQCIC OCIGATIGAT TCTTCITOGA AGGAGATQCA 
GATOGATTCT OCAGAAAAAC CDGTTTTAAG ACTQGTICAT CAAACTICTT AAAOCATTQC 
OCA.TCX3GCTT (XAGTATATT GCOCAAGCTT TO3CX3GATAT TTCITCTGIC TAATGATAAT 
OGCCOCACAG GCT3CTCAGC QCCTCATT3CA GAGOGCGAAG AGGCTOOCTC TATCATAQGA 
QGAAAQCTTT CTTGATCCGG GGAGOQGGIC GGQCICTOGG TTAAAAAT3G AGCTGQGTCT 
AATGAAGACA TTAQCTOGAC AGCTC1AGQG GCTTCAATAT CAAATTCATC ATLXJUTnCC 
TCCTGrTICTT CTA03CACOC TCTCTTEATC TITAAGATCT CAAGGATACC OGCAGGAGTA 
CCTOCAAATA TCATAAOQ3T GAGAAOCACA ACTAOCAGCA C££TO30CAG AAGAQQ3GAA 
CTT3GANCTC OCCCNNNT^CA (XOJTAGCCA OO^CACIOC AANAGNAAOC GCNAANOOQG 
KTJCNNINttfcGG NAACNNCCIN NSTITINGNSTT TOGAINIOCC O^NNANINM AAAAOCQOCC 
O0CXX3GGNIN TTONNG33gC CCNNNNNOOC NNNAANGOGN AAAANNNC 
(2) INFORMATION FOR SBQ ID NO: 118 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 419 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: 1043UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 118: 
GATCAGATTG TCTICTGATG GAGAAGCTGG OQCATCAGIA GACTGCAGAG AAGAOCCATC 
OQGAACAACT GTAOCADCCA GGGACTX3COG TCTTOOOQGA ATGTTOGGAA AAACAACAGC 
AOGGCCTCAG TCACTTACAG TOQCAGK3QG TTGOGAQOQC GACAGATTAA AAGAAAAGGG 
CTC333GTTT CTGAACAGOT CAGAOCAAAA COCAGCTOCT GGCTQGOGGA. ATTCCTOQCT 
TACCTTCACA TOCAACTTAG TX3TGTKX3CT GIOCNAAATA TACTOCAAAA TdTGATOGG 
OGCACCICTG TQGTTCATOT OCTQCACAAG TTGACCACIG TATTOCAGTT TCACATCAGA 
GGGOGAAATC ATCfiGTGTGT GGOGTTCACA GAGCAAATAA ACTCCITTAC TICX7K3CAC 
(2) INFORMATICS FOR SEQ ID NO: 119: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 606 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 
(vi) ORIGINAL SOURCE: 
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(A) ORGANISM: PAG1044I1 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 119: 

GATCIXXGAC TOCCGCCGTC 1CTACOCCTC ATCX3CCCTCT CTAGTOGOOG TCATOCICAT 60 

CCTACCCAGC C3CACCAACC AATQCTOGAI GCAAGCICAA TOCTCGCAGC O30CGACT3C 120 

TCTATACGIG CIQGCTTAGG GIGGGGACGT COCITCACQG CQQGQCQQOC ATTOGACTCC 180 

MCAAGQGGG GAATOCICTT GTCACTCIAA CACCCATACA TIGCAGGCOG TACATITCAA 240 

CGAIGGGACG CGAGIQCGIG GGGAGCTOGA CGGAGACOGA AOQQQGGGAG CXSGGOQQGC 300 

75 GGCCOGCAAX CXX3CAG3CCXS ACCCAGCG3C CGACCACGCX5 QQCGCTAGGC OGAQQQCA3C 360 

AGGCCAGAGC CGCQQQOGCG GITTTTCATG AAAAATATAG TOGCTACAAG AGQGAIAGGTT 420 

TCGATATACC AGAACTCACT CCTAAGAGAT AATTAAGCAG ACGAAATOGT TGTTTOGftGG 480 

ACGITOGTAT CGCGAATCAC AATAATITGA CAAAAGGTIT TIGANIOQQG GAGCTOQttG 540 
TTGTK2«3GG NGCNAGACCG CCNTATTANA NGAAGNGAN3 OJAACKCAAG ANN3GGGCAN 
QQGGTC 

(2) INFORMATION FOR SBQ ID NO: 120: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 632 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
55 (A) ORGANISM: PAG1044I2 



600 
606 



(xi) SEQUENCE DESCRIPTION: SEQ XD NO: 120: 
40 GAICTACAGA ATOCAGGAGA OGCTOCTTGA CACAACACAA AOGGCIGAGA QQGCAGGOQC 

GGCCGAGCGC GIGCAQGAGG CGGAOOQGGA OQGACAQGGG QO3GQ0CTCG ACIOQGQOGA 
GCTOCT3GAG GTTGTGGAGC GCCACTAOGG GQ0G03G033 TOCX30QCTOG GGACGATACG 180 
GTACGAGGCC G0GCG0900G QCOQGCIGAC GQGOQGQQOG QGOCXXECCC TOCOGITIOC 240 
GEACGAGGIG QQQCAGCAGA CCGTOCOGCT GOOGCITCCT GCQ3CGCATC G3CAOGGCAG 
OGATCCAACA GQCTCGIGAC GGIGGAGCIG AGOGCGGftGG AOCTTGAGAG O30GCTQG0G 
50 ACGC3GCGAGA ACGCACQQCT TGCGCAAOOC GGAGCTTCTC TOGGTAOJCG TCITCAACIN 

AGANTCOQGA CTO^TITNCT NNtGCTNNNG NACTNNN3N3 TGNTINNAOQ* NSAGCTGAGS 
TOCAGC2^CAN QJNAGNNNNC CNNNCNNOGN ACX3CCOJXA ACCCNNW2AN CXXNNTITTTr 540 

55 tagnnngnttt taannccnnc cccnnnninn gnengqgnnt cxxxxttgnt nit^mnnnw 600 



60 
120 



300 
360 
420 
480 
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ANTINICAIT TKXCCCCTT a2©GC2*riN NT 632 
(2) INFORMATION FOR SEQ ID NO: 121: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGIH: 626 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (genondc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1044RP 



(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 121: 

GATOQCGTOC CTAGTQCGAC CTCAT9CACC GCTTOGAftCT GCOGOOCCAC OCATGTCAGC 60 

ATCTTTATCT TOCTCGACCC TGIGACOGAG TAAACAAGCA CXCTCATCCA CCTCTCAQCC 120 

TTCCCACATG GATGTTCAAA CAGCCAQQCA TGGTCAATQC CTOGTITCTC AACTATdTG 180 

TOGTAATCTT GTAAGTT3CT OGAATGAACT AGCAGTEAftGC ACTIQC7IOGT GOQGACGAAT 240 

ATTCICG3CA GCGGTIOQGA GTACAGCMC TCTTCTACAC CATAATTCQG QOCAAQCAAT 300 

TCTGTATAIG TCTGAACTAG AO3CAQQ0CT CICTOGTOCA TACTOGAGTA CAOCAAGAAG 360 

TCCCTATTAT TTCG3AOCAC CACAAGTTGT OGAAOGQCAT CAACCACftGG GACACACTGA 420 

GCACCTK3GG AOQGAATOQG ATTEACTAGC TCAGOOCTAA GCATCTTAIG ATSAOQGCIG 480 

COCTTAGCIT QCTCAGT3CT TOQQGCTOQC TQCTICT3GT T3GTQ0GTCC TTPCTTAGAA 540 

OGATTGTICA AAACCATGAT GATGQGGTTT GGTCOQQOCN GGIGATTTGEA AGATTTAAAC 600 

OQGTNOCAAG GAAUTGACCN TQG3QG 626 

(2) INFORMATION FOR SEQ ID NO: 122: 

(i) SEQUENCE CHARACTERISTICS: 

(A) ISNGTIH: 545 base pairs 
40 (B) TYPE: nucleic acid 

(C) SraANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genanic) 

45 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1044UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 122: 

GATCKXTTG ACOGOQOGTC GOQCTCICTT CTIGAAGGTC ACACCGTOCA ACTGCTACTG 60 

TTAGTATOQG TOOGGICIQC GGCICOGCTC CAOGCAGCftG GGAGOCCIGC TOCOCACTCA 120 

ACATACCCTC TTGTOCASCT TAAT3C7ICTA CTOQOSftCTA ACAADGTOCT TCAAACCAGC 180 

cATnraxrr qcttaattat ctcttaogag tgagttctqg tatatccaac ctatoocict 240 
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TOTAQCCACT ATATTTITCA TC&AAAAOOG OQOQCQOQGC 1CK3QOCTQC TOOCXTTOQaC 
CTAGCGCCCG CGTOCTCX33C CGCTOQGIOG QQCTOOGGAT TOaOQOOQOC OGOCTQGNIC 
CCCCO^NCOG CICCMSCCAG mtXCCAOGA NP0C3tf3CCA TN3SN3AAAT CTAOC33tfriG 
AAMGNTTGWr CTOAAAQGCA NAAAAGAATC OOCNMIN3GT QGNTINNAAN NNNDGCNI^JN 
NNNNAGQGAN GNCOCAOCNN ANNNAGAAOT TTAAKP^OJS NNNNINNANA TONWIN3ATN 
NANAA 

(2) INFOFMATICM FOR SEQ ID MD:123: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 723 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1045RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 123: 
GTO3ATCOGT AATGIGQGIT TCTAGQCCAG AGOC3GATTOG AOQCTGQCTG GOGGOCATTC 
TOCCCCITAA TTAGAIQOCA CCCAATICTT TICACATCCC AGQOGAAGCT TOGCATACCG 
CCCACATACT TOQGEAATTG ATAA3QOOQC CACATGACC3G GATACTAAAC AAAGCAAAGT 
GICACATTCT TA I ' ITIC ICT 1CTGGTCAAA AAT0G3Q3QG TAQQOGATCA ASTIQCATAT 
ACAACACGAA AQQ3GAT0QG AGATTICTAG GICACAGGAC AGITIGGGGr TITTATK3GG 
' lUll ' l ' l ' lUH^ AAADCATAGG CACTTGACAT AGGAQOOCIC TTEAGAGTAC AATAAGCAAC 
TOGCAGCAGC CCTACAGCTT GGGCTAAACT TCTOCATTAT GTSAAAOQQG AAAGAOGACA 
AT3CCICTGA AOQCTTICAC GCCALTIT1G GIGOOOCAAT TGCAHSK3JTT CCC3MAANTAN 
NNITITNINN TOGGamTT TTOSNNNAAA AAAACCNNNA AAAAAGQGGG GGQQQGNINA 
AAACCAIOJA T Wl'l'I'l'lTl 1 NQQGNNG33G QGQ90C00CT TTIOTNAAAN (XNNNOCXXr 
C2\INNNAAANN QC3SINOTINNIM GGNNNAAAAA TTNNNNNINN NTTITINSGN NNOCMJNNTT 
NCCCCCCC3SIA ND3GNOC3^NC0C CCNNNNITTT TITTT7INNNA NNAAAtOJOC CNN3G3TOK3G 
CCC 

(2) INFORMATION FOR SEQ ID NO: 124: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEUGIH: 502 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
ED) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencroic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1045UP 

{yd) SEQUENCE DESCRIPTION: SBQ ID NO: 124: 
GATCTAATAA CCACOOGTTC TATATTTGQG CQGTTAACTA TATATGQGAA TCATATAAGT 
GCTTAAAAAC AOCTCACCOG CAAGQGGGTCC ATCTATAAAC AAGOCATAGT GTTGTC1ATCT 
TTGCCTACAT AGCATCATCA CTATCTTOOG CACGOGTCAT TIQCACTOIT TTAQCATGTA 
ACTOQCAGAG OCAGCAAOGA ACAGAGCTAA TTITOGAQQC TI^CCATACT OITCIOGCTG 
GATGITGAAG CAOGQCTCTT GTQGATAAGT TIAGAAOOOG TOGQCAGCAC ATICATAO0C 
TGAAACTACC ACTTOCAQQG GACATOTTCT TOGTOQCTOT GACAGAATIA TIATTGTACT 
CCAGTTAGAT CTACTAOCAT TCITOOGCm ACATAATCAC CATTGTCATC TCTOGAATCA 
OGTIGTCGCCA AGCATATTAA TGTITK?IACT TAAACTCOCJT ACTOXTTIA TOGAAAQGCA 
TCACOGAATC GCOCTTCACT AT 
(2) INFORMATION FOR SBQ ID NO: 12 5: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 515 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDEEXESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencrnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1046RP 

(xi) SEQUENCE DESCRIPTION!: SBQ ID NO: 125: 

GATOGCGOQC GCAAGCOOGT GOQOGAGCTC GAGCAGGTTC TOGAGGTOGC GQQGCAGOQC 

GTCACAOGAG TAQQOGTAQG GATAGAGGAT CTCCTOQGAG TAOGAGTQCA GGTOCAGGEA 

QQCCTAGATC TCCAGCTC3G CCTTOOTTTT GTTCACCTAG TOGTPCCAGC TGOQCGCCTC 

CACGGCCTCG AAOQQCIGCT GQOOQCTATA GTQQOQCGAG CAGG3GTAGG OGTQOTQQOC 

GGTOCAGIGG TAGIOGAAOG AGIGGTCAAT GTOGAOQQCA TOGCAGOOQG GCATCTAOGT 

QGGCIGCCGG TICTK30QOC ACAGGOQoTC GK30GTOCAC GIGTADQOGT AG0OG1CTQG 

GTTGAACACA GQGATCACCA GGAAGTOGAG CQOGTCCAQG TAGOGCGTCT OCTTGG30GC 

ODQCCCATAC CGOGAGAGCA GAOQCTOCAC GACAAAGCAC GCCGTGCICA O3CCAAT0CA 

CTCGCGMCA TOCAOQCCGT CCGTAATTAC CACCG 

(2) INFORMATION FOR SEQ ID NO: 126: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 561 base pairs 
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(B) TYPE: nucleic acid 

(C) SIRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1046UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 126: 

GATCCGGGftG CTCCATCATT AGM3GTCTG GACTTOQQGA AGACAOGCAG TQCTAIGICT 60 

CTAACTITOC AATTICAAAT TAATTCTCCT TTCATOGTAG TTO30GCTGC TOGGCGATCT 120 

CCGACACAAA CGGCTGACTC GCIGACACAA ACAAAAACTC GACEAOQGAA AAOGftCTAAG 180 

CGICGCAGAT GCTATATATA TACAACTTQG TTCCTAATTA QQGITAGATC CTIQOGAGAA 240 

ACAGAOGTEG AQCnOroCA CTTCACAATT TTAGICOQGT CTCOGAAGTT TCCAGQCAAC 300 

ACGAATAACA ACACATATTC CCATOXATC GCTAACGTCT AAAGACAATG CGGAAGTCAT 360 

AATCATAGGT GAGCAQGATC QGAGAAGAGA GCAAQCTATG Q0CAO3C0CT GGATAAOGQG 420 

ATTCATCGAC QQQGATATCA TGTGGCAAAA QGAOQGTCOG TAACTCATAG TAGACATQGC 480 

CAAAGAGAAC TTOGACAGCT TATATTGACA TTOGTCCICT TOCTCTACAT TCITGAQQCA 540 
AAGATATAAG AGAGTATGCT G 
(2) INFORMATION FOR SEQ ID NO: 127: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 685 hase pairs 

(B) TYPE: nucleic acid 

(C) SERANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: EAG1047RP 



561 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 127: 

GATOGftGTAG ATCTTCCQCA GCGCTGGCAT CTTCAGGTCC OGGTAOGTCA GGATCAACTC 60 

45 GCCAATOCTG GTATCCAOCG TGAACCOGTT GAOGOOCTGC OOCGTOCTTA GCATGAOCTG 120 

CGIQGAOQCG QQGTACATOG CGTAACAOQC TOCCADGATC TCCOQGCCCG AOQGCAGCAC 180 

ATCCTTGATT GICCCGCICG ACTOOGSAGT CAGCTTGAAA AT0GAAAOGA TOGP3CCCAC 240 

50 CX^yCACACOG GOGICCAGCT TOGAOGAOCC GICAATOGQG TOGCAGCACA OOQCATAOGT 300 

CCCACCGGIC TCQQGGAACA OGATCAGCTC CTOCIGCTOC TOOGACAOCA GCACCTTGAC 360 

GirCCCGCTG QCCITCATCG CATTGATGAA GATCTCATOG OOCRGCACAT CCAACTCTTT 420 

55 CTOCIGGICC CCAGTOGOGT TAGAOGOGCC GGAGAGCCCA ATCAGGTTCA CCAGCICOGC 480 
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GCGTCTCATC GICTOOGAGA TGAACTTGAA QQCAAACGAC AGTGAGTTGA QCAGCAGC7IT 540 

GAACTOQOCC GTO3CGTTIT TOQCOGAGCT GCX3CT30GAC T0CAO3ATCA AAOGOQOCAG 600 

OGTAATCATA TOCGTGTOGA TAGOCTCTOC QGAGICGOGT CTCICTGOCT TCAQQGTAQC 660 

CATTICTGCT TGAGTOOGCT GTOGT 685 
(2) INFORMATION POR SBQ ID NO: 128: 



£i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 678 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
15 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1047UP 

20 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 128: 

GATCACICCC CTCGCTTGAA ACAATOOOGT ATAGQQGAAT CTQGOOGAGC ADCAAGAAGA 60 

TCAGCAGOGA GAOGGCTCTC CAGATCAACT ICIOoTTCTA TOQCACTTIG OGCTCQQGQG 120 

OGATCACCTC GOGCAAAAAA QCCTOGAAGG GTTIGAATAG ATCCAACAGA G3CCCACTCA 180 

TTTCAGGCTC ACAAICTTTC TAGGTAGCTT GCIQGGCTIG GATTGGCIAC ACAGITOGAA 240 

CCACACAAAG TCACTATTOG G0GAGAT3GT ACTCTAAATG ACTCCAAGGA GAACIGGTTOG 300 

GTTTCGITTC CTGAACAGCT TAATK3GACT GAGTPGCAGT AGCTCTACIG AAAGGAACAC 360 

GTATCTT3AA AAAATTATAA ATCTCAGTAC CAOGTGACOG GATAOGAGGT QCTATICCAT 420 

CTOGCIAGAG GAGCTATATC OCTAGICGGC GTAOCCTTOG TCAGTAAGAA TAQCTCICIT 480 

GGACAATAAT COGTCATCAC CTTATTATQC TATAAA3CTA TTTTACATAG CAATOGAICT 540 

COGTCTTTAG AOCTTTQOQC CGCCAAAAGA CCAAGTACAT CAGCAOCGAG AACAGCAGQC 600 

AATOQCCAGG OQCTTGTOGA GCTCCAGAAG ACATOCTOGA TOCAAACQ3G AAGAAOGOOG 660 

OTOQGAGTAC AGTT33CG 678 
45 (2) INFX3RMATICN FOR SEQ ID NO: 129: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LETCTTH: 638 base pairs 

(B) TYPE: nucleic acid 

(C) STTRANDEENESS : single 
50 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (gencrrdc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1048RP 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 621 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1048UP 
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(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 129: 

GATCCTCATA GTCCGCCICG TOGIATTOGT TCXOTCIQOG OOCX30GCTOC ACXX3GCATAC 60 

CCATOGCGTIC CACCTOCATC TTCTCATCCG OCTOCATCIC GTCGflOCAGA AACAOCT9GC 120 

TATOGTOGAG CATCCTGTCC CGCQCATTGA GCK3O30GTC GATCCCTQGC CQGTCCX3CCA 180 

ACGACMCIC CICOraCTCC GCCTCGICCA OGCCCTCATT TTCATAGAAG TCCTICTTOC 240 

GATT3GCGGT ATAGTCCGCG TACATCICGT CGCCCACCAG GTOGAOCTOG TCTAT30GCT 300 

CTiCIQCGIC ATCCAQGTCG TCITOCAAAC TOGATGOGCT OCTOGCCGTTC GGTAATCQGG 360 

CTICTCGAAG TCGMCTIQG TOOOQGQGAC OOCAQQQGQG ATEATICOCC CATAOQQGAA 420 

15 GCQC3GQCCCG CTOCCAACTT GTQGGAAGAT AGIG33IQCT QCGAGGrTTCT TTIGACCTGC 480 

TGTAATANIC CNCTOICITT TTCXZJETCAA CIOTAGCCCT O03GG0CN3G TINACCCCOC 540 

ATCCCCTATG GAAQCANCCA ATAACAAATC CCICOGAAAA NITiUI'IOTT TIOCNATTTT 600 

20 QGAANAAQ^A AGITCTNANA ANGAATTTIN NANTINNN 638 
(2) INFORMATION FOR SEQ ID NO: 130: 
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(Xi) SEQUENCE DESCRIPTION: SEQ ID N0:l30: 

GATCGCGCTC CICAGCCATC QCTICCICTA ATACTAACAC AG3CCCTOCT TCCTAGTCCT 60 

CG&GGK3CAC ACCTACCC3C GCAAATAATC CXCICATCTGA (MCIGCAOC TGC5TAGAACT 120 

GIGAGCACXX3 GAAGttQCAGC TIGCTQCAGA AGCTIGIG&G ATATTICTAG QQCTICTTCT 180 

GTCICAGAAA GTITtXTCACC OCT03ATDCT OGTAGQGATC AQGGATACGA OCTK3QOICT 240 

QCCXX3CACAG CGGGTTACCOG CATAGCTTCTT TTAGATTQOG CTCATCTATC AAGICIGAAT 300 

45 ATCICQGOrr GGQGAAAGAA CCITCOCAOG TATTITAGflG ICTCGOGrTGrT GCATICTICT 360 

CTK3CGAAGA GCAGITCOGA GCAATTOGAC CGTCAGAAGG TCCCCCTQCT TTAGTGAAAG 420 

NNQCGArciT QGTGATAGGA ACTTAAAACC CGriTTTOGOT TNICNCAATA GSAGGCANNA 480 

50 CCTTANCTAC GGIOTNCOGT TCTTAACCCC GCOGGGTCCC N3QC3^3GmT CAAGITCTTG 540 
QTOGGANAAG GTINCCGWINC COGQGCX?INC QCCTACTTAA GN3AN3CCAN AAGGNAAAAG 
NCGCCCNGAA AACT3GWITT T 
55 (2) INFORMATION FOR SEQ ID NO: 131: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH: 480 base pairs 

(B) TOPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencniic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG149RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 131: 

GATCTTTCAG CITTQQQGTG CIAT33CAGG CAGOCT30QC CTTTATOGOC TCAAT3CCTC 60 

GCTGACGACT CTCATGIOOC TGIt3QQCAAT CTOGTCAOCT Q3GTACTATC CAOOGAOQQG 120 

ACTOOCTATC QCTGTIX3CAG ACAAAGOGAA ACICAQCATC CTCTA0GT3C CCTACTTCCT 180 

GATTOCTCTG CGCCTOGTCT TCIGGAGCAA TOCAGAACTG CAACACICTA 240 

TATATAATCA CCTGACTATG TACCTATTTC TGQCATAGCA CGTrTACGTTT TGICAOGATT 300 

CCAGTCAGTT AGCTGOCTOS AGCAACOGCT GAGCTCOGAA AAGC3GAATTC GCTACAAGGT 360 

CTTAGCGCAT AC24CCT3CAA CTGGCITTOG CTAGGICAAT TOLJITIMCIT GGAACCANIC 420 

TIQGTATAGA CTCTTOOCTA TIGATOQQGC TGftGGACTGT TTITOJGGNA GSCAAACAOC 48C 

(2) INFORMATION FOR SEQ ID NO: 132: 

<i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 477 base pairs 

(B) TYPE: nucleic acid 

(C) STHANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1049UP 



(xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 132: 

GATOGTCTCC TOQ30GACAG CGOCTICEAG ACOCTOGAOG GQOGACAOCT TGATQCTOCT 60 

45 CTOGCTCICA AAOGTAOOCA GAOCCTIGTA CTAGGTCAOG OCX7TTTTICT TCAAGAOCAT 120 

CICAATAOOG CCAGTICAATT GCTTCACAAC GCTGTPCCTTC GXTTTIGGA ACIGGQGCAT 180 

GTTCACAGTC ACCTQGCCCT TGAOCT3GAT AO0GCQCT3C TK3GCATOGA CTTOCKICIG 240 

so CTQCAGCAGG TGOGAGTICT TEAGCAGOGC CTTGGATO3G ATfiCADOOCA OGITCAAACA 300 

GGTGICACCT A3ACQ3QCX33 GCITCTCCAC ACAOGOGGOG TOGAAAAOCA G?ITK?ITQCA 360 

GCCTTO3ATG GCXX30CACNN TTAADCADOG GGGAOdSPOCA CXX^TCAAOC ACAADGTCGG 420 

55 QGTTTTCTTT TGTIOGGAAT TCAADCAGQC OCNLTIMNOT GGGACGADCN CTEANNC 477 
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(2) INFORMATION FOR SEQ ID NO: 133: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH* : 443 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLEXTULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1050RP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 133: 
NNWrraJTOG TO3QGCGTGT AGAOTAGTOG TOQQQGN3QC QCICCACATT CIOCAT3CTC 
^ncftccACGA CAGACTQGAA GTACAGGAAA AGQGACATIG TCCTOQCAGA GATCTGOGAC 
GCQQCCTICG AGITCCCAAA AGCAGACAGC GTIGOQGACG CCZCCKJTCC AAGCCCOQCA 
ATTCIOGCCG TCGCCCACTT CACAGGflGIT TQQQCCACX3G TGQGQGOGIT CGTGAACTGC 
GICTOGAIGC AOGACACCTG GICSTIOGAC TOGGTITCCT CTACCATCAC CTIGAOCTAG 
QOGICATTOT CCQC3CACCB3 GTACCTCAOG CQQQGAA1CT UrmuwiT CTOOQOGC1C 
ACATACIQCA CQOCCK3GAT CIGAATCTCA OOQQGTIG?ICA CAGGACAAAA CIQCTICTAG 
OOGATCQCAT ACATCTCCTT CGC 
(2) INFORMATION FOR SEQ ID NO: 134: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 400 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencraic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1050UP 

(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 134 : 
GATCCITTCG TATCAACTAT GCAGCTCTQG ATATQCTTAG TTAACTTCIG CCCAGCTATT 
TAAGCTOCAA TIGAATOQQC QGIGACTCAG CTTOCAAAGG GTAGCAGAGA GGACGOGATG 
GGTTTATTQG GAAAQGATAG AG3IGAA0GG ATAGCTGAGT TTOOGTOITA CCTGCTAGAG 
ACCNGAACGC ATCTOGTOOC GNTGNCAQQG GATTCTATAC AACCITCIGA TOGAGOQGAC 
ATATNOCGAG OGGATACTAG Q3CAC27ICCC TGGGATAGCT GAGQCTNTAG ACGGQQQQCT 
GACGQGCGCT TTTGAGGCOG CSGAGSTACC OCOGCX3GGTT GQGGAQGTGA TGAAGGOGTT 
CCAQGAGOOG TACGACTOCC QGQGACAAAA AOQCAGQOOC 
(2) INFORMATICS FOR SEQ ID NO: 135: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 713 base pairs 

(B) TYPE: nucleic acid 

5 (C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
10 (A) ORGANISM: PAG1051RP 



(Xi) SEQUENCE DESCRIPTION: SSQ ID NO: 135: 

15 GATCAAATTT GACATGTAAT TAATATATTG AGoTAAAATC TAGATAATAA ATACTGOCAG 60 

CAGIGCTGAC CAACTTOCAT TAQCAAGCAT ATAAGAGGTC TTAAATCAGC OGAAQG7TATA 120 

TO0GAG3GAA GATAGATOCC QQQQQCIGCA QGAATTCGAT AICAAGCTEA TQGATAOOGT 180 

20 OGACCTOGAG QGQGGGOCOG GTAOQCAATT OQCOCTATAG TGAGTCCTAT TA090G0GCT 240 

CACTOQCCGT CGITTTACAA CCTOGTGACT GQGAAAAOOC T3Q03TTAOC CAACTTAA3C 300 

GOCTTGCAGC ACATQCCCCT TTOQOCAGCT QQOGTAATAG OGAAGAGGOC OGCAOOGATC 360 

25 GCOCTXCCCA ACACTTOOQC AQCCIGAATC QOGAATOGAC QOQOOCICTA QOQGQQCATT 420 

AAQOGCQQOG GCTGIQGTCQG TTAOGCX3CAG OGTGAOOQCT ACACTIGOCA GOGOOCTAGC 480 

GOCCGCTCCT TTOGCTTTCT TCXXTTCCTT TCTCQOCAOG TIOQCCQQCT TTT0O0GICA 540 

30 AQCTCTAAAT OQ303GCICC CTTTAGQGnT CCGATTTAGT QCTTTAOQGC AOCTQGADOC 600 

CAAAAACTTG ATTAGGGTGA TQGICACGTA GTOGGOCATC GOOCTGATAG AOQGrTTTTCG 660 

CC CITIG ACG TIGAGICCAC GITCTTTAAT AGTOGACICT TGTTOCAAAC TOG 713 

35 (2) INFORMATION FOR SEQ ID NO: 136: 

(i) SE3QUENCE CHARACTERISTICS: 

(A) LEN3IH: 703 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDETNESS : single 
40 (D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1051UP 



(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 136: 

GATCTATCTT OOCTOGCATA TAOdTOQGC TGATTTAAGA CCTCTTATAT GCTK3CTAAT 60 

GGAAGTIGGT CAGCACTOCT GGCAGTATTT ATTATCTAGA TITTADCICA ATATATTAAT 120 

TACATCTCAA ATTTGAT0CA CTfdTCTAG AGOQGCQQCC AOCX30GGTOG AQCTQCAGCT 180 

TTIXTITCCCr TTAGIGAGQG TTAATTQQQC GCTTOGCCTA ATCATGGTCA TAGCIGITTC 240 
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CItTICTGAAA TTCXTATCCG CTCACAATTC CACACAftCAT AOGAGO0QGA AGCATAAAGTT 
GTAAAQOCTG GGGflXSOCTAA TGAGIGAGCT AACTCACATT AATTOQCTTTG CQCTCACIQC 
(XX3CTTKXA GICGQGAAAC OTGTTCCTOOC AGCTOCATTA ATCAATOQGC CAA03QGGQG 
GGAGAQGCQG TTTCCCTATT G3GCX3CTCTT CCGCT1CICG CICACIGACT OTCTOQGCTC 
GGrCGITCQG CTOOGGQGAG COCTAICAGC TCACICAAAG QOQGTAATAC CGGIATCCAC 
AGAATCAGGG GATAACGCAG GAAAGAACAT GIGAGCAAAA GGCCAGCAAA AGQCCAGGAA 
CCCTAAAAAG QCCQCGTia: TQC CTITI ' I C ATAGGCICOG CCOCTGAOGA GCATTACAAA 
AATCGAQGCT CAAGTCAGAA GTOGOGAAAC OOGACAGGAC TAT 
(2) INFX3RMATTCN FOR SBQ ID NO: 137: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 595 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1052I1 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 137: 
GATCICCGCT TCAAACCAGC TAG3GA0GAC CQGAGGTQGT TOCAGAGAAA GTCAACAATC 
AATATCCTQG GTAAAGCTAG CACOQCOGAA CTACTTGCIC TTGGCACCAC CGCAAAGGCA 
CACAACGAAA ACTGQGAAGA TGAACTGAAG AAACAACAAA OQCTCACCGT TGATGACCAG 
CJTK7ITIOGC CAGAAGATTC GQCCTTTGCA GAGCCAGT3C AGGAACCAAA GACCTCAGTC 
TCCGGCTACA TCAAGAGSAA ACTATCOCIC AAGQCTGATA AATCCACAAG ATCCAATOGT 
TCGCAATATG ATAGGTITACA GGACTAGATA TGGATGTTAA GIATAGAAAA ACICTATATT 
ATTIGACGIG CIX3GGCGTTA CQGAAACATA TAAAGA3TTA ATTACICATG GGOQGATOCT 
ATTITTTCAT GGGCCCCACT GGACTOCATT TQGQCAGTIG GAGGAOGAAG TAGGAACCCA 
ATTGCK3GIT ACAAGCGCIC GGTITICATGr AOCCTATACA CAAGTATOCA TTATIN3GGC 
TTATTGATTT GICTCTOT3G GOOGGAdTT TANCTITUIC ACTGGG3GAN GTCCT 
(2) INFORMATION FOR SBQ ID NO: 138: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 625 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 
CD) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1052I2 
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(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 138: 

5 GATtTOGGTT GOQOGIGAAG ACCAOCAATC CGATGCACAC GAGTATCATC ATCAGCAAGA 60 

TTAAAGAAAA GACAGQGTIC AAAATAAAAA ATACOCATCC CATAAT3GAG CIGAOQCITG 120 

CAGGCTGTCC AAAGAQCCCT GAGAAAAATA AGAAGAGGAA OGAATTAACA AGAGTAACAC 180 

70 TOGATATCAT AATCTTCAGG ATGTTTACTQG CQQGGTQGAG GTAOQGCCTG CATTTAGCCA 240 

GAGCTGOGAG GTATATTA1T TCAATGACAA ATAGAGCGAC QQCCTQQGIT TTACCGGAAT 300 

TGTQGGCAAA TOCAATAAAT AOOGCTTTCA ACAAAATATC OQOGAGGATC ATOCAQGACC 360 

75 ACCAGTAGIG TOICGCACIG TACATTCTGT AGAAGAAGCC GTATTTGICT AQCACATITT 420 

CATIGCCGCA TAGAATOQCA GCTOQGITQG AGTOCACACC AATOGAAGCC CTTTXACNGT 480 

AGATAGTOOG QCAGGCAGCC CANOCCATAA TPGACAAGAT AAANGTOGAG CTAAi^KTOC 540 

20 CAGAACGAOC NCOGCCGGGG ATCANOSTIC ANTCGATTOCC CACCAGCAGA GATOGCNATT 600 

GANTGACCOC QGCAGTININ CGCAA 625 
(2) INFORMATICS FOR SBQ ID NO: 139: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 486 base pairs 

(B) TYPE: nucleic acid 

(C) STRAMDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1052RP 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 139: 

GATOQQQGAC GOGIGGGQGC AGAAOCTGQC CTGGAQCATS GQGCTGATCC GACTQGAATT 60 

40 CATOCAAOGC ATCTTCQGGT GGTAOGTCCA GQOGAGOQQC GQOGAGQCGT OGCTGCATTT 120 

GACGTCAAOG ACCACGTCTC TQCTIGOCCA AOGOTCACTG GATGOGCTAG TOGQOOQQOC 180 

CGTGAGCAAG GCGACACAGT OQCTATTIGC CAGCACACAC AOGATGATCT TCAGAGGGAT 240 

45 CCGTAGACIG GCCTACOGTTG OGAACATAGA GAGCICATOG GTIGK7ICTA OOG33CTAAC 300 

GITCTIOCTT CTGTTOGQCT ATTIGGATTG GOGIGGOGGT TTACATTIGT TCAAGOG3GG 360 

CTACT03GAG C IG d TATOC OQCATGAAQG TCAATCAACC CAGGTCCGGG TCOCTAGACT 420 

50 TOCAAGAAAA AOGTOQGIGA TTCNQCTCAA AGGIXJITdT TTQGGGTANA TCTTCCCCCG 480 

NGTTCA 486 
(2) INFORMATION FOR SBQ ID NO: 140: 
(i) SEQUENCE CHARACTERISTICS: 
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(A) LENGIH: 468 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1052UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 140: 
GATCCAGCIC TTGQGOGGTA TGAACTITOC OGCCOQCAOC QG09CCIOGC ACAOCGAAAT 
CGACCQCACC TCCOICIGCG TCIOCTAGIT CCAAATTTCC QCGOGCCCCX3 AGTACAGGGT 
GATCAGCACC CACQQCICGC TO33CTGAAA GIX^ATGCCC TTCACCCIGT CTGICCTOGA 
GACAAACGTT TICTACICAC CTITAGrACTT QCTCXX3OG0C CIGGATAGCA TOCTOGAGCT 
CTOCG3GICC GCCCOCICCG TO3CTGQCAA K3ATQCTCIT CAAACACACC GTAATAGGQC 
GTOCQCGACX: ATOCAGGCCC CATTCGTCCT 03GACACACA CATACCTTQG TITCXAAACT 
TCATIGGICC CCACTIGQGA TTCX7TACTAG CTGITCAACT OGGCTTTTTo GGITCTTCTG 
GAAAANTCAAT ATTCOCOTGG ATTATTTAAA TAGGQGTCCN Tmwm' 
(2) INFORMATION FOR SEQ ID NO: 141: 

(i) SEQUENCE CHARACIERISTICS: 

(A) LENGIH: 672 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1053RP 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 141 : 
GATCATAGIG ATIGATATCG GGAGAG3C?IT TQCTATGIGA CAGCCICTAT TCADGTATCT 

qct3cticac ttcatatatt tcttgto3ga gctgigaata tatctccatg ogitctctct 
tccathtic gigcatttig tqgaatgcag cccactictc geaogitgaa giaoxttgg 

CTACTAACGA TCOCTSAACA GQGAGGAGGC ATCOTGCGAG GGAGAATATT AAGGAATCAT 
ATCICATTTT TAOTICIGAG ATAACTACTA CTAACIGCAA TOOaQOGTCC AAATACCOCT 
CGTAGTAATC GTATAQGAGC AAAGCTTCAT CICTTATAOG AIGTGGAGIT GATTCAGTCC 
ACIGCAGCCC TIGGTATTTA GCCAGCATTC CATCATATTT GGACTCATAA TATTCGAAGT 
TCITCCACGC GTCCITATAC GGATCAATTA CTGATTTTAC AACATQGAGT AATATOGAAA 
GATATAACTC TOGATIGCCC TGTATCACIT OCAGCAOGCC ATOGAACATA TCQOGAATC3C 
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OGTOQOQGCA CTTOGAGACT AACTITO3CG TGTATATCTG CTdTOGACT GT00CAT3GT 



600 



TGAQGTAQGT ATCTTCAQGT AGAATGAAGT CAATGAQOGA TAAACTGACT TQCTTGAATC 



660 



GIOCCAAAGA GT 
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(2) INFORMATION FOR SBQ ID NO: 142: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 609 base pairs 

(B) TYPE: nucleic acid 

(C) Sn*ANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOT.FIULE TYPE: ENA (genctrdc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1053UP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 142: 

GATCTOGQCT O3CTGCTQ0C GCTCGPGCCC TACTO3GCAG AGOQCTAOQC AATAAACAAC 60 

GCCCTAATQG GOGGT3CAGA TAAATIGCAC AAGCICTACT CAAOCGATIT TGOGCOCATC 120 

GTOQOOGQCA GGACTTTCGG CTTGAAOCTC GTTOGACAAGC TTT3GAOOQCT GAAAGAOCTC 180 

ATAATGQCAA AQGTICAGOGG CCCAAATTAA TAGTCAOGIG TACATAAAGG TTTTCCTAAT 240 

AGCTATACAG CTTGCOOOOG TCCTCAGCTT QCAGOQOQCA ACOGGOoIGC AGOCATGAGC 300 

GTQCTACTQG AAACTAOCAT TO3CGACCTT GTAGTAGAOC TGGACTACAA GACATGCAGC 360 

GCOGAGAGCT ACAACITCCT CAAACTCTGC AAAACTUGCT TCTAOGACTG TCAGTGCATC 420 

TAOOGAOCTC CATOCTGAAG GCICAGCAOG OOCTOGGOGA TOCACAQC7IG QQCTITQCAT 480 

T0QQCAOQGA TITOCCIGTA CACAATADCT OGATOGAAQG CCK30Q0GAC ACACGQGQGG 540 

TCACOCOGAA GCTCATIGAA GCCICOGTIG CCGCTCAACC CQCAGAGOQC TTQQGACAGG 600 

TOQULTl'lG 609 
(2) INFORMATION FOR SBQ ID NO: 143: 

(i) S3QUENCE CHARACTERISTICS: 

(A) LENGTH: 594 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY; linear 

(ii) MOLECULE TYPE: CNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1054RP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 143: 
GATCOGIOQC CX3GTCCQOCA AOGACAGCIC CICGTOCTCC GCCT0GT0CA OQOQCTCATT 60 
TTCATAGAAG TCCTJX^TTGC GATIGGOGCT AXAGTOOGOG TACATGT03T CQQCCADCAG 120 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTO: 532 base pairs 
so (B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 
SS (vi) ORIGINAL SOURCE: 



180 
240 
300 
360 
420 
480 



GICGACCTCG TCTATGQGCT CTTCTQOGTC ATCCAGCTOG TCTQCAAACT 
GICGCCGTCG TTA1CGGGGT TCTCGAACTC GA1CICCTCC G30GA000CA GOQGQGAATI 
ATTCCCCATA CQOGAGCGGC GOCOGCTCCC AACTTGIX3GC GAOGATOCTG 
GCICTGT3AC CIGCICTCAC TACTCQ3CIX3 OTCIGTATOG TITICATCTC 
GCGCCCGIGT GAADOCTQCA TTCCGTTATG OGAAGOCATA CCCAAATTAC CAAATTOCCC 
TICCTGAGAT CTTGAATACT ATCTOQCAGA TGTTTGACAG A0GO3^GCT TCTCAQGATA 
CGAAATATCG TGATTTTAOG TGACITTCAA TAOCTCATTT GGATTGGATT GGIGAAGCAT 540 
AGATTTTCAG TCATATTGAA AAATTATTTC CAAACAGGGC AATIGGATGA GCIG 594 
75 (2) INFORMATICS FOR SEQ ID NO: 144: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEJSJGIH: 545 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 
20 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1054UP 

25 

{yd) SEQUENCE DESCRIPTION: SEQ ID NO: 144: 
GATCGICGCG TIGQQCAGQG CIGOOCAADG AAGOCTTGAC ATCTCAAACC GCTIGAAAGA 60 
AGAGGIGATA TOQGCCACCC ACGAGGOCAA GT3QGAGCAA CTGCICGCTA CIGQGAOCCT 120 
TCCCCCAGAT QQGGCCAAAA GOGACTQGAA Q0CT9G0GGA GCATOGCIGG AAOCATATGA 180 
QGCCGCGTCT CGGAACCAGC TTGCAAATOG CAAGOGCACG AGCCAGAAGC TCAAGQQCTA 240 
TAGIGCCCAA ATCAGCAAGG TACACCTCCC CTATTACATT AAGIGCAGIG CTQCTATGCA 300 
TACCCGTCGC GCCAAAOGCT TQGAGICTTT OCAGAAAGAG CTOCACACCG TTAATCCATT 360 
CGTICCAGGC AGAGA1CIOG CTTCCCTACT CT0CAAGT3G OGAATGGIGA ADGGAAAAAA 420 
CTACTATCGC TGAATCTATA TAGITTATAG TCCTAITCCT TCATCAGGTC TOQCAGCAGA 480 
GGCQGCCGCT QGGTCICAAC TATGOQCACC TOGCICAGOC ATTOOCIGAG GICCTIUIGA 540 
GITOG 

(2) INFORMATION FOR SEQ ID NO: 145: 
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(A) ORGANISM: PAG1055RP 

(xi) SEQUENCE DESCRIPTION: SEC ID NO: 145: 
GATCCGTOQC OQGTCCGOCA ACGACAGCTC CTOTKXTOC GCGTC&TCCA CQCCCVCATT 
TTCATAGAAG TOCTK?TK3C GATTOGOQGT ATAGICOGOG TACATCTQGTT OQOCCAOCAG 
GTCGACCIOG TCTATQOQCT CTCCIQaGTC ATCCAGCTQG TCTGCAAACT OGAT30QCTC 
GICGCOGTOG TTATOQQGGT r lClUGAAGTC GATCTOTTOC QGOGACOOCA G0Q3CGAATT 
ATTCCCCATA OGOGAQCOQC GOOCGCICOC AACITGTOGC GAOGATOGIG GGIGCTOGTA 
GCTCTGTCAC CTGCTCTICAC TACTOOGCTC CPCTCTATCG T1T1CATCTC TAGOOCTTCT 
GCGCOCGTGT GAACCCTCCA TICCGTTATG CGAAGCCATA CCCAAATTAC CAAATTQCOC 
TTCCTGAGAT CTTGAATACT ATCTCOGAGA 1VIT1GACAG AOQQQCAGCT TCTCAOGATA 
CGAAATATOG TGATTTIAOG TGACTTICAA TAOCTCATTT TOGATTGGAT TG 
(2) INPORMATICN FOR SBQ ID NO: 146: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 553 base pairs 

(B) TOPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1055UP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO:146: 
GATCGTOGOG TIGOGCAQGG CIQOOCAAOG AAQQCTPGAC ATCTCAAAOC GCTIGAAAGA 
AGAGGTGATA TOQGCCAOCC AOGAQGCCAA GIQQGAGCAA CTOCIOGCTA CIGGGAOOCT 
TQOCCCAGAT G33QQCAAAA GQGACTGGAA GCCIGGOCGA GCAT3QCTGG AAOCATATGA 
GGOOGCGnT OQGAACCAGC TTQCAAATOG CAAGOQCAOG AGCCAGAAGC TCAAGQQCTA 
TAGTGOCCAA ATCAGCAAGG TACACCTCCC CTA7TACATT AAGIQCAGTC CTGCTATQCA 
TAOOOGICGC GCCAAACGCT TGGAGTGTIT CCAGAAAGA3 CIOCACAOOG TTAATCCATT 
CGTIXXAGGC AGAGATCTOG GITOCCTACT CIOCAAGTQG CGAATGGIGA AGGGTAAAAA 
CTACTATOOC TGAATCTATA TAQGITATAG TCCIATTCCT TCATCAGGIC TOOCAGCAGA 
GGCGQOCOCT OGTICICAAC TATGOGCACC TCGCTCAGCC ATTCQCTGAG GTCCTTCTCT 
AGTTCGTCAC COG 

(2) INFORMATION FOR SBQ ID NO:147: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 556 base pairs 
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(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1056KP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 147: 

GATCATCAGC QCGAGCTICC AATTIGT33G ClTll'lGTHS ACATACATCC TO^CACCTC 60 

GCATCCGGCG CGCCAQ3GCT CGOQCTTTQG CCTCQQOCTC ACCTICAOGG GAXACGGGTA 120 

CAGCATCATT CCTAGCGACG TGACGAQCAA GCTOQQCAAG GACOGOGACA TOGCGCGCGT 180 

OGAGCIGGAC GACCCCAACG AATTOGAAGA TIOGCAOCIG TACTOGCCGC TGGCGCAGCC 240 

QGCGCAGGAC OGCTTCGAAT CACAGCTCIC GCAOGGQCIG ATQGAAAAAC GQCGCAGAAT 300 

TCCOGCGCIC GCGATCGTOC TAGAGATITT QQGGCTCQCA ATTATGTQCA AAAGQGICTA 360 

CGACTACATT GIQGICAAGC GCATOSAGOG CGGCATCTTT ACTGCGAQOG ACAGCGAGAG 420 

CCCCGCATAG ATGTTTCATAT AACTTATATA TCCCTCATTG ATCTPQGCTT GQQOCXGCTC 480 

25 TAGGGftGCAG ACCAGCAGTT TCTTCGITOG OCCINAAGTC GATOGOQCCA GAGAGAOCAG 540 
ACGCCCCAGC QOGGIA 

(2) IWPORMATICN FOR SEQ ID NO:148: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 550 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOUOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

{A) ORGANISM: PAG1056UP 



(Xi) SEQUENCE DESCRIPTION SEQ ID NO: 148: 

GATCCAACCC AGGACTICIC GAAAGATAGA ACTQOGAACA CAGCCACCGG CAOGAACTIC 60 

TCATCAGCTA GCAGCAATAC TAAGCAGACC TICSGOGAAA ATCAAGAAGA ATCTGATOCT 120 

GAGITCGAAG AKTTATAGttT CTACCCGTAT ATTQCATTIT TTITITTITT TTTiTITl'l'i' 180 

TlTl ' lTlU GA GATCTCAAAA GCICATCTCA ACTCCATGAC CAGCCAGTCAG TGACTAAAGC 240 

AGICTGICTA GTICTICTAA GIGATT7TAA GGACTATGAG CTTTAATCAG AAGGIGAACT 300 

GC3GTACTAG3 CACIGCICTT GCGACTCTAG TTACGATAAA GICICTOGAA GOCGIATATC 360 
GCCICTATOC AGCTAAGCAG AACACTAGCA GGAGCATTIC TOGGSAGGAG AAGGACGTAA 
GftCKXSCCAA ACGGATTCGT GAGICTAG3G OGTAOGATGA GGAATIATAT OGGGAGCAGT 
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TAQCTCQGAA CTAOQCATFT TO3Q0GAAGA OGGTATOQCA OGACTACAGG AACAGTACIC 540 
ATAT3GIT3Q3 550 
5 (2) INFORMATICS FOR SEQ ID NO: 149: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 653 base pairs 

(B) TYPE: nucleic acid 
10 (C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 
15 (A) ORGANISM: PAG1057RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO:149: 

20 GATCAGQGCC AAATCACTGC TAAGTACAAA CACAAAGQQC CAAGTATTAA QCTGAGAGAG 60 

CGITACAGGT GCATTGATAA TACQGCAQGT ATATATCAAG GCX3CACAGTC AACACATTCT 120 

GCAGAOGATA GATATGTCTG AGAOGAAGTA GGTTG2GATA TTTAOQCACA AGCCTCATTT 180 

25 GTAAGATAAA TGGTCATTAC TAAOGnTCT GGGTITAGCA GCAGCAGGCG GAGCAACAAC 240 

GAG3G3CAGG AGCAOGCTGG TGGT93ACAG GGOOCAGGAG T0GAGGAT3G OGGQGAGOCA 300 

CQGGCCAGQG CGAACACGQG CAATGTGACT GIOXAATOC AGTACIOGTG CXTCCAOGAC 360 

ATGAG3AAT3 T0GGG9GAGA. GGGCGAGGAA OQGGACAGQG CCCG3GGGAG AACQGAGATA 420 

CGTTCGTGAT GAGCTCCACG GAOGIGOOQG ACTOGACGIC GAAOGATQOG TITCAOGAAG 480 

TGATOQGCAT TOOGGCGCAG TTIGCATIGA GOOQOGTOQC GOQGCQGATC AGCCTCCTGC 540 

QQQQQCTCIC GAAGGAGTCC TTTGAAAACT OCCTCTCAGG AAGCTCAGOG AGCIQGACAG 600 

OGAGCICTQC AGTATAT3CT ACGAOGACTT TGAAGAOGAC AOGTOGATQG GGT 653 
(2) INFORMATION FOR SDQ ID NO: 150: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENG0H: 668 base pairs 

(B) TYRE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1057UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 150: 
GATCTAGQQG TICITCTIGC OQOQCTAOGG GO3CCCCT0G CAGOCIOGOG CTOGCTCCCG 
55 OQCGAGAGQG GATCGGCAAG GCTOCTOQCA GOOQCACACT GOGTOTATGC CIGGAOOGIC 
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COGOGAGCCG GACAGCCGAG GAGCAGCCOC TCTC0C0Q3C GGOCTACr 180 

OT30GQCTOG TOTTGAATTT TQCTAAAACT QGTOAAAITG TACQ3XT0G CT3GAGC003 240 
COCCTCTOGA TICTACACQG GAAIAG033A TOtfOTOGKr GQGGACGCCA CTGTTACOOC 
CGAAACOCTG CQCAQOQGCT QGQQGQOOGA GQ3CTGAQGT GOCX3CIQOQG QGCAAG30GC 
ATTKXTOIC GACIGCAGAG CTCCAG3AGC TCTIGAAGGC GCAGGACAAG TIGCAGCIGT 
GTTCT3CGAG A33GAG3W3A OGCAGA^X GSTOSAGCAG CAAOGAAAAC 
AGCTOSTTGA AATA0G3GAA AOGITIQCQG GQCTQSAAGS GSAAOGACAG 0GCGIGCA03 
AGCGGCIGGA OQQGTATCAG AGGCTAATGrT TC033TACCA TGAAGOCT3G CAOC3QQCTAR 
ACGGGQGIGC CQ3GC0CCTT ACAAQGAQQG GTICIGCGGC- 03CQGCIGCA CAAGAAATOC 
GOGCIGCG 

(2) INFORMATION FOR SEQ ID NO: 151: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TCH: 614 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEIXiESS : single 

(D) TOPOIXGY: linear 

(ii) MDIiECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1058I1 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 151: 
GATCTTCACA TTOQCATQCA GOTCTTCTT GmTTAGTA GCACCCTOOG GOQCCTICTT 
QGCCITCAAC TIGACTICAT CCGCACTTOG CITCATAAGA CXACCTITCA ACTACAOCAT 
GATCICGICG TCATCACCCT QCTTAAAGCA ACAQCQCTIG CCA3AGCGGC ACTAGCCTCT 
CTTACTCCAA TTGATACAUG GCITCCTQCG GAATTICTCC GACCGCTCCT TGAACITTAA 240 
CTCGIOSAGA CCATOQQCAA ATK3GCACTT CTTATCGIAC TIGCAGGOOC CXXTTAGTQQC 
AAATCA1TCG CATAACTCTC TCITCTAAAG CA3CTIGTTG AOCTICTCCT GOGATQQCTC 
TOSCKXTOC TGTQ333VGG OGQGQGQQGG GACTGAAOCC GGCAAAAGTT CX3QCTKX3QQC 
TCK3CGCCK3 CICGCCCK3G GCGCTCGOT OCTCOOGAOG GATGCT3CAG GAGOGCAGGTT 
TTTCOOGCGTT CAQ3CTAGTA TOCCMTO3T AGGOSSNTAA TGAGAGITTA TO30CAOCIC 
NAAGCTAGGT 1CCCCGITCC GNAQQGCCAA GGGNAATCAN TN300GCCCA AACOGINAAC 
O3CQOXW0C CM3C 

(2) rNFORMATICN FOR SEQ ID NO: 152: 

(i) SEQUENCE CHARACTERISTICS: 

(A) I303IH: 634 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
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(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1058I2 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 152: 

AAQCTTGCAT QOCTQCAGCT CGACTCTAGA GGATCTTGCA AAGTATOGCT TQGTAGTGTC 60 

GIGATOCTTTA 1CTOCACTTT CAATTOCTTT GTTAGITAGr GTATCACATr CTICTGGCTT 120 

TOGCOGATTA GAGTOCTOQG CCTCATOGAT GGQGATCTOC GGTTGTATACA CGTATATTTA 180 

TTCICTTOQC CCAACTGGQG GACTACAATT TTCCICTAGC TQGACCTATT TOQGTTCTAT 240 

TTCAGTAGTG AAATAAAACT ATCAATTAAG TACftGCITTC GTATCACTCT QCCACAQGAT 300 

GAGAGCAGAC ACTCTQCAAA GTACC3GA1T TCAAATAAAT GTTTAQGAAT AAAATCAAAG 360 

GCCTACAATT ACATAATTAT AAAA1GCTCT OGTAGCTATG TCTTTOQGCT CTTTTTTTTA 420 

TCTTAAAGTC AACATCGA3T CTTCTOCITC TEAGGUUlTr AGATGACAAG CTTACATOOC 480 

TOOO^0C2<CvI AAACAGTTOG TOGAATCOCT CQGATOCTCN OCALrjTAO^A AQC3SKMTACG 540 

NNC^GCAGAG TCATTACOnC NACCCAOOGG CTK3CCANCC NANTINCTIN «3S[N3UAC3dG 600 

G3JN3GN3tfT TCNAGCNANN TITGNNOaSTr NQCC 634 
(2) INFORMATION FOR SBQ ID NO: 153: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TO: 475 base pairs 

(B) TYPE: nucleic, acid 

(C) SIRAM2E23SESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CNA ( genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1058RP 



(xi) SEQUENCE DESCRIPTION: SE3Q ID NO: 153: 

GATCATTCTT GAGAATQCIC ATAGTCTATOG TTTAAQGGTT CTTCAAAOGG AAGACTATCT 60 

45 TCAATIACAG ACTAGTTTGG AGftGftGAACA GGTAACGTOC TACAACATTG OOGSGAAAQC 120 

AACTACAATT GQCTAQoITG CACTTOCAAG AACOSfiGTAC GATGAACITG TAGCITOGCA 180 

AGCTICTACG AAAGAACAGA ATHTCAGGT ATAOG0330G GAAAATQQCA AOGICATAGT 240 

SO GGATAAATCT GftCTATCAOG ATTTGAAGAT CAAAGCTATC OCACTGATTT CAGCATTGCC 300 

TCAAATGAGC AAAGAGCAGA TQGTIGAAAA QGCCAAOGAA CTTGGAATOG TAGCTITOCT 360 

CCATTGAOGA GTATGAGAAG TTAAAGAG0C CTATTIOOOG ATAADGCTTT GGATTGCAAC 420 

55 AGOGAAGGAC OGOQGAAAQG TTOSICTCCT AAAQGAQGAG TACAACO0CT TATTC 475 
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(2) INFORMATION FOR SEQ ID NO: 154: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LE2SKJIH: 476 base pairs 
5 (B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii> MOLECULE TYPE: LNA (gencmic) 

10 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1058UP 
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(xi) SEQUENCE DSSCRIPnCW: SEQ ID NO: 154: 
GATCK3GCGC CO^PCPOOC TGCCCAGGTC CGCCTQCATC OGCOGCTOCT GGICGCGCIC 
OXO^OOC AGCICCIOX GGAAGCTAGC CCICCSGCTC A1CTAOGACT CATQOGTTAC 
CrtOJTKCG OGGAATTTCT TCT3CTCTIC GAGCTOGOGT TOGOGTAQCT GCOSCrCGriG 
C^CTXCZCT OQGQGCICAA GCTCCTICIG AAAOCAOGAC TCOQQGTICCr CCITTATIGA 
C^TCMC QCAAAACACA TCIGIMTOC CAGCAGGATG TCCTCCIOCA CCTCTOGCAT 300 

a^Gcrr ogaaagacx^ tccaockxx: cqgicaaaat gaaatoctig tcqqg^tat 360 
Tcrcx^irr cgcaacacaa gqgitccccc gixbciogioc ggactpocin cttccicaat 

(XCNCXTTCAA CCTGCTCQC3tf TTTCQQCQGG GAAQGINCCA ^KX^QQCTTAA ICTCAC 
30 (2 ) INFORMATION FOR SEQ ID N0:155: 

(i) SEQUENCE CHARACTEFaSTlCS: 

(A) LENGIH: 644 base pairs 

(B) TYPE: nucleic acid 

(C) smANDEENESS: single 
35 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1059RP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 155: 
G^TCIGITAC GCTCCAGCGC GAAAOCTQCA ATQCTCT3GG CCAAGSITOG 03GCT3GGAT 
TCXTOOGCIC ACTQCATGCT TCOGTITICA AGGAAOGACT GGAGAATCAA TAOGGCIOGA 
AACICATTAT CACACAACCC ACTGITCCAT ATGTOGIGGA GTACTOOGAT GGGAOCCAGA 
TAACAGTAAC AAATCCAGAT GACITIXXTIG ACXHGACACT TCXSGC^AOC AAGATAAAGA 
ATITCCAGGA GCCATATOTA GAAGCTATAA TGACICITOC ACAGGATTAT CIOGGAAGK 
TTATCACICT C^ACGAC AACCGIX3GCA TACAGAAAGA GATAAOGTAC ATTAACACCA 
GATGCTGAAA TATGATATCC CATTOGCACA TCTACTAGAC GAOTITTIG 
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CTAAGCTCAA GTCTGTCAOG CATOGITATC CTTCOCTAGA CTAOGANGAT QCAGQCTATA 
AGCCGTCTGA. CATTCTCAAG ATOGAGITOC TTC7TAAATQG AAAAGGTOIG GATOCACTIG 
CACAACTGAT GCATCGCPOC CAAACG3AAC GART3Q0CAA AGAATOQC7IT ANGAAGTICA 
AGCAATATGT CAAATCCCAG TTATACGAAG T3GTTATCCA 0300 
E2) INFORMATION FOR SBQ ID NO: 156: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LHSlGra: 649 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA (gencffnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PA31059UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 156 : 
GATOCTQGOG GAOSTOTTIG TGOQCACCGC GGA0CTQCT3 CIGAAGATCT OQOQGTAOGA 
RGAAQCCAAG G0G3OO0QC33 AROGCQGCCT GAGOCIX3GAG CXX3GAOCACA TCAAGCTCAA 
GGCQCTQCAC CTOGAGTCIG T3CGCAAGTT GQCQ3ACIAT AACGGOGACA TCTAGTCCGC 
GCG0Q03GCC OGCGCGGGCA CCACGGGTAT ATATACACAG COGCTICTOOG OQOQOCATOC 
OXCOGOOQG GAOOGCAGAC ACAQQOCOOG ASCTIQQOQC QOQQOGOGOG ATCAGCTQCT 
GCAACCCTCT TOGOOCGTAC OCT3CTAAQG AGGGTAAICT (XCACCTCAG TACTATAAAA 
AA Tl'l'iTA AG TTAGCCACTT TOGACTTACA ACIGCCOQCC TCICOOGTAA OQGATCTCAA 
CTTGTG&AGC CCCTAACGCT GCTCTACTQC TTnQCGCTA AGGCAATAIC ODGOCATGTC 
TTCGTCQGAT ATCAATCICA CUbTiGATTC GTTTATTGAT AGGTTGAMC GGAAGCAGAT 
TACTGGCAOG TACAATCICT OGCTOGAGAC GTTACAAATT CTGATQOGTT AOGTATCTQC 
CATCOQCTQG TOGAOGAAGG AOGARCICAT TGAACAGATC OCTCTACIC 
(2) INFCKMAXICN PGR SBQ ID WD: 157: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENS™.- 641 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEOSIESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA {genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1060RP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 157: 
GA'll'lUl'lCA TACTGAGCGG OCAACTQGflC GTACTOOCTA TOCAAAACAT CTCTGGITTC 
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CTOGAAGK3C CXTACCTIGA QCGATA1CTC ATTAAACTTG CTAAOCAGCT CTCOCAACTC 120 
ATCATIGACr GCACIGSTIT CCOICMCAG GICCIOCACT TOQOCAGTIC TOCHGIOCAC 180 
TKXX30CACG TATCCGCICT ACAATCTATA CICGTCGTIC QCAGACCOCA GARCSGAAGC 240 
TCGCCQCCAC TCTGGQGCCA GCAGCTCAAT TACCTGAGGTT TCAATCICIG TTTCAACXCT 300 
TOCCAACAGA GIUICTACTT TITGQOCTAA CGAACTATOC OCAAAAAGOG GAGQCAGCIC 360 
AT03TGAGAR GARQCACCQG GATITOCOGC TACATOCTGT A3GACTGART TCTIC0G3CT 
CCTAAGCATC GIQCAGTK3C TOCCTCAAOG GCTITCITGC TOGTIGCARGT CTGCaGIGCT 
TO?IGCTIAT GCGCAAGCAG AATAOCATCT TCAGCOGGOG AAATCTCATC ACGTPGATCAT 
CATCTK3CAA QQQCTCGGAR GACRCTSATG CACTGTICCA TA3GCTTAGG C30QCAAITAT 
ACGCTAGCTA CTTATATIGA TAATATGTAC ATGATQCCTT C 
(2) INFORMATION FOR SBQ ID NO:158: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGflH: 649 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDELNESS: single 

(D) TOPOXjCGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1060UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO:158: 
GAICITOCCG TCCTICTIGT CCAGCICTAG GTCCGGATCA QQCTAOOCCT 09CrCAGCTA 
CTCCAGCCGC AGCTCGCCGC TCTOCATQGA CX3CCTCCAGG ATCGAAGQCG CCQGCACAGC 
CTCGGAGQ3G AGQQ3CGGCT GCAG^GQGG CATCTCCTCT CX3CTCCTQGT GCATCTOCAG 
CGCCQCAGCG CIOGGCICCA GCGC033GIC GAACTACITC ACATTOGTCA OXXXJGACIT 
CTACAGATIC AQGATGCAGC CCITCAQCT3 OGCACQGTIGC AAOCGCTACG CAGTOQOGAC 
ATACB3GTAC CCQCICGICC CXXCICCOCT GAAGIGOGQC OGCTCCXSATC OGftTOGAAGA 360 
CAGIGACGCT GGCTOTATQG COCCTOGOGC GCCGQOGCTG OQOCCTQCQC 420 

ci'iuncaoc cacccgagcc gaaacacact ccoctogtac GiciocooGrr tcagcooqcc 480 

TCCACGICGC ACOGQOGARC CCQCOQGCTG CX3ARCAAGGC GACACCTGCT CCIOQCAQCG 540 

CGCACCCQCC TICATCICCT CACATCICAG CGnCOXTIG TOOXTTQOC CCOTCTCXAC 600 

CTCTTAACIG CATCOXCTC TCITOQCIQC TOCTCCTTGC TOCITOCTT 649 
(2) INFORMATION FOR SEQ ID N0:159: 

(i) SBQUBSCE CHARACTERISTICS: 

(A) LENGTHS: 570 base pairs 

(B) TYPE: nucleic acid 
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(C) STOANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG106LRP 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 159: 

GATCTOCTTT TGTAAGTATT CATCAGCTAA ATACCGTAAA GCIGGTTTGA AD3GAQGTCC 60 

TOOCTICT3C TCATATATTA TAGAAGTATC AAIGACGAGG GGATCQCGCA TTTFCAAGAC 120 

GTTCAAGTCG GQCTQCAATG AATGGCCGAT AAGCACA1CT GTTO0GC7ITA TCATC03CAA 180 

GAGATCCTGT TQGAQGICTT QCAAAGICGT GCTCAOCCOG AOCAALT1CT CCTCTCTAAT 240 

ACOQCICTAC TICGTCAAGT AGICCACAAT QQQCTCATCT G3CTTCACAA ACTTCTCATA 300 

AACTAAGITA CAATCAAAAT CGACGAOQCT CACAOGCGTX: AACAOGIATC C^TlTlTAGA 360 

AAGQCACATC TCACAGTOGA TOQCAAAOST GTGAGAACOG TQGKjITOGA AACTGACAGTT 420 

GTCCAOCCAC CCACTOCACT TCTOCTEATT CIGATACITT AGCAACAAAG -CX-TITIUJOT 480 

ACIOCTCOGA TAAQQCAQGT GTCTTTAGAT GGATQQQG7TA CTCATTATOC AATAAGICAA 540 

CAACGGQCAT AQCAAATCAA QCAAGTGATT 570 
(2) INFORMATION FOR SBQ ID NO: 160: 

(i) SQQUENCE CHARACTERISTICS : 

(A) LENGIH: 522 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 



35 (ii) MOLECULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1062R? 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 160: 

GATCICGGIG AOCTQQCQCT QGTATOGCTT CATCCACTCG OOGITCAACA AGAAGTTTCr 60 

GTTAACX3TCG AAGTTACAGC TQGTGAAQGA ATCAACCTCT GOG00CAOQG CCTTGATCAC 120 

L'll'lUG'lGTG TTCAAATACT CCTCACTCTA CTTCATGTCA TOGIAGCAGA QCTOGCOCTC 180 

ACACTOCTTC CGAAOGTPOGT AGACGTTCTT ACCAGTTTCIC TOGAACGGCG TCAACTOGTT 240 

GCCATTACAG TACAGAGAGG CTOGAACACA OGAOCACAOG TTCIGCAGQG TOIAGCATCT 300 

GCGGATCAAA CX3CAAGCACC GTOGCAAGGT CIOGTTCATT GCOGAGCATT GCICIGQQOC 360 

AAGAATGGCG GGITCGCOGC CACCACCGCA GQCCATAOQC TOCTAGTAGG GGTACTGTCT 420 

CAATGQGTCT GTCAACCCGT TCCCAATTAG CACAGAGCTC AACTTAAAOG AGOGCTCCTC 480 
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GCCIGQGK3C GACAAGATCT GG3CAGCAAT AGCAGGAATG TG 522 
(2) INFQRMATICN FOR SEQ ID NO: 161: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 633 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEE3SESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: WA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: FAG1062UP 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 161 : 
GA.TCCTO3TT GTATCATAGA GAATGAACAT ATTGATAAAA AAATGCTACT GTCTACAGTA 60 
ATOICTGAAC ACCAACATQC TCTTTTCTTG TATTAAATGA TGGGATAAOG AAGICITOGA 120 
AGAATCCK3G GOGGAAATAG TAGACA.TGTT TAGAGAGATT TTTGTAATOG CTAGAGTGGG 180 
TTTIGATOQC CGAAAAAGAA GIGCCAACAT TTAATTTOGA AQGITTA1CA GGTAGCTCAG 240 
GGAATATACT ATCCTGGTAT AAACOCTIGA TIGTACTIGC AAGGAGCTOC AACTOGTCTG 
AjTTAGGOGA TOGTICATCT TTAGICTCAG CATOGACGAG GACCTCACAT C7IGATTCCIG 
AGICAATIGC ATCTATGACC TCTCXIA3TCA CAATCAAGCC CATG3GTCCA ACCICCTTGA 
GAGCCGCCTT GATAAGCICA CTACGCAGCT OGACCGAAGT ATCCAAOGTA AGTCACTCCT 
TIATITOGftA TTCCAGATAT TCQGGCOGCA CIGCATOTAT AGATOCCCCA TGAATAAAGG 540 
AGAATIGCIG CACACTACTA AAOQCAAATC COGQCTTAATT AGITOGTIGG CTICTTAGGA 
X?ICAGIGAA CCGATTATTT GCGTCCIGAT CCT 
(2) INFORMATION FOR SEQ ID NO: 162: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LEM3TCK: 505 base pairs 

(B) TYPE: nucleic acid 
40 (C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
45 (A) ORGANISM: PAG1063RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 162: 
GATOGACITC ACCGICACCC GGTACIGGIC CTACTIGTCG ATGAACIGG7T OOTGTAGITC 60 
CCCCAGITCG TAGATCAGCA CX3COCAGITT GTQQCTCACG T03GACACAT OCTOCTOGTT 120 
GICCATOCCC CACATCGACA GCTQCGQQQC AGOQQCGOGC OQCICATTQG CCAOCACITC 180 
CAGCGCACGT AGCACOCCCT TITOCTCTT CADGAAOGAA GACAGCTTCC GIGCCAACIC 
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QQQGOCAAAG TTTCCCGCTG CATICTTGQG GAAOGAGGAA QCAATCOOGG CAOQOCCAAA 300 

GAACTIGGAA OGTCTOGAAG AGQGOGGQQG AGGG9GIGAC TOGAGGTCTC AOQCAGTTAGG 360 

CGOCTTCTGG TTTCTCAAAG AGTA1GT1CT GTOCATATTC TOGIQCTEAG ACIQCTCTQG 420 

CAGT03GTAT TIGTAGGICC GATAAGATIC TCAGAOGACA GCAAGTAAAG TACAAOGGIG 480 

GICGGTOOCC CTCCAACGTC TTTIT 505 
(2) INPORMATICN FOR SEQ ID NO: 163 : 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGHi: 631 base pairs 

(B) TYPE: nucleic acid 
15 (C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencndc) 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1063UP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 163: 

GATCTTAATA QCAATAGTPOG ACTACAQGAA ACACAAGCTT TCATAATOIC GAAATCTTTA 60 

TCATOGGATA CACTAGACTA TACICTACAA CCATOGATIC GTACTGCIGT TGATQOCATG 120 

GGTTATGAGA CCATSACACC TGTACAGQCA TOGAOGATOC OGCTATTIQC CAGAAACAAA 180 

GATGIGGTCG TAGAATCICT GAOQQGTTCG GQGAAGACCG TO3CATTICT CATACCTCTA 240 

TTOGAGAGAG TGATACAGGA TCATOCCAAT AGTICAAAQC TCAAAAAAGG CCACTICCAC 300 

ACCATAATAA TCTQCOCTAC GCGGGAGCTT GCATCACAGA TACAGQGOGT GATTGAAGCG 360 

TTTCIGACAT ACTATCCAGA TOGAGAATAT CCTATAAAAT CACAGFIGCT TATOGCTAGC 420 

AATACCACTA GIGTCAGAGA TGATCTIQCA GQG1T1T1UG AACATAGAOC GCAAATTITA 480 

GTTGGTAOGC CTQGAAG3CT ATTAGACTIT CITAAGAT3C CAAACATCAA GAOGICTICA 540 

TGOGQOQCAG CTATTCTTGA T3AGQ00GAC AAGTAITOGA TATCAATTIG AGAAGGA1GT 600 

CCAGACAATA CIGGAGAT3C TACCAAGOCA A 631 
(2) INFORMATION FOR SEQ ID NO: 164: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 626 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 
<D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG0164I1 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 164: 
GCA33AANTC QC7TAGOCAAG AAOCOQQCAA GACCTICOOG AGCTACAACC QCCTCATCTC 

5 GCAGGrcrrrr ggcatcigcg tcaqcatggc oqgctctatc qceoaoggct qgggaatica 

ATTICACTAT CACATCQCTA TCCTQCTATT CTITICITIC CTAATGQOGT TOGGTATGAC 
CIOSIGCICT AACICCACCA TGAOCITCCT TAOGGACTOC AACCCAAAAA GAGCIGCCOG 
? ° TACCA1TOCC GTAAGCAACA GCTTOQGCAA TATCGCIQCC GCCATCAGCT CCGCCATTAT 

TTTCAAACTA TGCAACGCCA TO3GOGITGG ATQCTGflNTT ACAGGCITOC- GICTAATOGA 
CTTOCTATCC ATGTTGAGOG TCTATTACIT GATOOCTAAT GGGOQOGAGA TTACAAQGAT 420 
15 AGCTOCIGAG CTATGATATC ATAACACATC OGCATT3TTA OQGATTTAGA TAAOCAAAAC 480 

AGCATAOTTA GCAICTITAG AATCTATCAG AAGAAOCTOC CTICTICCTT TAATGATTAA 
TTIGAACAGT CATIGATTCC GTCITICGAC CAAGAAGTTA C3CAOGTCATA TOOQCTG&OG 

20 626 
CCGAAACGQC GIGCCTICTC TITCAC 

(2) INFOKMATICN FOR SEQ ID NO: 165: 

(i) SEQUENCE CHARACTERISTICS: 
25 (A) LENGIH: 394 base pairs 

(B) TYPE: nucleic acid 

(C) STBANDEEMESS : single 

(D) TOPOIjOGY: linear 



30 



SO 



(ii) MOLECULE TYPE: INA ( genomic ) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1064I2 



(i) SEQUENCE CTARACTERISTICS: 

(A) LENGttH: 559 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEOSIESS: single 

(D) TOPOLOGY: linear 

55 (ii) MOLECULE TYPE: ENA (genccoic) 
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35 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 165: 

AAAAATCATT TTTATCACCA CTCAAGATGC AGTCTGATIG AAGICTAAAG CIQCAGTAGA 60 

AGAGACAAGT AAGCCATCAT GAAGCTATGT TATAGGTOCT AAGTTCCOGA TACNAGCACA 120 

40 GIGG3CATOC TAQGGCTGCA GAGACAGQQC ATQQGOCTGfr TACGATAGCC GGAGACICCG 180 

A1TOQCGGGC TAGCQQGAGG TTAQQGOGQC GTTCAAACGA TAATOGGTIGC CAGGAOGOQG 240 

GCCACC9C3CGG CACIGATOCT TCTATTCITr GGCATGAATC TCATACTAAC ATTCCTJTAG 300 

45 TIGAACATIT CITACCCACT TAATGCTACG CNAAAGACCA TTGAGCTOSA TSAOGAACAC 360 
CG1GTCOGIG TCTTCTAOGA CAAGAGAATT QGCC 
(2) INFORMATION FOR SEQ ID NO: 166: 
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(Vi) ORIGINAL SOURCE; 

(A) ORGANISM: PAG1064RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 166: 

TAGK3GAT0C AQCATCCOGT CTOGACCACT CCTGftCTITOC GCCG3CTCTA TCCTAGAOOG 60 

CCAAAGCCCA GCTIGAAGAC CTACTOQSAG ATOCTGAAQG AAOCAAACCT CACTATATCT 120 

TCOCTCAGCA CAGCGCTAAT GTIOGCCACC TACTATO3GT TCAQOGTCCAC GITOGCCCAC 180 

TACTTCAAAC TTGACTATOG CTTCACTAAC CITQCGATOG GCGQC7IQCTA TOCX7TGTCCA. 240 

GQCX3TOGCCC TAATCATOQG CTCCCICTTG G3CQGTTCACA TITO0GAOCX3 CITC03CAGG 300 

AAGTOGCTAG CCAAGAACCC OGOOAAGAOC TTCCCGAGCT ACAAOOQOCT CATCT0QCAG 360 

GTOTITOGCA TCIGOGTCAG CATOQOOC3GC TCTATCG3GT AOQQCTQGGG AATTCAATIT 420 

CACTATCACA TCGCTATOQC GCTATTCTTT TCTTOXTAA TQGOGrXTQGG TATCAOCT3G 480 

TOCICTAACT OCAOCA7GAC CTICCTTACG GAGTOCAAOC CAAAAAGAGC TQOOQoTAOC 540 

A1TGOGTAAG CAACAGCTT 559 
(2) INFORMATION FOR SEQ ID NO: 167: 

(i) SEQUENCE CHARACTERISTICS: 

(A) 611 base pairs 

(B) TOPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1064UP 



(XI) SEQUENCE DESCRIPTION: SBQ ID NO: 167: 

GATCTGTTCT CQCCQGCCTA TO3QC0CTOC CTOOQQQCAG AGGGAGATCG TCCTOGriCOG 60 

40 CCTAGGCTAG QCACGGCCCT AGQQGGAGCT TCTCCTOOGG AGOCQCGGCC G3CTGAGCCC 120 

OGCPGOGCAG GOQOGCAGCC CXTPSAGAOGG TAQQQGQCOG CCTAATOCCT CCTAOGCAOC 180 

GACOGCGCAG 0GGACCT3CA CGTTACTAAA AAATCATTTT TATCADCACT CAAGATOCAG 240 

TCIGATTGAA GIGTAAAGCT GCAGTAGAAG AGACAAGIAA GCXATCATGA AGGTATITTA 300 

TAOGTGCTAA GITCCOGATA CAAAGCACAG GTQ93CATIC TAGGQCTOCA GAGACAQ30C 360 

ATGGGCGTCTr TAOGGATAGC COGGAGACIC CCCATT3GGC GGGCTTAGOG QGAGGGITAG 420 

OGOGGNjITT GGAAAOGAAT AATGGC2TO3C CANGAOQCQG GCCACGGNGG GACTGATQCT 480 

' lUTl ' mUlT T33GAATNAA TCTINATACT AACAATOCCN GINGGSINGGA CAATICITAC 540 

OCCNGITAAT N3CTAGGCAA AAGACCATGN AQGTCQGtfIG ANGACAACCN NNT00CNNOT 600 

TTCTTNOGAN A 611 
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(2) INFORMATION FOR SBQ ID NO: 168: 

) SE&JWZE CHARACTERISTICS: 

(A) LENGIH: 615 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM : PAG1065RP 



(x i) SEQUENCE DESCRIPTION: SBQ ID NO: 168: 

GATCICTK7T TTCGCAGTCC CTGATOCQGT OOGOCAGAGC AGGCAGCQOG QQCCAGGCTC 60 

TOCQCAAGQC AGGCGTKJTG TCACCGOQGA QCCACTCICT GQQCAGGCAG TICCAOGCCT 120 

CCKSAACGAG CGCGQQCATC ATQQGGCCCA GAATOCIGOG ATAQGCATCC AGAATGTOGA 180 

ZCXXXXVGT CTTTATOQCC AGACQCCICT TATTATCTGG 03GTICCATG TAAAQCCTCT 240 

CCTICGAAGC ATCAAAGTAG AGQGACAGGT 03TIGCTCAT GIQCTACAGA ACAAAGACIG 300 

ATGACATTGG AGTAGCTCTG G3A1TCQQCA CAGAOXTCA CACTIQQGQG GCAAAATTCT 360 

TTCICTIGIC GAQQC3OTTT CCCOTCAOTC CC003CAG3 TGGGGQCAGN CITCCCCN3G 420 

GCAAAAAAGG CINTTCCCCA CCNAGATOAA CCCCIQGGAA ANOCXX3AAGG lO^CANNAAT 480 

T^OtfSSAAG TONCXTINACC NCTCACXNA ATCQGAAAAA TIGGGSfiNNA A^OCCCANC 540 

CCAACNCCCA AANITTTCTT QGAAAAAAAA AGG0GN3OCC CAOXN3GNG GANINANTCT 600 
lOTCXXXXXX: NATCC 
35 (2) INFORMATION FOR SEQ ID NO:169: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LHSJGra: 604 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 
40 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EKA (genordc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1065UP 
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(xi) SEQUENCE DESCRIPTION": SEQ ID NO: 169: 
GATCICTICC CITOGATCAT CCCICAGTTG GGITCTGAGT CCATOGATCC GTIGAOGCAG 



TOXXTACAC AGITOCAGAA CGCW^QCT GCAGCTCCAG CAACCGAGGG CCATGAGGCA 
GGCGAGAAGA AG3ACAACGA CATC0C*3AG TTGATIGAGG GCCAGICTTT OGAOGOGGAT 
GTIGAATAAG TGCGCTCK3C GAGGACTGTC TICTOGOOGC OCATCIOGA ATITCTCTAT 



615 



60 



180 
240 



55 



564 



EP0 866 129 A2 



TK7K3CAGQG AATATACATA TATTCACTQC ACATATOGAT ATTATGTATA TATATSTACA 300 

TACACTATAC OCQOXOGTC TTAGIOQGAC CACATAAACC TACQ3GT03G OQCCCCTATA 360 

5 TOGOTTTACA ATAAAOGOGC CX2WCITGOG QGNNTOCITC GANAATCTCN TTOGGQ3QCC 420 

ONKXKNJCXOT TANNAQGWC TTCITOCG3G TOQGAAGTINA AAAAQCNNNN GTICNbTIUN 480 

NAGNGTOQCC GQQQGAAANC CNNCOQOC^JG GSI3GATTTIC NCCCAAACOG NAGAANACNN 540 

70 CNTK3C3SJQCA AGTTGOCCGT QGGAGAAAAA AANCCMATCT NGAAGNAAAA TTOOCXXOTG 600 

OCCN 604 
(2) INFORMATION FOR SBQ ID NO: 170: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTEH: 653 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (genomic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1066RP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 170: 

GATOCTCAGG CCTCACTAAG CCATTCAATC GGTACTAGOG AOQQGOQGT3 TGTACAAAQG 60 

GCAGQGAOGT AATCAAOQCA AGCTGATGAC TK3O0CTTAC TAQGAAITQC TCGOTCAAGA 120 

GCAATAATPG CAATOCTCTA TCCXXAGCAC GAOGGAGTTT CACAAGATTA CXXAGADCIC 180 

T0330CAAGG TTATACT03C T3QCT00CTC AG1CTAG03C GOGTOOQQCC CAGAAGGICT 240 

AAGQGCATCA CAGACCTGTT ATTQCCTCAA ACTIOCATCG GCTTGAAAOC GATAGICOCT 300 

CTAAGAACT3 CQCAACCAGC AAATOCTAGC AGCACTATTT AGTAGGTTAA GCTCTCGTITC 360 

GTTATCGCAA TTAAGCAGAC AAATCACTCC ACCAACTAAG AAOQGCCATC CACCAOCACC 420 

CACAAAATCA AGAAAGAGCT CPCAATCTGT CAATCCTIAT TCICTCTQGA GCTQCT3AGT 480 

TIOOOOCTGT T2AGTCAAAT TAAGOOOCAG QCTOCACTOC TOGTGGTGOC CTICOGICAA 540 

TTCCTTTAAG TTICAGCCTT QOGAACATAC TCCOOOCAGA ACOCAAAGAC ITTGATITCT 600 

OCTAAGGTOC OGAGTO3GTTC ATAAGAAAAC ACCACCOGAT CCCTAATOQG CAT 653 
(2) INFOKMATICN FOR SEQ ID MO: 171: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LHSK7IH: 669 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS : single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (genomic) 

55 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1066UP 
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(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 171: 

GATCTOGAQG ACCTATATAT ACCATTICGC TOCAOCTITC TmTGIGCC TGATGITTTA 60 

TAAGTAGACG ATCTCIGATT ATTATCQQGA GGTOCTTAAA GTCCCATGOG AGCACACTCT 120 

TIOCAATCAT GGOCATCGCC CAOCAGACCA GTCAGAACTA GATATCTCAA TTGCATSIGA 180 

GCCATACTAG QGIGACCTCTT CTTQGCGGCC AGCTIOCAGG AGGAGGAAAA AAAAAAGAIT 240 

CXAGCACX7IG AGITKGCar ATOGTCACCC ACTACACTAC TCOGTCAGGC TCITACCAQC 300 

TTAACTACAG TTGATCGGAC GGGAAAOQCT GOTTCTGCT AGATATQGOC GCAAOOGAAA 360 

TATATAC3CCT AGAGCAGACA TGATATCAGA TOGTOGATCC ACGIGAGGQC GTAGACATCT 420 
AATAACGATA TCGAGTACAT TIGCTQOCAG ATOGCTOQQG CTATOG03CA GATGICTP3GT 
AATT3GCACA TCGQGGTAAG TC^CXXSQCTA AGAAGAGTTT GICC3GCATTC GAGIGCCATT 
CCCTACCGAA TCTCAGGTAG TGATCTGAAA AGTGATATGC TATGTGAAGT GCAAAGTATG 

GGAAGTCTOG CTOGGoTTAR GAAGAAGATC TCRACTGCAA GGCAAOGGAA OGICOGARCA 660 

669 

ATGdTlGA 

(2) IQ4FORMATIGN FOR SBQ ID NO: 172: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 652 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDELNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: INA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1067RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 172: 

GATCCCCTAA CTITCGTTCT TGA1TAATGA AAAQGTCCTT GGCAAATOCT TTOGCAGEAG 60 

TTAGICTICA ATAAATCCAA GAATTTCACC TCTGACAATT GAATACIGAT GCOOOOGACC 120 

GICCCTATTA ATCATTACGA TOGTCCTAGA AACCAACAAA ATAGAACCAA AOGTCCTATT 180 

CCATTATICC AIGCTAATAT ATTOGAGCTT GOQCCTQCIT TCAACACICT AATTTTTICA 240 

AACTAAAAGT CCIGGITCGC CTAGAGTACA AGTACCCTAG GITAGCCAGA AGGAAAGGTT 300 

CGGITOGATC CCCTACACGA AGAAAATCGG ACQQGQCAAC CAAACCCAAA GITCAACTAC 360 

GAGCTCTITA ACIGCAACAA CTTTAATATA OGCTATTQGA GCTGGAATTA CCGCGGCIGC 420 

TOGCACCAGA CIT3CCCTCC AATTOITOOT OGTTAAGGTA TTTACATICT ACICATTCCA 480 

ATTACAAGAC CCGTATOGGC CCICTATCCT TATTTATToT CACTACCICC CTGAATTAGG 540 

ATTGGGTAAT TIGCGCGCCT GCTQCCTICC TT3GATGTOG TAGCOGITTC TCAGGCTCCC 600 
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TCIO0G3AAT CGAACCTTAT TCCCOGTTAC OOGTIGAAAC CATGGTAGQC CA 652 
(2) INFORMATICS FOR SBQ ID NO:173: 

5 (i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 669 base pairs 

(B) TOPE: nucleic acid 

(C) STOANDEEISIESS: single 

(D) TOPOLOGY: linear 

10 (ii) MOLECULE TYPE; CNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1067UP 

15 

(yd) SEQUENCE DESCRIPTION: SBQ ID NO: 173: 
GATCQQGIAG TGAGGQOCTT GGTCAGAOQC GQCAACTGTG CITCIGGTCT GTCCTOQQGG 

20 GCTTGCTCCT GQQGAOGGAC TOCTTGCGTG CTCTOTOCTA GAOQQOCTTG GTAGAOCATC 

TCTQCTQCTC GCTTQCTACA ATTAACGATC AACTTAGAAC TQGTAOGGAC AAQQGGAATC 
TGACTGTCTA ATTAAAACAT AQCAITOCGA TOCTCAGAAA GTGATCTTGA OQCAATGIGA 

25 tttciqccca gtocicigaa tcicaaagtig AAGAAA3TCA ACCAAGOGOG GGTAAAOGQC 

GGGAGTAACT ATCACICICT TAAGCTAGOC AAATOOCTOG TCATCEAATT AGIGAOQOQC 
ATGAATOGAT TAACGAGATT COCACTGICC CTATCTACTA TCTAQOGAAA OC^CAGCCAA 

30 GGGAACGG3C TTX3GCAGAAT CAGQGGQGAA AGAAGAOCTG TTGAGCTTGA CTCXAGITIG 

ACATIGTGAA GAGACATAGA AQGICTAGAA TAAGTGGGAG CTTOGOOGOC AGTCAAATAC 
CACTAIOCITT ATAGITTCIT TACTTATTCA ATTAAGOQGA GCTOGAATIC ATTTTOCAQC 

35 TTCTAGCATT TAAAGTOCTA TAOQQQCTGA TC0G3GTIGA ARACATIGIC AGGTOQ3GAG 

TTTOGCTGG 

(2) INFORMATION FOR SBQ ID NO: 174: 

40 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 596 base pairs 

(B) TYPE: nucleic acid 

(C) sreANDECNESS: single 

(D) TOPOLOGY: linear 

45 (ii) MOLECULE TYPE: EMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1068RP 

SO 

(Xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 174: 
GATCCACCNC TNNQOCATTC AATOGGTACN ACTOGADQGG OGC2SNTGINN AAN0Q3KXJG 60 
55 GACCTAATCA ACGANAGCTG ATGACTAGAC GCTTACTAGG AATNOGTOCT TCAAGANCAA 120 
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TCAirrTQCTC TCINICTATC CCCAGICArT ACN3NCTAWC ASOITGATC CIOCATCATC 180 

TOICOTTOCT GTOIOCTATO CQQCAGGACN CCGOCTCT AOOGOGOGrTG CG30CCAGAA 240 

5 NOTCTANQQG CCICCCftGAC NTC7TTAIN3C CTCTAACITO CATOQGNICN ANACCGANAN 300 

TCCTOCTAAG ANGIGCQCNA CCAGCANOTG CNN0CN3CNC TATTTACTAG GTIAAGCTCT 360 

CCTiaJTTAT CNCCWITANr CAGACAAATC ACTOCMOJN CTAANAACQG CNWIGCOOCN 420 

10 NCNNCCNGAA NWIKNNGAAA CMXHCICAT CICTCAATCC TTATCGICTC TQGACCCQCT 480 

GAcmcCC G TCITCAATCT AANTAANCOG CAQ3CTCNAC TCCINOT3G7T GCXTTOOGIC 540 

NATICCITIA AGITICAACC CTOOGACATA NTOOOCC?^ ACICANAGAC TOIGAT 596 
15 (2) INFORMATION FOR SBQ ID N0:175: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 641 base pairs 

(B) TYPE: nucleic acid 
20 (C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencsrdc) 

(vi) ORIGINAL SOURCE: 
25 (A) ORGANISM: PAG1068UP 



(xi) SEQUENCE DESCRIPTION SBQ ID NO:175: 
30 GA0CIGGAG3 ACCTATATAT ACOOTTOGC TGC^OCTTIC TITTTCTOOC T3ATGTETTTA 

TAAGTAGADG ATCTCIGATT ATTATQGCGA GCTOGTTIAAA GICCCATGOS AGCACACTGT 
TK3CAATGAT GGCCATQQQC CACCAGACCA GTCAGAACTA GATATCTGAA TIQCATCT3A 
55 GCCATACEAG QGIGACCK7T GITOGOOGCC AGCTT3CMG AGGAGGAAAA AAAAAAGATT 

GCAGCACCIG AGITICGCCT ATO^TCAOCC ACTACACTAC TOQGTCAGQC TCTTAOCAGC 
TTAACTACAG TIGATQQGAC GQGAAACQST GCTITCTQGT AGATATQGCC GCAAOCGAAA 
40 TATATAGCCT AGAGCAGACA TCATATCAGA TOCTQGATGC AOGTGAGQGC CTAGACATCT 

AATAACGATA TCGAGTACAT TIQCTQCCAG ATGGCTOGGG CTATOGCQCA GATGTCIGCT 
AGITO3CACA TCGG3CTAAG TCACQQOGTA RGAAGARGTT TGTCQGCATT GGACTGOCAT 540 
45 TCOCTACCGA ATGTCAOCTA GK3AICIGAA AAGIGATATC CTATGIGAAG TOCAAAGTAT 600 

GGGAMICIG GCTQGGGTTA AGAAGARGAT GICACIGCAA G 
(2) INFORMATION FOR SEQ ID NO: 176: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENCjIH: 654 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 
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(vi) ORIGINAL SOURCE: 

{A) ORGANISM: PAG1069RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 176: 

GATOGACOOC GGTCC03CIXT GCATCAGOGA GCTOO0CGTD3 OOGATCffiCA QOCXX3CTOC3C 60 

TAQCGAOOOG CQGATGGCTA TCATQGACAC ATGACGTQOC TGCAQGTOCT TCTIGAQOOG 120 

GATGCCCTOG TOCTTGCCAT OGTACTTQCA CHUEAOOGAC TQ03CCTCCT QGTK7ICT3CT 180 

GCICT3QCTA TOCXX5CAGAC OGOQQOOCTC AOCAGOOGQG GOCAGCTTOG GGOLTHCAA 240 

CTCGTOCAGC GX3GAOGOCT CTGATOOCTC TOOGAACTIC TCTTCOGQCA TAAGTOOGGA 300 

GCTCTIAICT ATGCTACTCA AGCTCCOQCC GTATAQOCIT QCTATAIA3& CTTAOQCTOC 360 

GAOQOOCTAT TCOQGACACA QCTATATATT GQCOOQOOGT CTCQOGCQCT GCITOGQGAG 420 

OOGACTGADC (XADCCTGAT AGflQOQGnTG CACTTCIQCT G33C0G0CIC A3CCCGTTTCA 480 

GOGTOCGACT GTCACATCQG GCIGQQOGAG OQOGATTAAT CACCCGACTC QGCTQCATOC 540 

OGCACTAAAC CTCCCCTCOC GQCGCAG3QC GCOCTTATCG CCTCOGTTGAT GAOGTIAOCTA 600 

TCTTTATCAA AGATCOQGAG AMCTGTIOCA QQCTOCEAOG TTGOGATAAG AG3C 654 
(2) INFORMATION FOR SBQ ID NO: 177: 

(i) SEQUENCE CHARACTERISTICS: 

(A) L3SJCTH: 708 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDECNESS : single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (genomic) 

35 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PA31069UP 



40 



45 



SO 



55 



(Xi) SEQUENCE DESCRIPTION: SEQ ID N0:177: 

GATCTTTCIG OCCTTATCAG GGATQGCACC ACCGGTCTIC AOCTOGpTTIG ACITCTTAGQC 60 

ACACTGCTQG CAGAOOGTOG ACATCATGAT GAOCTCTTIG AACTGTOGGA TCTIGACOQG 120 

CTTCATATOC GTOTCACATG GGTGAACACA TGMOGQCAC GIGQCACT3A AGGICK3CAC 180 

CrOGTITGTOG AAGTICIOGA TATCCCTAGC GTCAGATAAG AGAOOQGOCT GTO009CTIG 240 

CGA T l lUi ' i G GGCIDQOGCT GOGACAGCIC OGOQOGCTIC TCTIGAOQOC C^TGCIOCAA 300 

TT3GTO3CGC CTAATGATOC CCAOCT3GAC GTTTK3CTCA TCTGAAOGCA GCTACTOQGT 360 

TTTQGACCAT TTT3GOGCAG CTTOGCCK33 CTTGTATTCG ATOCAGGAAT TQOCAGCAGG 420 

GTOCTOCAGC GTAAAAGTCA Q03GTAGAGT GOOOQQCTOG CADGACAGQG CAGOQOGGAC 480 

CTT3GCAATG AACK30GCAA TCT3AT0GIA CAQGITCIOG TCXACITCCT TCCGCX3CCGC 540 

CTQGTOGQOG TOCAAGICCT OGATCATCTC GGTCAGCAGG OCTTOCACAG T03TICAGCIG 600 
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QCX^CGCTIG GGAAGAATCT CCAGGICCAA TICAACGAAG 0G3GAAG00G CAGTITOQOC 660 
CTIGATGACT GCXTCICAAA ATOGGCOTC TCCTCAACCT TCAGCTCA 708 
(2) INFORMATION FOR SEQ ID NO:178: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LHSCTO: 703 base pairs 

(B) TYPE: nucleic acid 

(C) S1KANDECNESS: single 

(D) TOPOLOGY: linear 



(xi) SEQUENCE DESCRIPTION: SEQ ID N0:179: 
GATCCTTTAG TICCTOGGAG TTTGAGGCTA GAG3TGCCAG AAAAGTTTAOC ACAGGGATAA 



(ii) MOLECULE TYPE: ENA (gencraic) 

(vi) ORIGINAL SOURCE: 
*5 (A) ORGANISM: PAG1070RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 178: 

20 GATCCCCTAC AOGAAGAAAA TC0GAO333C CAACCAAAOC CAAAGITCAA CTACGAGCTT 60 

TTTAACTGCA ACAACTTTAA TATADGCTAT TGGAGCTQGA ATEACOGOGG CTGCIQQCAC 120 

CAGACTIGCC CIQCAAITCT TOCiraiTAA GGTATTTACA TICTACTCAT TCCAATTACA 180 

25 AGWTCCGTIAT GQGCCCICTA TCCJTIATTEA TIUICACTAC CTOCCIGAAT TAGGWITOQG 240 

TAATTK3CGC GCCIGCIGCC TICCTIQGAT GIGGTIAGOOG TTICICAGGC TCOCICTCOG 300 

GAATCGAACC CTIATICCCC GTHACCOGIT GAAACCATGG TAGGCCACTA TOC*AOCATC 360 

30 GAAAGTIGAT AGQQCAGAAA TITCAATCAA CCATOGCCAG CACAAGGOCA TGOGATIOGA 420 

AAAGITATTA TGAATCATCA AAGAGTOOGA AGACATTGAT TTTTTATCTA ATAAATACAT 480 

CICITCCAAA AGGTOGAGAT TTTAAGCATG TATTAGCTCT AGAATTAOCA CAGATATOCA 540 

35 TOTACTAAAG GAACTATCAA ATAAAOGATA ACIGATITAA TGAGCCATIC GCAGTITCAC 600 

TCTATAAATT GCTEATACTT AGACATOCAT GGOTIAATCT TTGAGACAAG CATATGACTA 660 
CiQGCAGGAT CAACCAGATA ACTATCTTAA AGAACAACCC GAA 
40 ( 2 ) INFORMATION FOR SEQ ID NO:179: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 675 base pairs 

(B) TYPE: nucleic acid 

(C) sraANDEOSESS: single 
45 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG107OUP 
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CIQGCTTGTC GCAGTCAMC GfTICATAGCG ACATTOCTTT TIGATTCTTC GATCTOQGCT 120 

CITCCTATCA TACQGAAGCA GAATTCQoTA AQOGTITOGAr T30TCACCCA CTAATAGGGA 180 

5 ACGTCGAQCTG GC7ITTAGACC GTOGTGAGAC AGGTTAGITT TAOQCTACTG ATCAATGTTA 240 

TOQCAATAGT AATTGAACTT A3TAOGAGAG GAACAGTICA TTCQGATAAT TOGrlTTTTGC 300 

GGCTC7ICOGA. CQQ3QCATIXS OOQOGAAGCT AOCATOOGCT QGATIATO3C TCAAD3CCTC 360 

70 TAAGTCAGAA TQCATQCTAG AAOQOGATGA TICTITTICT CGCACATTAT AGATOGATAC 420 

GAATAAGGTC CITTTAGCAT OQCTGAAOCA TAGCAGQOOG GCAACTOCT3 TICANftOQGfc 480 

AAQGTCTOG3 CGCGTOOOQG OQGATTOCAA TCfTCATACIG O30GAGAGTA AATCATTCCT 540 

15 ACAOGACTTA RATGTACAAC AGGGTATTOT AAGCACTARA GTAGOCTTCT TOTTADGATC 600 

TOCTGAGATT AAGOCTTO3T TCTCTGATIT GTTTPCTATT T33AAGTCTG CAGGA3CAGG 660 

CITIGAAATA RAGTIT 675 

20 (2) INFXDRMATICN FOR SEQ ID NO: 180: 

(i) SBQUE2SCE CHARACTERISTICS: 

(A) LENCJIH: 498 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEIJSIESS : single 
25 (D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
3Q (A) ORGANISM: PAG1071RP 

(xi) SEQUENCE DESCRIPTION: SEQ 3D NO:180: 

35 GATCTGN3GG GQAAACNCAG CAITCAOOGT TCTOCAAAAA GATITCACTG GTAACATCAC 60 

CAAGCTTOGC AACAGACAAT TCTOQCAQCC OQCTGAGICT GCAACOCTGC AQGAGCTICT 120 

GAITOCAGAG QCTP3CACAQG GCAGCAAGAC TOCTTCGGAA QQQCTOCTGrT OGCTCAOCAG 180 

40 AQGCCTCCAA ITCAOOGOQC AAGCTCITAG AGAAACGCTA GACCATCCAG AGCTOGAATT 240 

CTCTAAGACA TTCACAGATC OGTATTOGAA GACCTTQACG AAGCACCATG CTATOCTTOT 300 

AOGncooGrrr ticaaagcig gccatgaaag cttoccctta caqgaaggac ttttttocag 360 

45 AAACTAGGCA GCX3ACCAAGA GAAQ3TIGAC ACQCAACTTT AAGCAGTOQC TQQCTQCACT 420 

TCAAAAGATC GTAGAGATTC TOCTICAAAT OOCITOQQQG AAADGTOCAA AGGATTCAIG 480 

AGTATTATIA TAGAA3CC 498 

50 (2) INPOPMATTCN FOR SEQ ID NO: 181: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 625 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 
55 (D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: CNA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1071UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 181: 

GATCGACAGC CICGAAGAAG TPGCCTCCPC AGCTICAAAC ACAGOOCACA QGICIQCATA 60 

CATCACQCTG GTCCITOCTO CM3CTTAAC QQGAGAACTT TCK3CGOCT3 GCAOQGOTCT 120 

CXXSGACror G3CMCACCC OCOCOGQOX G3XTTATCT GCAM3CTCGG GGAQGATGTCT 180 

cticaccicg ocxnccrcrrr catogqctoc coGrroooGcr agqcactogs gagacictac 240 

CTTCGATTIC TIGACCCIOG CIGTIGACCT OXTOCMCr TCAGC30C1CT TC^GOGCAGC 300 
GAAGAATCQG ACCAATOIQG CCTOCTTCTT T3GAGTAGAC AITOQOCIGA AGTAAAACCC 360 
TACIGACCTG CCAAATAGCT CCACTITO^T CTQQQGACAG GAGCTTOCNA AGANIGACAT 420 

^nigingn naaggccnnn nnninncaaa gacgaancto nxaox^aqgn crrownwoc 480 

O^JCNNNA NAAGNAANAA NNNNATINNN QGNATINNNN AAATTAN3GT TONNNNAINN 540 

NCTirOOAAA TINNINNGNN TINNINATIC (XM^NGGNTT TCNNWITOCC NCNCT30CIKN 600 

GC3SnTTTTTO NANNttflNAAN NNNCC 

(2) INFORMATION FOR SEQ ID ISO: 182: 

(i) SEQUENCE CHARACTERISTICS: 
30 (a) LENGTH: 491 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencndc) 

35 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1072RP 

40 (xi) SEQUENCE DESCRIPTION!: SEQ ID NO: 182: 

GAGCAACTAT TATTAGGCGC (XX3XAC0CC AGICK3CAGC ATIOGAAAGC CITCCTAGCC 60 
murocGAT gicccaaggt acaattitct OGCAGtflGAA AATADGAAAG AAGOGOCAAG 120 
45 AAOIGQCCIT cttigaatoc AACGCOGAOG OCAATGATOT OGAGQOGQGC GAACATFITA 180 

OAACAGPGCT CGATAAG3GC GATAAGGQQC TCG3CCTCIT TICTICGATC QGCTTGA3AT 240 
GCAATAGAAT GCTCQGGACA GCTATCITTG TOGGIOQOGC GAAGATCTTC CAGICCGACT 300 
SO OQCICAGTAT AdTTGOGCT AGQGTTAIQG CTACTAGGAG CTTTAATTCC TCTAGCAGGr 360 

CnTATOHT ACATOGAATT TOGTAACIGC AATAOOGCOG AACQGTGGCG AGAAGAACIA 
CCITCAGTOC ATCICCAATC AAACCGAACT TOTCACTTA CAGTCAAGTC TACTCAGCAT 
55 ATGAICATCT T 



420 
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(2) INFORMATION FOR SEQ ID NO:183: 

5 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 726 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

10 (ii) MOLECULE TYPE: ENA (gencroic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1072UP 



15 



20 



25 
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(xi) SEQUENCE DESCRIPTION: SE3Q ID NO: 183: 

GATOQQCAGC TTOQ3CAAQC GOCX3LT1C1C CTOTGTCTAC TO7IOGICCT CX3TCXJTACIC 60 

CQQCAOCATC GAOQCCTOOG QCTOCTOCTC ATQOGOOCTC GOGTOCITCT CCTOGIOCAC 120 

OGTICirjOGGC AGAAGAGAGT OOGCCTTOQC CCCOGTCTGG TOGTOCTOGC GCIOCAGCAG 180 

AGOQCCCGGA AQOQQCIGCT OGTOOGQGAG OQGOCOGAGG TAOQQCTIACr TCACOQ3ACC 240 

CATCTCOOQC TCAATQOQOG GGATCAACAC OTOCOGCAOG TAOOQCTOCA TGATCTQCX3C 300 

ATAGTOoTAA GATTAOCTAA TTCATACGTG TAGATCATOC CATQCITAOC ATC7TIGAAOC 360 

GTCACCATGT AAATTTOCAA TAATTCTCTA GTCICTCATT TCEAGANATT AQ*ANCTITC 420 

CTTTATATTA ATNCTTTTAC INAATAATIN ATONANNTTTT TNOTTIGAISIC ANITOTOCAT 480 

ATIG1ATTAA AOTWATATAT AATATTATIN TCTACTAATC TAACAAATTA NNNICINEAT 540 

TATATA1TTA NNNANCATAT NATNATATTA AAITAITIAT AATNATNCTN TOCTCTINEA 600 

ATNTCTAAAT NNNANNIOTT TNINQJIANN CTAATNNATT TITNGATATT TINTTINNIA 660 

OTNNNNIAAA AAATATNNNN TTIATCNAOT A3CITCCATT TA3NAATCHN OTTTTTATCA 720 

AAOOOC 726 
(2) INFORMATICS FOR SBQ ID NO: 184: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 641 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 
45 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 



55 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1073RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 184: 
GATCAATTAA TAAATQGTCT AACTAATAAA GTTAATAATA AATCTATTAA TTATATAAAA 60 
CTACCTGATT TTATIGAATC AAATAATATT TTCTTAATGA ATACTACTAA ATCATCATCT 120 
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ATTCAGTTTA TATTAAATIC AOCAOCTCTT ATICATICAT TIAATACICC TCIAATTCAA 180 

TCTTAAAATA TICrTAATTA TTAAATTATA TAATAAAAGT TAGIGGAXAT AGITTAATTG 240 

5 GTAAAACATA TGTCTITAQQG ACATATATCT TOGTICAAA ACTGAATATC TACATATTAT 300 

ATCATTAATA TAATAACTCT TTAATTAGAG T3CTACCACA AGAATQCIGA AAGCATTAGG 360 

OGIOICTACC TTAQCTCTCT AATTAAAGIT ATAAAATTAT CTTAACTAAT AAAAATAATT 420 

70 AATTAAATAA ATAAATAATT AATTAAATTT AAAATCITTA AAAAAAGAAA TAAATAATAT 480 

GTTATATTTA AATAGATCAA AATITCAACA ATITCCATTT CATTTAGTAC TAOCATCAOC 540 

ATCACCAATT GTTACATCAT TTACTITATT AGGTTTACTA TTAACITTA3 dTITACTAT 600 

75 ACATOCTATT ATTQGTAATA TTTATCCTTT ATTATTATCT T 641 

(2) INFX^MATICN FOR SEQ ID NO: 185: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 662 base pairs 
20 (B) TYPE: nucleic acid 

(C) STRANDEXWESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genctrtic) 

25 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1073UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 185: 

GATCTTAATT TAAAATTTTA ATTAACTATT TATAATTTAG AAATATATAA TCTAGAGATA 60 

TATAATCTEA AAATCATAGG TAAAAATACA TAAGATACTA AGAATAAAAT TAGTAAAATA 120 

AATAGAAAAC CATAAGITAA TTGATTCATA AAGAAAAATC GAATTATTIG TOGCATCTTA 180 

ATTTTEATTA TITAATTGAT TATTATCTAT TTAACATAAA ACATTTTAAA ATGTTATAAA 240 

ATAAATAAGA AATTACTTAT AGAATATITA TTAAATAGIA TTEAATTTAA TTTTAATATT 300 

AAATATACCA TTTTTATTAA TAAATAGATT ATTAAGTITA TTAATATTAA GTGATATATA 36C 

ATTTAATTTA TATAAATTAT TTAATTTACT TCATTCATAT ATATAATTAT TAAAIOTACC 420 

TTTCATAATA TTTATTTTTA TTAGTCTAGT AATATTTCTA TTTAATAGTC TAOCCTTTAA 480 

TTQGATATTA CTACCTACTA AATATTTACC TAATAATATA TTATTAAGAA TACITAAATC 540 

TAATAATTTA TTATCTAAAG TATATAAATT AA1TAAATCN TITl'lTATTA TTATTTAAAT 600 

TATIATTAAT TAGTAAATTA TATTTAITTA TTTTATTAAC ATAATTTTTT GNATAATAAT 660 
AT 

(2) INFORMATION FOR SEQ ID NO: 186 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 615 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 



662 



EP 0 866 129 A2 



(D) TOPOLOGY: linear 

(ii) MDLBCULE TYPE: EJMA (genomic) 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: PAG1074RP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 186: 

GATCTAAATA TATATAATTT AATITATAAA GATEAATATA AACTTTTTTA TTATAATATT 60 

TAAGIATTAA ATTATTTAAA CTATTATTAT CATEATETAA TAAATTAATT AlltiuATTAT 120 

TAATACTTAT TAXATAATTA TEAIATAAXT TACTTAATIC AICATTATTA ATATITATAT 180 

AATTATAAAA ATAATATTEA ATAIGAAIAC TATTXAGICE ATCITCAAAT TTTAAATIAG 240 

TTATTAAAAT AOTATTAGAT ATTATTASTT TCTETAAXAA AXEATEAAAT AGATTATCAA 300 

TAATTAATAT ATTATTEATT AATToITTAT TAAAATAATA TATITEATEA TTATAAAGAT 360 

TTAATITATT TAAATAT7TGT AAATTATIAT 'i'l'I'lATEATA ATATCTATTT TEATAAATAT 420 

TATOirGATT TATATTATTT AACTTTTTAT AAGAATTATT ATEAAAATTA ATTTTAACTT 480 

TAATTTCTTA TTATTAATTT TTATATIATT TAATAAATTA TATICATTTT ATITATTTAT 540 

TTATTTAA1T AAATTAATTA TTTAATTAAT A'lTlTATCAT TATTTAA3TA ATIAATAAAA 600 

TATTATAAAG AATGT 615 
(2) INFORMATION FOR SEQ ID NO: 187: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 663 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1C74UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 187: 

GATCTTGATA CTAGAGCTTA TTTTACTTCA GCTACTATAA TTATTCTTAT TCCTACTACT 60 

ATTAAAGTAT TTAOTTGATT ACTAACTATE TATOGTOGTT CATEAAGATT ACTAACAOCA 120 

ATATTATATC TATTATCATT TTTATTETTA TITACIX7EAG CT3GTTEAAC TOGEGTAGTA 180 

TTAGCTAATC TATCATTAGA TCEAGCATIC CATGATACTT ATEATGEAGT ACTACATITC 240 

CATTATOEAT TAAGTTTAQG TGCICTATTC TCTATGTTTG CTOGTTATTA TEATTGAAGE 300 

OCICnCTIT TAGGTTEAAA TTATAATGAA AAATTATCAC AAATTCAATT CTGATTAATT 360 

TICTIMGIC TTAATATTAT TITCITOGCT ATGCATTTCT TAQGTATEAA TGCTATAOCA 420 

AGAAGAATTC CTGATEATCC TGATCTATTC CEAGGTEGAA ATEEAGEATC TTCATTT3GT 480 
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TCTATAATAA CTATTATATC ATTAATGriTA TTCCTITATA TIAITTATGA TCAATTAATA 540 
AATOGITTAA CTAATAAAGT TAATAATAAA TCTATTAATT ATATAAAACT ACCIGATTIT 600 
ATTCAATCAA ATAATATITT CTTAATGAAT ACTACTAAAT CATCATCTAT TGAGTTTATA 660 



TTA 

(2) INFOf^MATICN FOR SBQ ID NO: 188: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGtfH: 639 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECMESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1075RP 



(ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1075UP 



55 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 189: 
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(Xi) SEQUENCE DESCRIPTICN: SBQ ID NO: 188: 

GATCTAICTA ATTACACTAA AGCK3CAAAG QGTOTITrOG TCITICTACA AATACTTAGC 60 

ATCTICACTA AGATTTCAAT TICACITAGA TTAAAGGAGA GACAGITCIT CTATCATEAC 120 

GICATICATC CAGGACCATA ATTAGOTGAC AATGAATTTC GCTACATTAT AAOCCTCATA 180 

ATAAGQCTOC TATTTAATAA AATTTATTAT TAITATCTTT ATTAAAAIAT TAATnTTAT 240 

30 ATITTATCAT GGAGCAGAGT TCfiCACTTTA TACTTTAACT TAOGTITCTC CAAAGIGITG 300 

TOimTAGT AAACAGTTGT ACAACTITGT TCTTATEATT AATTATTATT TTAATTAATA 360 

TCIOTITATT GACTAAQGIC AGAGCTATIT TK3C0GAGIT CCTITCCTIT AATIMCTAA 420 

35 TOACcna TATACTCTAC TAACATACCT GACTQGGTCT ACATTAQ3CT ATTTTATACA 480 

TAAATATTTC TTGAACTTAA TAAATTTATA AAGACATTAT TTAAGTTAAT TTATATATTA 540 

GATTATTTCT ATCATATTAT ATTITTTAAT ATATTACTTA AGAACQQCTT TTATTGITAA 600 

40 ACCTTATOCT TTAGGTTGATA AGGATTATAC CITATTTTC 639 

(2) INPORMATICN FOR SEQ ID NO: 189: 

(i) SEQUE2SCE CHARACTERISTICS: 
45 (A) LENGIH: 663 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXXOESS: single 

(D) TOPOLOGY: linear 



576 



EP0 866 129 A2 



GATCCAGTTTA CTTAGTAGAA TGATAAAATT AATAAATATT ATTTATTAAT ATTTOOITAA 60 

CAATAAAATT CAATAATTTA TTTAAATAAT GATTAAATAA TCTCAATATA AAATTATTAA 120 

TATAATGAGA TATATATTTT TAAAAAGAAT ATATAATTAA ATAATCCCAA OCAAAATITC 180 

TO0CAGCAC3C TOQGGTAAGA CAANQQQ33T TAGCXTTTAAT 0GTAATQ3CT TANAGQCTTTC 240 

CTAGAATGAT TATTTAAAAT AATAATTA3A ATTAATAAAA ATAATTCAAG AATTATICAA 300 

CTAAAGATCA AATAATAATT ATATCAATAA GACTTATAAA GTCAAAATTT AAATTATATA 360 

TTAATTX3ACA TTGAGGAACG AAGGCTAAAG TAGCAAATOG GATICGATAC OCEACTAGIT 420 

TTAGCAGTAA ACAATCAATA CCTATTTATT TTTTATTAAT TAAAGAATAA ATIAAATGAA 480 

AATTAAAGTA TICOQOCTGA TCACTAQGTT AGCAATAATA AAAATCAAAA CAATAGACG3 540 

TTACAGACTT AAQCACT3GA ACA1CTTATT TAATTCOGAT AATCCTCUGA TAAATCTTAC 600 

CATTTTTTCA ATATTTAATT ATAATAATIT ATAATTAATT ACAGQOGTEA CA3AGTICTC 660 

TIC 663 

(2) INFX^MATIOJ FOR SEQ ID NO: 190: 

(i) SEQUENCE CHARACTERISTICS: 
25 (A) LENGTH: 650 base pairs 

(B) TYPE: nucleic acid 

(C) SmANDEENESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1076RP 



35 (xi) SEQUENCE INSCRIPTION: SEQ ID NO: 190: 

GATCTTAAAA TAAGATAGAA TOGTTAATAAA TATCATTCAG CTACAATAGA TOOlGLjlO'lT 60 

ACTAAAGGAT TACCK3GAAT ATAATTATCA GGATGTOCTA AAGTATTAGG TGAAAAGAAT 120 

40 ACAAATAATG AAAAGAAAAT TATAAATACA AATACTGTTA CTAAATCTTT AAAAATAAAA 180 

TAAD2ATOCA TT9CTAA1CT ATCTAAATTA CCICTAATAC CTAAT3GATT TCAT3AAOCA 240 

TGTACATCTA ATAGCATTAA ATOCATAATT ACTATTGCTG CAATAATAAA TOGTACTAAA 300 

45 TAATCAAATA GAAAGAATCT TATAATAGTA QGATTACTAA CACTAAATGA TOCTCAIAAT 360 

CATACTACAA TATCATTTCC AATAAATOGA ATAGCACTAA ATAAATTACT AATAACAGTA 420 

GCACCTCAAT GTGACATTIX3 TCCATATACT AAACAATAAC CTAAGAAAGC TOCTOCTATA 480 

50 GTTAAAATAA AGATAATAAC ACCAACTCXT CATACAATAA CICTAQGTGA TTTATAAGAA 540 

CCATAATATA AAOCTTTACC AATATGAATA TACATAOCAA TAAAGAAGAA TCAAGCACCA 600 

TTAAGAT3CA TATATCTAAT TAATCAADCT ACTTGTICAT CTCTCATAAT 650 

55 (2) INFORMATION FOR SEQ ID NO: 191: 
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(2) INFTDRMATICN FOR SBQ ID N0:192: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 642 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1077RP 



60 
120 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 663 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencctdc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1076UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 191: 
GATCTAGAAT TATTAttSICA ACTATTAACT AATATCTATA ATAATAAT3G TITATCATTA 
AAATCATTAA AGATAATEAT TAATAAATTA CCAITEAATA AT3ATATAIT ATTATCAAAA 
AATTATGITA ATAAAATAAA TAAATATAAT TTACTAATTA ATAATAATTT AAATAATAAT 180 
AAAAAAGATT TAATTAATTT ATATACTITA GATAAIAAAT TAITAGATTT AAGTATICIT 
AATAATATAT TATTAGCTAA ATATTIACTA GGEACTAATA TCCAATEARR GGCTAGACTA 
TTAAATAGAA ATATIACTAG ACTAATAAAA ATAAATATTA TGAAAGCTAC ATTTAATAAT 
TATATATATC AATSAAGTAA ATTAAATAAT TTATATAAAT TAAATTATAT ATCACTTAAT 
ATTAATAAAC TTAATAATCT ATTTATTAAT AAAAATGCTA TATTTAATAT TAAAATTAAA 
TTAAATACTA TTTAATAAAT ATICEATAAG TAATTICTIA TTBOTTEAT AACATTTEAA 
AATCITITAT GTTAAATAGA TAATAATCAA TTAAATAATA AAAATTAAGA TOQCACAAAT 
AATCCATTTT CCTTTATCAA TCAATTAACT TATOCTITOC TATTTATTTT ACTAATTTTA 



240 
300 
360 
420 
480 
540 
600 
660 
663 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 192: 

GA1CCAGITA CTTAGEAGAA TGATAAAATT AATAAATATT ATTTATTAAT ATITOGTTAA 60 

50 CAATAAAATT CAATAAITTA TTTAAATAAT GATTAAATAA TCICAATATA AAATTATTAA 120 

TATAATGAGA TATATATTTT TAAAAftGAAT ATATAATTAA ATAATCOCAA CCAAAATTTG 180 

TOXAC3CMC TGCGGTAAGA CAAAQQGQGfT TAGOOTTAAT CGTAATOQCT TAAAGGGTIC 240 

55 CTAGAATGAT TATTTAAAAT AATAATTAGA ATTAATAAAA ATAATTIMG AATTATTCAA 300 
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GTAAAGATCA AATAATAATT ATATGAATAA GACTTATAAA GIGAAAATTT AAATTATATA 360 

5 TTAATTGACA TTGAQGAAOG AAQ3CTAAAG TAQCAAATCG GATTOGATAC CCGAGTAGIT 420 

TTAGCAGTAA ACAATCAATA QCIATTTATT TITTATTAAT TAAAGAATAA ATTAAATGAA 480 

AATTAAAGTA TIX^GCCTGA TGACTACGTT AGCAATAATA AAAATCAAAA CAATAGAOQG 540 

70 TTACAGACTT AAGCAGTQGA ACATCTTATT TAATTCGATA ATCCTG3ATA AATCTTAOCA 600 

T1T1T1GAAT ATTTAATTAT AATAATTTAT AATTAATTAC AG 642 
(2) INFORMATION FOR SBQ ID NO: 193: 

75 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGtfH: 658 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

20 (ii) MOLECULE TYPE: EMA (generic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1077UP 

25 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 193: 

GATOCGTCTA TTTTTTATIT ACAITATTTA ATTAAAAATA ATGATTTAAA TAAAIAT1M.T 60 

TTATAAAAAA TAATTAGTGC ATTGTTACAT GTICATTAAA GAATCATTAT TATCAAAACC 120 

ATCAACTAAT TGTTTATATAT TTATTAAATA TTAATITCAC TTAATTAAGA ATTAGGAACT 180 

TTATCTATTA GICIGQQCTG TTTOGL'ITIT GATTATTAAC CTTATOXTA ATAA1CIGAA 240 

ATAOTTAATT TTAGATTAAT AATATATTCT GAGATTTAAT A'lTlTlAATA AAATAAATAA 300 

TTATICCCTA AA1AATA1TA ATAACTATAC CATATATATC TAATATTEAA ATAATCATAC 360 

TAACATA1CT TICGTAGAAA ACCAQCTATT TGCAAATCAG ATTPGACnT CTCTACITAC 420 

CATTATTCAT CAGATAATAT TCCTACATTA AOCTGTTCAA TQGTTTTTAT ATTTTATTAT 480 

ATTTTAAATA TAATAAATAT ATATITIAAT CATTIGATAA TAGTAA3ATC ATCTOCTTIC 540 

G33TTAATTA ATATTAACTA AATTTAATTT ATTITAA3TA ATTTTAACAT TCTTAAATAT 600 

4 5 TTATATTATT TTTAATATCA TTTTTTATIT TAATATTATG CTAATATTAA TTACTTQC 658 

(2) INFORMATION FOR SBQ ID NO: 194: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENC7IH: 445 base pairs 
50 (B) TOPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

55 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1078I1 



30 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 194: 
GATCTACTTC GITAACTICC CX^AAACAOC TCICAAGOGC TICAACAAAC GICTOGATCA 
5 GATCCAAGAT OXCACTTCT GACTCCK33T CGTOGACAAT GAAAGTAAAA TAGAGTOITC 

CATAancrr gtagattatt togatatctt ajriAATQGr ticactaoca ctogatagia 

GCGAGQGCG3 CCTAATTAAG AATGAAGACT GAATIGAACT GITGOGCTOG CIGATCAGCT 
70 CCTAAACCIG CTCCACTACT AGCTTCTQCT TOGGSAGATC GACAGGAGOA TACTACTTTA 

CAAQCCTAGG TK3QCACITC TTGTTAACTT CATCIGTTAG TAGGATAATT TAACTACIGC 
G3CIQCX3CQG TOGCAAAQGS GITCAOXAT ATCAGGAOGG CENCQWICA TOCNCNGTCC 

75 

CCACCACQC23 TAOSCGCCNC NDOCA 

(2) INPOKMATICN FOR SEQ XD NO: 195: 

(i) SEQUENCE CHARACTERISTICS: 
20 (A) LENGTH: 443 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 



25 



30 



45 



50 



55 



(ii) MOLECULE TYPE: ENA (genomic) 

(vx) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1078I2 



(xi) SEQUENCE DESCRIPTION!: SEQ ID NO:195: 
GATCTAATAT TCAATTQGCA AACICTIGAG AGTCICTIQG AGSAAATEAT TCAAGQQQCT 60 
ATOCTAATIG AAAOGAAOGT GAAGAAAATT GTQGAGAOOG TCGACGAGCT CAATAGAACT 120 
35 TCIAACCAGG AAGCCAGGTT TOGGAATOGA CTAGGAAAOG CITITCAGQC CATCAOCATC 180 

OXXXXTTTTT CAAATK3GGG TOOG03C3CAG TGAATATTAG O^ACACICT CTIGAAAOOC 240 
CATAATAAAT GAAATAAATA CICCITOCTA GICTCIAAGT AOGAAACAAC GOCAAGGCTT 300 
40 TK3GATCATC TATGTACGCA TICAGITO3G C^GCACTCAC CATGQQCAOC AACICTTCTT 360 

420 
443 



ACTTOCTATT TCATTT3CGC TICQQCTGCC TGATOGTCIC AAAGCICCIC 

CCTAATCCIC TGTAATICIC OTG 
(2) INFORMATION FOR SEQ ID NO: 196: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENSTH: 451 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1078RP 



580 



EP0 866 129 A2 



10 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 196: 

GATCAGGATC GOGATGAGAT ACTAOCTTGA AQCAGCAQCC TIGAOCTCAG CIAACTCOQC 60 

AAATTCCITT CAITITIOGA AAGCAGATTA TAATIQCTIC TAAGOCATIC AATTOCTITA 120 

ClTl'lOOGfTT AATCAATOCT CTATTITAOC ATCATIOGAA GTAAG^SIAT CTCGATATGT 180 

CTGACCTAAG CTACAGATTA TCTAATCACA TAGTTTATCTA OGAACCAATA AGATTATOGA 240 

ATTIOGTTGA AAAACPCAGG OGAACQGCAC AQQGTTQCTT G33CCTATTA GATGCTTTGG 300 

CCATAGCATA TCAOGAACTG ADCTCACAGT TITTAAGTAA OCX3GAATAGT CPGTAGATAT 360 

75 GGTATIGTGA AAAGTITATT NQCTOGTTIC AOOCOCTOQG AATCIN3GNG CIGC2gCT33G 420 

TICITAGGTG GQGAATCOQG NOXXTCNOT C 451 
(2) INFORMATION FOR SBQ ID NO: 197: 

20 (i) SEQUENCE CHARACTERISTICS: 

(A) LENJIH: 480 base pairs 

(B) TYPE; nucleic acid 

(C) SIRANDECNESS : single 

(D) TOPOLOGY: linear 

25 (ii) MOLECULE TYPE: CMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1078UP 
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35 



40 
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50 



55 



(xi) SEQUENCE DESCRIPTION: SEQ XD NO: 197: 

GATCICCTIC CTTICIGCTG TCTIQCCAAG OOCTEATTIG TTGAOCAAAG TAITCTTCAC 60 

CGTTOC30CIG TACTCICTTC TCATAAATTT CCGUJJTAGG ACAOCTCTGG GCTTTCTCIT 120 

QGQGATCTAT GAGGGCTCTC CAATCATCTT CAC0300GCT AAAGTTTTCA CAOC Al'lTIT 180 

GTATGAGCAG CTACITCAGT AAGCOOOOCT ATTAGGATTG TTAAAAGAAG TAGGATOGAT 240 

AOOCTICAAT TOCAGATGAT OGITOCQGTC GGCTATTAAT TTCITAGOCA CCTAATACTG 300 

AAA7TTACAT AITATTGCAC TAGITAATTA ATA1TTATGA TOCAATG3GA ATCTAXATOG 360 

GTTCTCOGTT OCATCTICIC CTAATTAGAT CAOSTOGGAT ATOGTOQOOC CGTAOOGAOG 420 

AGQGACCOGA TTQGCOTTAT CITTAT3GTC COGAGAANIN ATAGAGNGOC NNAANATAGA 480 

(2) INFORMATION FOR SEQ ID NO: 198: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEJ03OH: 703 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1079RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 198: 
GATCGCTCAT TA TITI'I QGT Q0GN30CTO3 GCCCTCTTCT GCITCTICIC AAATACCTTC 
AAATTTTCGT CTATATAQGT CTGCAGCTCT TCCTTCTICG AACATICOGC CTTCTCAAGC 
TOGTIGAAAT ACIGCAG3GC CTCTOCACIC ATGCGATICA CCATTGAATT GOGCTCTICT 
ATCTCTTOCT QGAACTCTK: TIUITI QOGA AT33CGTTIT GCCGCMJTVG MCITGCAAA 
dOCTTOTAT CAGACTCGTC CACTTCATCT TCCAOGfTOCA GTQGATCCAT CCCTGCAGCT 
AGICTAGGIG GAGIGGICTA TCIACACTGC TGCTCIGQGT GITADOGQGC TC^OCTTCTG 
CGACraiTCA AAGATCIQOG TTTCCAGCAA GAAAAGAGAC AACCQGAAGT ATAACTACAG 
CACGCGAGCC TAATTTTCTC AQCTIQQQGA TITAGCICAG TIQQGAGAGC G0C3CACTGA 
AGAGAAACIT CGGTCAATCG TAATCTOGAA GICCTCICTT GGATCCACAG AAITCGCATA 
IT riTlG CIC ACGICACCCA OOGGCTAN3A ACK3GCATIG CCTADCIAAT GGCCAGCAGT 
OGAAAGCGCT CTIGIGATAT ATATATATCA ACTAACACAT CTATOTAAOC TITTGACACA 
GTCCCAAQGrr GAATCTIGOC IGGGATCTIQC CTCATUPGAR TCC 
(2) raFXDRMATIOSf FOR SBQ ID NO: 199: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTCH: 673 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) N nT.FTT TTJ: TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1079UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 199: 
GATCAGCGAG CTAGGTACCC QGAOGAACAT GCOGITOOGC AGCITCGCAT ACITCAGGGA 
CCGIGIGK7T AGCGCAGAGC TTCCGIOCIG GAATAGCGAC TGCACCICIG OGITCAGCAG 
AICGCCCTCT TICAGAAAGC TGCGCATCTG CAGCTCATOG CICTCAGACT TCOGQOGCAG 
CACGCCGCXX; GQCAGGITCA CAGAACOCAG CATGAGCACT GOGTGCTGCT TTCCGCCAAT 
MCCACCTIC CATCGTTICT TQOQGAOCTC CAOGATCCTG OQGACAATOT GGTOGCCOGT 
CICIQGCGIG TACCGCCGQC GOCAAGGAAT CACOGACAGG AGTOOGrTTCA CCCTOGAAAC 
Q3IG0CCGCC AOOGAOGACTT AOGnTTGIT CTCCAGGAAG TA3GIG0QCT QQCCTOQCAT 
Q^ACACAGGA TCATCIGTAA TCAGCICTCC TOQQCTCATA AT2ACCGACG AATCOGCTCC 
TICCATCICC AOGTCCAAAT CAAACICTTC TTCCICATOG TCCAGGTACT GQCICOGATG 
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GAACIGAAAC CCAOGOOQCT TOOQGATOGT TATTAOCTOG CTCATTftCIG CIGW3AOGAC 600 

AOGTITCARA acitcagagg ctoqctaqgc caggogaaac AGTCTIGARG ATACGCTITG 660 

TTACTTCTTC AAG 673 
(2) INFORMATION! FOR SBQ ID NO: 200: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 441 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEnNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1080UP 



20 (XX) SEQUENCE DESCRIPTION: SBQ ID NO: 2 00: 

GATCOQGOCA CGCAICTATT CCACTATGTA CGCTATATOG O330CT0Q0C TOQCTQOGQG 60 

GCACO30CIT ACAOCICAAA GCCGCAGCCT TICAT3CAGC CCTICTACTT TTQCACCAGT 120 

2$ TCCTOGCACT TGACCGCATC CAOQOQGITC AACAGCAGAC AGCTGTCTCT CGCTIOCTTC 180 

TOQGGLT1UC ACACACAGCA TOGCTITOGC TICTOQGTAC TACTAOCTIG TGAAACACCT 240 

GQCACAGAAG AGGATICAGG CATGATTAAT GCTACAGTCC TTGGAGATCT TCCAACAOOG 300 

30 occGcrocTr G337rrnrc tcactttatt titocticaa cgcgcaaaaa ttotictcga 360 

A1TACAATAT ACAGAQGCGC AGTAAOCCCT TTAGT3QC7IT TITQQCITCT TOGGCIGGAA 420 
ANTTOGADCC COCAACNINC C 441 
(2) INFORMATION FOR SBQ ID NO: 201: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 644 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 



35 



40 



(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
4S (A) ORGANISM: PAG1081RP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 201: 

SO GATCTTIOQC AGIGACTAGT GCATGOQGCT ATTTAAAAAG TATCGAGITA OCCTTGGAAA 60 

TTTCAGCATT TATACTACTG AQGGAGCCQC TACAAAGQCA AQQCTTIGAA GGTACTAQGA 120 

GACATATTCA GQOQCATAAA TCACCGCAAG CIQGATIGAG OGATGTTTIG GGTICTGITr 180 

55 ACAGGAGOCA GCG0GGTQ3C ATOOGTTITT GOCTATQQGA TGGTQGAOOG ATATCTCTCC 240 
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ncANxrroc acmgcatac gcaooogtit gtctiggtaa CAcrnrooc aaatatgaca 

CTCTK3CICT CGATCACATA CCTGCTTCCA CIOGATGTCT TITACTCAAA CCAGACAAGC 
GQGCQ3GAAG ACGAGCOQCC AGAGCTOOOG AACCTCQCCT TCITCTOGQC QGIGATCTAC 
TOGGCGGftGT TIGIGATATC TKXXX3GTOC TGATTPQCTA CX3IQGATCIC 

aactacitct atccgoqcga gccacacsag ccggggqggc gcagogigct tcqqqgactc 

CGANGCGCCG TTATATGCAA TCICAAGTTC TATGGICTCT GICTACT3GG GGIGATCTGC 
NQ3CIGGTAT ATCTCAAGAC GAOGACCGAT C3CGGG0GTC AGAC 
(2) INFORMATICS FOR SEQ ID NO:202: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LE3SGTCH: 669 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1081UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 202: 
GATCCAAGAC GAGCTOCGCC AGQ3GAGAAA AOOCCOCCAC ATATGTOCAG OGATACQCTC 
AGCATCGAAA ACCCAACCGT GGACITCCGC TCGTAC7TICT GCTTO30CB3 T30GATATAC 
TICAGCACAG ACATGATCAT TTTTATAAAG TACAGCACAT QQCAGTAGAA CAGTICTOGAC 
TCA1TCTICA ACCCTOTITC OGTAAT3CTA ACCACATATT QCACICTQCC AATOCAAAAA 
aGCCCGATCA ACAACTOCAT CAICTTOOGG TQCGCICTQC TCATOCTATT OQCXX3GCICT 
CCGGIGAAGC CCCATAGICT GGTQOOOCAT AGCAOCTOOG ACQCCAGCAG TCOCTTAAGA 
^OXAQCTAT GCATGGCATA CCACTACTCC GACCAOCCTA CQGAD3QCX7T CADOQOGCTG 
GACGTTCICGC CITCATICIO CCAGAGCADG TCTGCACAAC CAGOGAGAGT ACTAGOQCIG 
TATACCCGAT GCAATTAAAC AOCACCTAGC CTITOGACAA TQCTCTIGOG CICIGOCQCT 
TX^GTIGAT CCATAGTO3C GGATACATCG ACACCGACCA ACATCTPCGOG TACAAGTATC 
CGAGCAACIG TCICTTCCTC ATICCAGOCT CX7ITOCAACT QCTICTAOQC 03GTCTIOTG 
GCGTCAGAT 

(2) INFORMATICN FOR SBQ ID NO: 2 03 : 

(i) SEQUENCE CHARACTERISTICS : 

(A) LEH7IH: 654 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1082RP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 2 03: 

GATCCAOGAG CAAACTATTA TTAQ30Q0CC COCAOOOCAG TCTOCAQCAT TO3AAAG0CT 60 

TOCTAGCCTT T3TOCGATCT CCCAAGGTAC AATTTTCTCG CAGCIGAAAA TAOGAAAGAA 120 

GOGCCAAGAA GTOQCCTICT TIGAATCCAA OGCOGAOQOC AATGATGTOG AQQCGQGCGA 180 

ACATTTTATA ACAGAGCTCG ATAAG93CGA TAAG033CTC GQCX7ICTTTT CTICGATOQG 240 

CTTCATATOC AATANAATOC TCG3GACAGG TATCTTTGIC GIT0COQ0GA ANATCTICCA 300 

GTTGACTOGC TCAGTATACT TT30QCEAGG GTTAT3QGTA CTAGGAGCTT TAATTOCTCT 360 

AGCAGGTCTT TATGTTTACA TOGAATITOG AACTOCAATA CQGCQGAACG GIOQQGAGAA 420 

GAACTAOCTT GACTTCAICT TCAAGAAACC GAAATICTTC ATTACGTCAA TCTACTCAGC 480 

ATATCTCA1C TTTTTAGGCT Q3QOQGCAGG TAACICICTG ATOQCAQCIG CAATCTTCCT 540 

TCATOCIGGA AAQCTCGAAG CAACAOCTTG GOGITCAAOG COGTCTTOGA GTTQOQGTCA 600 

TTTICTICIG CTTCCTICTC AACTCTCTCA GICTCAAAGC TO3GTTCTTA CTTC 654 
(2) INFORMATION FOR SEQ ID NO: 2 04: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH: 680 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencndc) 



(vi) ORIGINAL SOURCE: 
35 (A) ORGANISM: PAG1082UP 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 204: 

40 GATOOGCAGC TTCQGCAAGC GCOGCTITCIC CTQQGICTAC TOCTOGTOGT QCTOGTACIC 60 

CGQCAOCATC GAOGCCTCCG QCTOCTCCTC ATCOQOOCTC QOGVCCTTCT OCTOGTOCAC 120 

OGTCT00G3C AQCAGOGAGT OGTCCTTCGC COCCGTCTCG TCCT0GT0GC GCTQCAQCAG 180 

45 TGCQOCOQGA AGOGGCTGCT CCTCOGQGAG OGGOOOGAGG TAOQGGTACT TCAOOGGCOC 240 

CATCTCC03C TCAATCOQOG GGATCACCAC CTOCOQCAOG TACCGCT0CA TCATCTOOQC 300 

ATACT3GTAG ATTTCOGACT CCTTOGTCTT GTACATOOGC GOGIT0CA0G TSATOOQCAC 360 

50 CAAGIOGTIC ACGAACTCCT GGGOOOGCTT CTAGTOGTTG AGCTTCTTTT TCAOOGTCGC 420 

GAQGCTGAQC QQCTTCTTGA TGATOOQCTA CTACT09QGA TAATCCTTCC TCAGCGQCAA 480 

ACTGTAGAAA ATQQQCAAAA TCPCAATACC ATITTOCTOC TTTAACTCAA ACAOGOCATC 540 

55 CAACAAAACT TTGAGCTOGT CCOCTAGCAA CATOGTTAGC CCICGOCAOC TCAAAAGCTC 600 
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AAGACTTCQG TACTTCTACTA TCTCITOCGA AACAACATOC C^OXCTOGrr TOCTOCOCGT 
TCACAGOCTT GCTCCAAGrlT 
(2) INFORMATION FOR SEQ ID N0:205: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 613 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1083RP 



20 



25 



30 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 205: 
GATCATCAAT TTCTTTTTGG CTCTITTrCTT ATTTACAGCC TCHATITCTG AGCGAACATC 
CGACGCCACA GCAG7IOCTAA TGAGCTCATC TCTTAGITOG GITQCAAOOG OGITAG3CAG 
TICATICCCT TCTATTOCTr TGGAGCCAGA ATCICTAGCT TCATCITGAG OQCTAGCTIC 

p&rrro^ ccc^tttea aaqcictitg gttaaaatga aa^aitit ccicititag 

CIGQGAATIG CCAGCAAATC GITTTCICTG OGATGACTCA AACGSTACAT CiTriTiAGT 300 

Trrrama: tctaaaatat gcggtgagct kztpgzgccg acactagaca taaatoctgc 360 

CCTAAACICT ITCCTGGACT GCAGATCAGA CICITQCICT GGCTIGAACT GCATCCTAGA 
TTICACITCA CTTCCAGCQC QC3GATIGQCT AGIQGGTIOG CEAGICTTAT AATCICCACT 
ATCGAAGITC AAAGOTITAG ATATATCCIG GTOITCTOOG TGCAAGGAAG ACCTCTGCTC 
35 AATCATOCTT TQCGAATATG TQQGIAGATT TGAATCATIG CTCOCEAOQA GCAGCATCAT 

CCICQGAAAG AGA 

(2) INFORMATION FOR SBQ ID NO: 206: 

40 (i) SEQUENCE CHARACTERISTICS: 

(A) LEN2IH: 656 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

45 * (ii) MOLECULE TYPE: ENA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1083UP 



£0 



55 



60 
120 
180 
240 



420 
480 
540 
600 
613 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 206: 
GATCCIGAGC GGIQCQGACG AGGAGGAGOG OGAGGAGGAG COQGAGGOQG TICTGGQQGA 60 
AACCGIGAGC OGCAGCGCGA 0QGG0G3GAC GAAG03GOGC TITOOGGATC AGGAGGOGGA 120 
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GAAGQOGGAA GAQGQQQCGA CQGCCQOCTC GGACGADGAG GAG30Q00CA AGAAGQOQOG 180 

GAAGTAGOGT AGATAGAAG3 ATATAACICT ACAGTftOCAT GCAAGAOGAA TCTGAGQCOG 240 

GCQGAOGQQC QCTQQOGOG3 OGOOQOQGTA QCTOOQGAGG GCAGAAAAAA TOQCOGTQGA 300 

CAATCTCTOC GTCATCATCC OGGCCAGftGG ACAAGATO3C TQ3CAAGAAG ATIGQQQGTG 360 

TOCEAG30GC GACG30CTCC CT3333CAGC GGTITAICCT GCKJTK390G GADCACOCTG 420 

ACTTTGAOCT GAAGbTGCIT QGGQCATCQC CGCGATCCGC TQ3CAAG0GG TATOQQGAOG 480 

CQGTGAATTG GAAQCAGAOC GAGCTSATOC OQQOGnTQC OGAAGACATC GTOCTGftGQG 540 

AGTOCAAGQC TCAAGCATTT TOOGGCTOOG A0CTTGT3IT CTCIQOQCIC GATO03GACT 600 

ADGCAGQOOC CATCCAAGOG QGAATTTOCC GAOQ0C9GAC TO3CTCITGT CTOGAA 656 
(2) INFORMATION FOR SBQ ID NO: 207: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 453 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1200RP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 207: 

GATOGCTCAT TATTTTTOGT C3GAGCCTOG GOOCTCTICT QCTICTICIC AAATACCTTC 60 

AAATTTTCGT CTATATAGGT CIOCAGCTCT TCCTTCTICG AACATTCOQC CTTGTCAAGC 120 

TOOTGAAAT ACTOCAQQGC OTCTOCACTC ATOOGATICA CCATTGAATT QCQCTCTTCr 180 

ATCTCTK3CT QGAACTGTTC TTGTIT0QGA ATO30GTTTT G0CGCAGTP3 AGCTTGCAAA 240 

CTOGTTTGTAT CAGACTOGTC CACTICMCT TOCACGTOCA GTOGATCCAT CCCTOCAGCT 300 

AGTCTAGGTC GAGTOGICTA 1CTACAGTOC TOCTCFGOGT GfTTAGOOOQC TCACCTTCIG 360 

CGACIGTICA AAGATCTOOG TITCCAGCAA GAAAAGAGAC AACCGGAACT ATAAGTACAG 420 

CACGQGAGOC TAATTTICTC AGCTCGOQGA TTT 453 
(2) INFORMATION FOR SBQ ID IX): 208: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LBSGm: 590 base pairs 

(B) TYPE: nucleic acid 
50 (C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (gencmic) 

(vi) ORIGINAL SOURCE: 
55 (A) ORGANISM: PAG1200UP 
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(x±) SEQUENCE DESCRIPTION: SBQ 3D NO: 208: 
GATCAQCGAG CTAQCTACCC GGAOGAACAT GCCCTTGS3C AGCTICOCAT ACTICAGOGA 60 
CCGIGIGICT AGCQCAGAGC TTOOGTOCIG GAATAGOGAC TCCAOCIU3G CCTICAGCAG 120 
ATCGCCCICT TICAGAAAGC TOCGCAICIG CAGCTCATCG C3CICAGACT TCOQCOQCAG 180 
CACGCOQCCG QGCAGCTICA CAGAAOCCAG CA1GAGCACT GYCT3CTQCT TTCOGYCAAT 
ATXXACCTIC CATCGYTICT TGGG3ACXTTC CAOGATCCIG COGACAATCT C3GTO32CCGT 

TACCGCCO30 QCCAAGSAAT CACOSACAQG A3TCQGITCA OXTQGAAAC 360 
QGTCYCCQOC ACCCACGAGTT AOCTITICTT CICCAGGAAG TATOIQQOGT GQOCIOGCAT 
CCACACAGGA TCA.TCTGTAA TC^GCICTCC TGQCGTICA3A AICACCGAOG AATOQ3CTCC 
TICCATCTCC ACCTTCCAAAT CAAACICTIC 1TCOTCATOG TOCAGCTACT QQCICCGATC 540 
GAACIGAAAC CXACOCCGCT TO3GGATCGT TTTTACCTOG CICATTACTG 
(2) INFOKMATIOSI FOR SBQ 3D NO: 209: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEM7IH: 754 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencrnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1201RP 



240 
300 
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(xi) SEQUENCE DESCRIPTICN: SBQ ID NO: 209: 
GATCITCGAG ATCAACOCAA TATO3AACAC Q0GCTIO3CC AGCTOGATOT GOOOGAAGTC 60 
GCCCGQQCAG TCGTTCATGC 0CIO3CCACA CGICKSACAC TTGAAGTICC OGTIOGATOGA 120 
GCCCAQCCQG QQGttCGTFCA GCXXTCOCAC CTITOOGCX3C ATCTGCCTCT CX7ICCATQGT 
dCTQGAAAC TCAAICTIQG CCAOOGAAAT OQCCCGCACC T0CT0GQ32G AGAACAGOQC 
AAACIGCACC TCX7TTGATOG TCOQCAGAGG OOOGCTOGAA TACQGAAAGT CCACCATCGC 
TCTOICCTAC TATOXTCCC GGAGATACAC COGTTIGCAA GITOCTCTICT QCACCTCAOG 
CCCAGCCGCC ACTOGCAATC CTOGTTTACG COGACOGCIT TCTITOQCTC CCITOCOQCA 
ACAACGAAGC TCIXJETATAT GTOOCOQC7IC GAGACCCTAA GCXTOCICCT GIOGAACACA 
CGCICACGCC CAGAAACTCG TCICTTTACC TTQCAQCTCT GGAAT3X3GIN OGCGCCAAAC 540 
CNGOTIA1TC CTIQ3Q0GAA CNCCTATCCT CXXjICTNATC TCAGCTGGAA TO3ACCANAA 600 
ACNGAOCCCC CACCTACOCC NCAACIUIGG TTATK3GATT TPQOCQGGAA TAAACNCAOT 660 
GITOCCAATC cmK^CCCC CAACICTICT NICCNCTCTT TTACTCNINA 720 

CCCTCCNACN CCAATTTITT TINCOTTITC CCCT 754 
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10 



(2) INFORMATION FOR SBQ ID NO:210: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 643 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1201UP 



15 (y±) SEQUENCE DESCRIPTION: SBQ ID NO:210: 

GATOCTOOGA TTAGOCIOGT CTTAAAACIC AAOCAAGCIG CTCTGAAACA AACAACACGT 60 

AOCACi'lCTG TCTICTTCCT CltaOJL'ITCr TGAOOTIOOC QCAACIACTA TCIOGITAOG 120 

20 TGTCTTITTT OQGGAAACIT GCCACCCTCT CAGAATCAGA QQCK7IGAGA TTCTICIGTC 180 

GAATATCQCT CTOGAOGriTC QCTIACGIGC QCCOOGCCAG TOCKTTAAC OQQOGCOCTA 240 

GCCCCCG3CC CIX3QOOQGTA OCAACAAGCA TOGCAGGAGA CACAGAGTAC TACAAGCAGG 300 

25 OQGIGGAGGA GTACGOGQOG CTCAAQCAQG ACAOGGAOCC QGAQGAGK3G GACAG3QQGA 360 

TOQQGCAGAC G3GCT3CTAA GIOGAGAATA TOQOQCIGCA GCTGTQQCAC GOQGAGAOOG 420 

GQGACIX3QCG GGOGTGOQOG GCGGACATOG CGOQGTICAA GQQGIT3CTT3G GCGQCQCAGG 480 

30 CAAOCGOGAG CQCGTGAOGC AOCGTOGACG GIGAGCTOOG G3CTGTAAAT AGCTCTATCT 540 

GGAGGOGTOT CAOGTIGACA CDQGACADGT TAOGAANCAX TNTCN337IN GGOOSCOQGA 600 

AT3QOCANCC OCNATCTOAN NAOOCAAACN GGGGTATGAT NIN 643 

35 (2) INFORMATION FOR SEQ XD NO: 211: 

(i) SEQUENCE CHARACTTERISmCS : 

(A) LENGTTH: 735 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDEENESS : single 
40 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1202RP 

45 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 211: 
GATCGAAAAC GCTOOCAOOG AAAGCTTGAC ACTGAAGQGA TTIGAGTATT CTCTIQCATT 60 

SO 

TICCAAGQOG AATACCAGCT TGTOOCAGGC TOCCGATCCA ACCTICCCCT OCITCAGQ3C 120 
CIQCTICTAC CTCICGICTA TCIGCAQCTC AGCTAGCAGC TCTGTCATCA GCAIGAOGAC 180 
QGOCAGOGCA GAQGTAAAAC CITPCAGAAA GGCCITTGAG ATK3CATTGT OGATGAAACC 240 

55 
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GAGCCIGAAG ATOCTCATOG (XAACACCAG GAOOQCTGAT ATOCATCOSA TAACCQCAAC 300 

GCTCATCAAC QCTICAAGOG ACTICT3CX3C CCATQCATOG CAGCTCIGGC CCACCACAAG 360 

5 QGACGCAACC GICK3CGQCC CTACAACCAT OGTIOQQGACG CTOCQGASGA CTGCATATAT 420 

ATCACCACTG CCTACAGOCC TOXTTATGCT GACACATCTG CCATAGT33T 480 

Q^gcGAAATO GCCAGCGCTA 1CTQGAATGA OGTCMOCTC AQOCCAQCAA CXATCTQCTT 540 

10 CGCATITCCC CAGAATACIC TGGCAGCCAG CCTATAATOG QOOCTACTAA GACNCATAAA 600 

ATIWTTICC mXTACCCT TGKZNNTTTA TTOJCItTTAC 00CWTA0GAC TICICANAAG 660 

CAGNINCCCC CCQCCOGGAG ACITCCANOC CNICCCTACT CCCAATTIGG ACCAW3A0CC 720 
75 QOTTCCTOCT GCTIN 

(2) INFORMATION FCR SEQ ID NO: 212 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 777 base pairs 
20 (B) TYPE: nacleic acid 

(C) STRANDECMESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

25 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1202UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 212: 
GATCQCCQCC C9CGCCCCAGG ACTACGTIOGA L Tri Cll ' ICG CTCACACAD3 TACIGGADGA 60 
CCCGCMCfiG CCCGAAGCX3G ACIQCGTOGA QCACAGCTAC AOQCOOGATC CGCT3CAGCT 120 
CGCCGTICTAC GCGCAQ3CCC AATCAG&3CT CATCGCTCOC GOGCAGIGOG ATTTITITOC 180 
CGQCCGCCCG CAC3CC3CTCCG <XTO30CCTC ACCGAMCCC CAGOGATGAC AGOCAGOGTC 240 
CAGGATATCG TGGIGCCCAC CGCOG3QGAC AGQCXXX3QOG GGQGCGAOQG QQGCXrCAAC 300 
CAGGCGGICA CCCTCCOOGT CGCC3CTCGAC AGOQOGACOG GCGAGCTGCT CCTGCGCAAG 
GCCACCGQCA AGACCCQCCT Q0QCAAQ33C CAGACAGAAG AGCACTACTG CGftGCftGCIG 
CAGCAGTACT TCGAGCC7IX3A OGQCX3CTOCC GAGTOCAOGG AOGAQQQCIG GCTOGAOCX3C 
QQQQQQOCOG CGGCCGCCGC GOGCACCAAG CAQSAGCX3CC AGQGCCTCGC CQOOOGICTA 
CCAACGCCIC TACTICCICG GCOGCXCTOG OGAANQQGOC GCNMTOXCC CXX^CTCCTG 
TATACGTITCC CTOTICNGQG CNOTINCCNA TTNoOGCCCG AAttlTKTCNA NCTO^NNCT 660 
NWIWTINNCN GACCX3sINNNN CCCTTAATTT TTCOTTINNN NNrrTCOTCTT TTCCOCTOCC 720 
NCTGTTACCC TCNCINCNIC COTGGINOTT CCNITIGGriG CNTOCTC 777 

(2) INFORMATICS FOR SEQ ID NO: 213 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENoIH: 756 base pairs 
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(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (geriatric) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1203RP 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 213: 

GATCAAACAG CTGCPGTIG1 TGAAAAOTTT GCTK2AAT0C AAACCAAQGA /03AOGTATT 60 

TTCGTTICTA GQOCTGGATA ACTAATCICT TCTCCACTCT AGCTGQG3AX AACACCTGCA 120 

GGAOGTCAAC TAACAACTIG ACTACTATAC AGCAAAATAA CIOGAACAAG TTATACAGAA 180 

TTTICTAAAT ATATTATAGC AGCCCTATTA CTATAATICC ATCATITOIT AAOQCITEAG 240 

OCTTGGTICT CAGACIOGIC GTCATTTICT 1CATGATAGT TCATATITIT GOGTTOOC7IT 300 

GAGCT1TICC TIACIQQ3CC TOCATTCAGG CTOCTACICT TTOQOCTCTA OICACXTOCA 360 

GAGCITOGIG TATCTTOCTC CTOGC7ITC0C TCATCGACAA CTTTOOQCTT CTTCTTAGrTT 420 

TTAGATGAGG CTGATCATGG CXXalTQOQCT ICTTGAATTC TCTIOCTCTC OOCTTQQOGA 480 

TOTIGAATTG GOGOGATTAG AGAAQCGOGA TACTTTQGCC CTTATATITA CTGTCAGTPGT 540 

TTCAACATOC TOGICIGATA TATAGCTCAT GAACQOGITT CTTK30Q0CT CTTOOCATAT 600 

TO33GAAT33 CIGATAAAGT TCAGAAGGCA GATTAGCTCC CAQGTAGACT GGTAGATIOC 660 

ALUJUUbTlG GITTTAGCTC AAANATOATC AATIOGCAAC CNGCTAGANA TAA1NINTGA 720 

ACATATOCIC OGTCirgGGAT OOOQTOOGAT CTCCOC 756 
(2) INFORMATION FOR SEQ ID NO: 214: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENalH: 781 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEMESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencroic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1203UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 214: 

GATCATTO3C TOGCTOCTOG GQGAGAOCAT CTCGGAATGC GACACICTGP CXSATOTCTGT 60 

GCTOOQGAAG ATCITCAACA AGTTTCIGAC ACAOGATTIT GGOOOQCTOC GCICOCTGCA 120 

GGOCTCOGOG QGOGACOCGG CCTTTCATTT TTCICTGACG ATCIQOCftGT OGTACAGTAA 180 

CCGACTCG3G OGGCAATICA OGAAGTICIA CTOOGAGATC CDGIA03QGA TTAOGAACCC 240 

TOGCTCGGCC GGCICAQGOG AffiCCGCX333 CCTOCACTOG ACACTTGACT OGGAGTICAA 300 
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360 
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540 
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GACICTICIG AAACIGCATA AACTTAQGQC CAACATATGG GAGCATGIGC CX3GAACTQCT 
GC3QCKXX?IC GTCQGATITC TOCATCAGCA GTTKTGCTCA GACAATOTOC O3CTO0GAAT 
TOQC3GCTACG CGACTICT^G GIX^TITCTT AGTCQCACOC TOCGCTGCCA ACTIOGICAC 
GATOCATACG GACACATATA ATOCXTTGGAT GTOGAAGATA QOQGACATAG AQGCCAOGGTT 
GAOGCGCGftA TQQGTGAAAG CCATACCTAA GATACIGGAT AACAGICTGA TITGGCAACA 
GATATCTGCA AAGGCICAAC AAGACACTAA TOGATAOOGA CGATCT3GTET AGACTATOCA 
GOITAGAAGC GCCIGAAAGA ACTAO^TOC CTAOGATICr GQGANATCTC AAAATTOCAC 
TINTCCCNAA TIGTK3GGCC TACCCAAANA AAACNAANCT TAQGAACITT TCATTTGTAC 
C 

(2) INFORMATION FOR SEQ ID NO: 215: 

(i) SEQUENCE CHARACTERISTICS: 

(A) 765 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genome) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1204RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 215: 
GATCCQCTTG GOTAGGICCT CAGCOQQCAT GIOCTCAOGG TATAGQGQCT OG3AGCCAAC 
TMGAAGOCG CQCACCGTCT CCX5ACTIGAT CCATOGCAAG TAGGTCTTGA GOGCATOCTr 
CICCAICGAA AAGIGAGQCT G3TQGICIQG CV&CfiCCG AOCCAIftGCT TGAAGOCAGC 
ACGGICCQCA QCAGGACCCA AGAACIGCAA OTICTIGCAG TCAGAGCTAG AGTAGACITT 
GftCCGTOICC GIGTAGGGQC GCAAGGQCIC GAAGTOGIOG AQCTAGTPCCT GAGTICTACTT 
GCMCTACCG TCGIGCTICT TCACACCTAG GTTGAAGQCC AAATCGOOCA IMQGICTAC 
^CGMGCA CCAAGCAGAG CIGCGGAAAC ACTGQCAGAG AAAOGCATAG CTAACGAATT 
GAT3GIGAGT TAGICIGGCT AAAGTO3CTT GTACTQGAGA AAOGACAGAG AGGGACAAAT 
ATATGTTAAT ACCAGGICAG CGCCATCT3C CQGAGGAAAA AGAAATCTGC C3QOGTOITCC 540 
CQQCACCTIC CTTAATTTAG AAGCATEATC TATCACGIGA ATATCACGIG AAACAOGTTA 
AGCCTACAGA GAGCTATTGA CGGIGGCTOG GAACAOGITA QCACIGAGTT ATGTACTAAG 
GIOXCACGC ACCATCCAGC TCICCTOGAX GCAATATAAC OOCOOGGGCC CQGGCAGICA 
^CCQCXATCA AAAGITK-IGN CCCQGAGNN2 OCTCAAATCT CCNIG 
(2) INFORMATION FOR SEQ ID N0:216: 
(i) SEQUENCE CHARACTERISTICS: 
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(A) LEN3TO: 776 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1024UP 



(xi) SEQUENCE DESCRIPTION: SEQ TD NO: 216: 

GATCAGGAftG CAATAGC7TAC TCAATTOQGG AAGATTCAGA GACAGCAAAG GICAAGK3CA 60 

GTICAGCAAC ATOGAATCCA CACAAGTTAT GTDOGTACAGA G3CCATAACT ACAftOGCAAT 120 

G3CAOQOQGG GQGCAGAOGT TCICCAACfiG TCCATATACG AGCAATATQG GGTOCAOQGG 180 

GQCTOOOQOG CGCftOCTCfiG AGCTCITOCA GAAGTITOGftG OGATTTT30GA AGOOCATAGA 240 

GGAOGIGAOG GACCACCCGC TQGTQCAGQG GTTCGTOOOG TACACACOGC TGATK30GCG 300 

GT1T1T1A TT GTO3CCACCT TCTAOGAAGA CTOGATOOGG ATICTGflDQC AATOQOOQGA 360 

GCAGGTCTCG TTICTATCCT ACTAQQ3QCG CEACXXCOGA GTITICXSTRG TOCICTTTTT 420 

GATQGTCOGTC GCQGTOCT3A TCATGGT33G G3CCADGATC ATCCT3CK3C GCAAGCAGCA 480 

GCKJIATQCG ACIGOGATCC TATOOQOOT3 TA3CAXCTOC CAGGATTK3T GTACG3GCTG 540 

rrCTCQGGCA CTCCTTOGTG TTIG0GGAAT TTXCftGOGIAA TOQQOQGTTG CTCATTACIT 600 

CCGTGACTOC ATCOGTOCAG AAGOGCATCA CATTOGQCAT GCTGOCGGAG CIAACAGCAG 660 

GAAGGCGCAC CAAGGCTACA TCCTQC7ITGC OQO09CATAT CATAGTCTTA GITIGTCftCr 720 

TTAOCTOOQC AAACIGGIGA OatfTICCTCN 0CTO303^AC GG'INCTCCXX TCQCIN 776 
(2) INPORMATTCN FOR SEQ ID NO: 217: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH: 747 base pairs 

(B) TYPE: nucleic acid 
40 (C) STRANDEXNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLBCUI£ TYPE: ENA (gencxnic) 

(vi) ORIGINAL SOURCE: 
45 (A) ORGANISM: PAG1205RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 217: 

GATOGCACTT CAACCCATTC AAGAAGACGC ACQGCAGTCC GGAGGADGAG AACOGTCAOG 60 

TGQGCGACAT QGGCAAOGTC CICGOGGADG CAAA0G30CT G300CTAGGA TOQQOGAAGG 120 

ADCCICTAAT CAAGATTTTT GCTOCTAOCT OGATTCTG3G C0GTAO3GIC GITCTOCACG 180 

CCGGCAAGGA CGACTTAGQC 0G0GQ0Q3CA AOGAGGAGTC GCTAAAGAOG GGCAATGOQG 240 
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OCCCCftGACC TOOrroCGQC GT3ATTQQCA TIQOCAACTG AGCTGGCIGC TOCX330C7K3C 300 
CGGAAGCICT GGAAGGITOC CAACEAGAAG CICTCATGAC TATCITMCA GAATAAACGT 360 
TnATOCTIC QCK7TCTITOG CX3CT2TATOr TACAATTOCA GCAATTAGAA GICBXTCTC 420 
GCGCCOGACG GCACGCICGG CMOGAGTAG CTIQGTAGGA TG7ITIGQGGC OGOCAGCAAC 
AAGCCGAGGA AG3QCIQCGA AG3CTICIAG CAOCTK3GAC AICTTACTCT GGITOCTACT 
GC0XO3CGAC GITAGTMOG TK3GTCGACG AGCTOGAGAA TCT03CAO0G GTOCOGTCIC 
GiCICIGCCC CCNAATICAG CCMCNCXXG ATTICIQOC ACTITOGITC ATOCOTCACN 
ATCAAA1NTT OTCCCAAAG AGCCIGOOGT TATITCINAN ATGACATOGG TOTCOOGAA 
AAGTGTCTAA ACATCOCICT CCOCCCN 
(2) INFORMATION FOR SEQ ID NO: 218: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 777 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1205UP 
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(xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 218: 
GATCTICAGG TTCCQCGACA TCATTATCAG Q3AGATOGGG TGGCTOOGOC C33CGOCC03G 60 
CICCIGCACA CGCK3CGIGA ACTOCTQOOG CICGGGCAGG TOCTOGGGCA QCACOQCAGA 120 
GATCA1CITC TCCMCAOGA TGICAATGAA GTOCIOCIGC TCCTGTAOCT GAGACACCI3C 180 
GCQCAACTIG GCCQCXXGCT GCTCCTOOCT ATCXTCCTOG TCXX3ACATAC CS3COX30T 240 
GIOGClOnC TCCTCCTOOC AGAMCICTC CGOQCTQCIC TOCAGCICOT GOOGCAAOGC 300 
GAACTCGICG AAGTCGTCCT CGATICTTIT GOQCTOCTOG TCITIQOOOG TOOQCAGOOG 360 
CIOCCATCTC GCGICGAACA GIGAGCAOQC GATGTTGGTC ACC3GCICCX: OTITCCTGAC 420 
OCACC3QCCGC GCCITTTCAT OGICTGCCAC CCICTCCTCT QCCTCCAIGA TGOTITCATA 480 
CITOCQCGCC AGGAATTCCC CCAGCAGCX3A ACGOCXXTIC TK3CTO0CAA TIGCAADQCT 
CICAAGCGCC TO3GICTATC GIOnOCITC ATOGCTOCIC CGCCCCCPCG TCATATAGAT 
TOCQC3CICGC QGTADCACAC TQGOGAAQGC TQOCTTQGTT ATATCC03CT AGAAGCAOIC 
TCGQCGGICA CTT^ICCIT TOGTGATGAT GAOGTCITCA OGATGACTOG GATATAGAAC 720 
AGICATCTAT CGATIGAGAA CATAGCTATA TAGAAATGAT TTACICTAAT AIATOGA 
(2) INFORMATION FOR SEQ ID NO: 219: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LEN3TH: 751 base pairs 
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(B) TYPE: nucleic acid 

(C) STKANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1206RP 



(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 219: 

GATCGCCTCC GIOJTCGTCG GCTCCTCGVC CTOGTIGAAC TCCCTCCACA GCTTGAAOGG 60 

CCGOGCCGAC AG3TOCACCT T030CAOCGT CTOOGICAOC ACCTOGGTIC OGAACTTCAC 120 

QGACTQOGOC TTCATOOGCT CCA1GAGCTC GCTOCOOGIT AGCXXX7ICGG QGAAOOOOGG 180 

GAAGTTCTCA A3CTOOGTOG TTCTOGTICAC TTOCCOQOCT GCAOOCACIC QG7ITOQOGAA 240 

CATGOOCTOG TACAGOGOCG GCTTGATCTC OQOQOQOGCT AGGTCAAATOG OCQCAGICTG 300 

TGOGGCAGGG CCGSAGCCAA TGATOGTAAC TTKHGATOC ACCA3T0GIG TCIGCAAAGC 360 

TTCICOCAAC OTGTATCTIG TTOCTQCIGC TAGCATCAAC TGTOCACCGC TAAGTTTOQC 420 

TOGOQCrroC TOGTTTTATA OCTCTOGQCT TCAOCATOQG TCAAOCTTGA T03COC3ITAC 480 

TATTTCOGAC GCTTATCjICC GCAOCTSACA AA1TOGGCTT OGOGGCT30G OGACOTQGGT 540 

CACT3Q33GG TOCAGTEACAA GATACGCACC GCX3QGOCIOT NGNNNICNNC QQOQCTCICN 600 

GNQQCCCQOC C3^CXXTICNC AGGATCOTIN QCPCANCTAN AACNNQGOOC GGNGNNMICT 660 

TTTITTICTN CNGCNAAOGA AQGCAATNNA A1NTTXNWIN OC207INNGT TOGAANTOIC 720 

CNNCNCT33G CATCQCNQCT TA1NAACACN C 751 
(2) INFORMATION FOR SEQ ID NO:220: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTCH: 778 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDFTTvJRSS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1206UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 220: 

GATCOGCTGC TCGTGCACCA OCTGCTOCAG CTAGCTTGCT ACTOCACGOG OGAGATATGG 60 

GICCTGGTCA ACATCCTACA GCTGACCTCC TTTAAOGAGA CAACCAAQGA CAACTAOGAC 120 

OGCCQCATCA TCAC7ITOGQG OGGAACGGIT TOGAOQQOOC TCTCTOCAGA TAAGAOCTIC 180 

GCTCAQGAGT TTAACICCAA AT3TCTCAAC TTTACGAOCT GCT3GCACCT CATG3O0CGC 240 

CTAGACCAOG CToTTTTCAT GK3CTGICTA GACATTATOG TGGOOGAGAA CTCACAACOC 300 
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TICAAAAGCA ACCCCATCAT CCX3CGATAAG CTCAACGQCA AGGACIGQGA CTACTAOOCT 360 

GATCTACACG TIGTIGICAN CTATAGGATT ATCTOOGOOC TGACICTTAC AGTTQCTICIC 420 

AGCTATCATT TIGGCTTCAA TAATCTCTAC GAOCICICTT TTCIOGACGC AGCCTICCAG 480 

ATAATAQ33C CQGAACAAGC GACTTOQGQG AQGT3CATQC AADCTTTATC AAGAAATGQC 540 

ATCACAACTA TAAAAAGTTC TAGITOCITO ACTIGTAATC TCATCICTAA ACATAATATT 600 

CTITTATATC OTICTATIAC TTANCCICAA CATGATOACN TATOCCTQGA AGATTTCCNC 660 

GWI03CCGIN AGAACNGATT TCICTCAACT 1NTATAAAAC TGAO0OGIGC oaXCTOCOG 720 

TAACCCGANA TITCCIGAOT CNIGATOCTA TGAN3A3Q0C GGCTCATINN CAOTATTC 778 
(2) IIIFXDRWMTCN FOR SBQ ID NO: 221: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH: 756 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1207RP 



(xi) SEQUENCE DESCRIFTICN: SEQ ID NO: 221: 
GAICIOTTIC AAAAATTCGA AACGCITAOC ADCICACCAA CACACCAGGA CITIATTTCG 60 
TAGAAACAGG CGATCQQCCT GAACAACAGT CACTAGAAAC QCTGCAOCAA QQCAGCITOG 120 
CAACGfiQoAG C3CAOCCTA3G GCICAATGGG TTCATAGTEAA AGCATCTACA CGAGCTCTCT 
CTCCGfiGAGA AQGAACGACG TCITOCACTC QGftCAOCTIAC GACTCTCAGA TACACCAOCA 
COOOIGCCTA GIOCT3CGAC CTAAAGCCTT CAGTITIT30QG C9C5ADGGOQCT G0GGAO33QG 
GAGTACCITC CIGGCAGCCG AAGATACQCC OGATCAGCTC GCAGAGCTQG CICOQGAGCT 
GICCIGCICG GCIGACGCCT CQQQCTT3GA GACQGGTICT TCCGTTZGTh GIGACICTIG 
ATOGAAGCIC CCCAGTAACG GICTIG03CA AGOGGOCATC GQOGCAGGOG GAAGGdTOC 
AGCIT3GOCTA GGGCACAGQC ATICGAGQQ3 CTGGCTGOGG GAOGGCCTOC GAOGAGATCA 540 
CATCIGAGCG AATGATATCT CGCCXXJTOOT TOGTCCITCC TAAGICAGTT TCTIGGOGAA 600 
CATCCGTTAT GCCCIGAGAA TOOTGCCAT GIX3CITCATT CATGOGOCAA CAGCTTATAG 660 
CGAATOCCAA ACCCCCACCA TTCTCOTCCC OOACACTOCT CNIGAGftCAC CECCCCOOSA 720 
AATTOIAATOC GGTITINITTC TTAAAACCCN TNAAAA 
(2) INFORMATION FOR SBQ ID NO: 222: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENjIH: 771 base pairs 

(B) TYPE: nucleic acid 
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(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1207UP 



(XI) SEQUENCE DESCRIPTION: SBQ ID NO: 22 2: 

GATCTAATSA QCGATAAGIC AC03GITATA GAAAC7ITQGC OGAATCCTAC AACTGACTCC 60 

AACTOQOCAC AGGAGATATC TCTATTAGAA AAGAATATCA AGGATCICAT GQGTTICACTA 120 

AAGQGCGTTC ACAOQCACTC ATGIGAACAG ATCMTAAOS AAATICTICT QCTTGATEAC 180 

GATOTTCGAT G3GAAGATAT AGCIGGICTT ACAATAGCAA AGAAGTGTTr GAAGGAAACA 240 

GTTOTITAOC CATITTTOCG GCX^GAOCTT TITOGGQGIC TCO30GAAOC TATCTOOQQG 300 

ATCITCITAT TTQGAOCTOC AGGAACAQGT AAAAOGATGA TP30CAQQQC CCTTOOGACT 360 

GAATOGAATT CAACTTTCTT ITOCATCAGT QCTTOCIdT TCITATOGAA ATACTK33GT 420 

GACTOGGAAA AACTK7ICAA QGOCTTATTT TACCTAGOCA AAOGQdTIC OOOCTCAATT 480 

ATATTCATTC AOGAAATOGA CTCTCTACTA ACTACXJbTIC AGATAATCAG AAOGAATCAT 540 

OCAGAAGAXT AGAOGAGCIC TIQGTOCAAT GT3CTO0CTA AOGAGOQCCA OQQCIAQGAA 600 

CAGAGAGGOG AAGAGGQCAG ACX30GTACIG TCTTOGOOGC AACCACTTAC OGTGGQCAAN 660 

AANGANQCTC CNATAAACTT TTTCADGGGT CTATOATCCC TIGOOGGAAT ACAACNAAAT 720 

GTTCTTPGAA AACTINTOGC CTOCAAAAAG AATTTOGAAC TOATTCNNCN T 771 
(2) INFORMATION FOR SBQ ID NO: 223: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGttH: 740 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1208RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 223: 

GATCAATTAA TAAATOGTIT AACTAATAAA CTTAATAATA AATCTATTAA TTATATAAAA 60 

SO CTACCTGATT TTATK3AATC AAATAATATT TTCTTAAIGA ATACTACTAA ATCATCATCT 120 

ATIGAGTTTA TATTAAATIC ACCACCTCTT ATTCATTCAT TTAATACIOC TCTAATICAA 180 

TCTTAAAATA TTCTTAATIA TTAAATTATA TAATAAAAGT TAGIGGATAT AGTTTAATIG 240 

55 GTAAAACATA TGTITTAGQG ACATATATCT TCAGTICAAA ACIGAATATC TACATATTAT 300 
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ATCATTAATA TAATAACTCT 1TAAXIAGAG TTOCTACCAC A^OTSCIG AAAGCATTAG 360 
GGCK7ICTAC CITAGCICTC CTAATTAAAG TTTATAAAAT TATOCTIAAC TAATAAAAAT 420 
AATTAA3TAA ATAAATAAAT AATTAATTAA AITIAAAATC TTITAAAAAA AGAAATAAAT 
AATATOTTTA TA1TTAAATA GAITCAAAIT TOCMCMOT OGCATTCATT TAGIACTAOC 
ATCACCATCA ACAATTCTITA CATCA1TOGT TTATAGITTA CmiACITAG CTTACTAACA 
TOGTATATOG TATAATANCC CTAATAAADC TTATANANTIT TTBOTARC TINSATTAAA 
AAAA033C GA NCNNCTITOG N33ACCOCTA COCOTAAAAG GRGTAATQGT TCOOCAATIG 

OK33CCGAAA taanitoscc 

(2) INPOKMATICN FOR SEQ ID NO: 224: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEHSIH: 782 base pairs 

(B) TYPE: nucleic acid 

(C) STBANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genctnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1208UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 224: 

GAICTTAATr TAAAATTTTA ATTAACTATT TATAATITAG AAATATATAA TCTAGAGATA 60 

TATAATOTTA AAATCATAGG TAAAAAIACA TAAGATACTA AGAATAAAAT TAGTAAAATA 120 

AATAGAAAAC CATAACTTAA TIGATICATA AAGAAAAATC GAATEATITC TQ3CA1CTTA 180 

ATITITATIA TTIAATIGAT TATTATCTAT TTAACA3AAA ACATTTEAAA ATOITATAAA 240 

ATAAAIAAGA AATTACTTAT AGAATATITA TTAAATAGTA TITAATTrAA OTTTMEftTT 300 

AAATATACCA TTTTTATEAA TAAATAGATT ATTAAGTETTA 1TAATATTAA GTE3ATATATA 360 

ATITAATm TATAAATTAT TIAATTTACT TOCCCTGATA TATATAATTA TTAAATCTTC 420 

CITICATAAT ATTTATTTTT ATTAGICTAG TAATATTICT ATTTAATAGT CTAOCOCnT 480 

AATTQoATAT TACTACCTAC TAAATATTTA OCCTAATAAT A3MTATTAA GAATACTEAA 540 

TCCTAATAAT TTATXATCCT AAGTTATATA AAXTAATTAA TOCTnTTAT TATTATITAA 600 

ATIATTATTA ATTACTAATT ATATTTATTA TTTTATTAAC ATAMTTITG ATAATATATA 660 

TCCATATAAT OCTTATTTATT ATATAOQSTTTJ ATOAA1TAAT GANAACOCTA TATATCANAT 720 
TOCTTAT7CT GACTTAATCC CNATCICAAT ATATATAATT ATTATAGAAN ANATACITTT 



TC 

(2) INFORMATION FOR SEQ 3D 1X):225: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LETCTTH: 533 base pairs 
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(B) TYPE: nucleic acid 
<C) STRANDETNESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1209RP 



{xi} SEQUENCE DESCRIPTION: SEQ ID NO: 225: 

GATCAGOCTA TGTAGCAACT GATOGGOQCT GGICQCTGriC AAAGGGQGAA AACACCOCAC 60 

CftGATTAOGC AGACACTCCC ATATTTTGAC OSACIGGAAC TTTGPoIACA CAAAGCTA3T 120 

Ca3CTK?ICA CIQGOCAOOG TCAGQQQCAT GITGTICAGC OGACT03CTA GOGOOQCACT 180 

GCTOTIQOCC TQOQOCAGOG ATOGCTOCTT AAGATCCTGC GIT03CAIAT A2TGCGCAAA 240 

(JI'IUGATAGG TCTOGACTGA GOGAATTACC GftCATOGIOC AGTAATAACA ACAOCCCMG 300 

GCAGCCCCCC CAGCTGIAAT TCAOCGTTTTr GACCAGCAGA AAGTOCAATT CTAAAAGAAT 360 

GTACCAGTAA TOQCAGTAAA ATGIGGAAAA GACCIGGICG TTCTCAAGAT AOGAAATCAT 420 

CAOCIGAAGA TTCTTCAGTC TICICCCTOC OSAACATCTT GGAAAAATCT GCN3>JKX?IC 480 

CXTITCTCTIC CACTOGAACC GCAGQQCTTC CAAGGACACT CCTTOCAATT GAA 533 
(2) INFORMATION FOR SEQ ID NO:226: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 534 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1209UP 



40 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 226: 

GGAGGATQGT OGAACITGAT TATITICTIC TGC5TAQGACG ACAGCTOGIC OGQGITQOGC 60 

TTTAACGCCA OCAGCAOCAC CTACTKTTIC GACCGCAGCC OGACICTQQC GCICOOCK3C 120 

45 TTGATO3CCT CTAGOGOGTA CTOCAOCK3G AACAGOCICC CAGT0GQGGA AAAOGICACA 180 

GTATCAOOGrr CCTAGTTATT TCTGAACATC ACTAACTCAC AC2*3COCCAA TTGNTOGIGC 240 

ACACCGCCCT CTTTACIQGT GCTAGTTAAC T33ACAQSAG CIGTGTCTIOC CAOCXX3QCOG 300 

50 C33GAAGTAG CICIGGTATT GICATl'lGAT ADQGAGATTT GATAXICGIG GAAM3GEATA 360 

TAGATGATTC CGICTCOGOG ATIGATIQGA QQCTOGGIOG CATACTOGAG TOGTCOGANG 420 

TCKX3®TCT TCTACATAAC OGnTX^AGC^I CAGGGGAGAG GTITGNNN3C GCAGITCTOG 480 

55 CGGAGTAOCA TATTAGGCGA TGTGOGGIGA AGAGGTATCT ACIGGK3GIG TTAT 534 
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(2) INFORMATION FOR SEQ ID IX): 221: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTCH: 547 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: EAG1210RP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 227: 
GATCIAAATT TATCAQCCCA TOGACQGATG GATTEAOQQC ^OOGTCTTOGC OQCAGCAOQG 
GQCAOGCCAG ACTOOGAGGT GQCAAATAAT TCACATAGCA AOCTGCATTA TAAACATCOC 
AAGICATTAA ACTTACTAAA TATTGTK30G TAACCAAAAG CACOCTCTAT CATCATCTTC 
ATAGICTTAG CIGAACCTAC TGTQGCAOCA GCCCTTIACT AOGTATiGTA TCTCCCTTTT 
ACAAT3CTIG CCCACK3CCA GTnTOOGCA OGGQCX3TEAG CATGAAGICT TTGCOQQCIT 
TGTACCACQG CTIGAOGICT GACICTAOGC GGACCAAOGA GGTTAGAOGG AGTQCAOQCG 
GGACCGACTC ATCCICQCIC GOGTGTICOC AGAGACAATT TGAGGTIOCA OQGAGCATOC 
ACGCCCAT3C AATCCTGQCC CTAAAAGITT GCACANTICA TCOCACACTT QGGQQCTTNT 
TATCACNOCA NCCTGATCTG GTAQGNAAAA NlTl'ICdSTIN TTIGC7IGAGG AAATCAGCTT 
CCCAATA 

(2) INFORMATION FOR SEQ ID NO: 228: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 600 base pairs 

(B) TYPE: nucleic acid 
<C) SIRANDECNESS: single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1210UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 228: 
GATCGAGAAG ATGOGQOQCC GCAAOGAGQC OQOCAOQOOC GAG0O3QGCG GCNAOGAGCT 
CCIGAOGOOG GCGGAGCGCT AO30GCK3GA GCAQGQQCAG GGCITOCTQG CXXXTGTOGT 
cccrcncGCN gagccggcnc gqoccctogc OGIGCOCTGC AACGAGCTTC OOGATGAATA 
CIGCATCACC AAGACIGACT TOGAO09QCT CXXTAGOCAC GGCAT0O03G TQGAGGAOGT 
CCACGAGGAC AGCAAGGACT O3TACIT0CA GIGOOOCTOT GGAGIAGAQG AGC7ITAGOCC 
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Q33CCTAGAG A3CCCCGQGC TOCAGCAGGC CJCTOGTICIQC TOOGAGCAAT QOCTOCGQCT 360 

GGCAGCAGCT QGGACTOCCA QCAQOOCGCA OOGA3TCAGC TTQCTOQOCN QOGGGCAAGA 420 

CTCCTCACTA TITIGCOCTC CNIGCOOOCT TOQCCTOOOC CACQOGCCOG CGOCCTCADG 480 

GQCQC2Og0G QQ03CNAAAC CCCTACCAGA ACCAAANNAA OJACGCCNCC GC03CCCNIC 540 

QCTSAAGOGA ACCCTTTTIN NCTOCTGTCT TOCCNCCCTG AAAGACCTAN TTCTCCTTCA 600 

(2) INFORMATION FOR SBQ ID TO: 229: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 539 base pairs 
is (B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

20 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1211RP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 229: 

GATCTOCTCC AGTAATOGQG TCAGAGCACA CTQCTAQQQG AOOOCTGQCA GGIAGCICAT 60 

OQGCAAAAAG ATAGCAOGOG TAICTACCCA CCA303AQOC GGCT3ATAAG GAAACK3GTA 120 

OQGCAGCAGC CATAGCTCTG OTGQOGCTQG GFTTCAOGOQC TOOCALTIO'l' ATAAATTGAG 180 

CAQGGAAAGC CACACTTTAC OXAGTAOGG OGAQOCAATA GCACQOOOCA TGGGCAGCAG 240 

QGICTICOQC QCCCGCTGCA TCAOGATGTG TT0G03CT0C ATCCCIAAGA GOGGCAGCAG 300 

AAOGTAGriTC AGQGOQGTQC OCATOGACAG TCGACTTCTC CTCCGAATGC AATCOOCAOC 360 

OGQOGIOGAC AQGTCK3COG TGITCAOCAC GTTAGCGCAC TAQCICCOGC CGCTGAGQCT 420 

CAGGAATAOC AOCQOGOOCA CATOCATOQC CACCACATAC CCATATCATO ACATCNQQOC 480 

CCCrcrTTACA ACAGGAAANT GCCXNAACCT CCTCCTOCAG ANGGOOCAAA CXX3COOOOG 539 
(2) INFORMATION FOR SBQ ID NO: 230: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENSOH: 593 base pairs 

(B) TYPE: nucleic acid 
45 (C) STRANDELNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(Vi) ORIGINAL SOURCE: 
50 (A) ORGANISM: PAG1211UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 230: 
55 GATCTACATC ATOQGAGC3CT AGGAAGAGCA AG3CAD0QOG TGCATTTGTA GACTACAOQC 60 
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TATAATATOC AAATOGCCAA TACCTTIGCC CQ3GATCCAA AGAAQ3QCAC TCTCAAGCAT 120 

ATOGTITATCG AGAOGAGCTT CAACCACTTG QCICTAGQCA TQCTCAGQCA GATATTTCOG 180 

5 CACTAAACAA QGTCTAGAAA ATCACTIGAC CIATGAOGIG COTGGCFIGA CTCATCITAC 240 

TATCCTCAGG COOGOOCCIC TICTTGOOGft. QCATQGCICT AAAQCCGIAA TAAGCCCTAC 300 

CAACCCIGAT ACAGGAAACA TCCTTAOGOG CT2TTACACT TATAAGAAGA ATCITATOOG 360 

TO CACGCAATTT AATTQGCTIG OGO^GTTTA AGAAGTTT3QG OCAACACTAA GTCACCOGAA 420 

CTATCOQOGA AGGCTACCTA TCATTTACCC TGGAACT3GA TK7ITIGGCT ACTCANTOCC 480 

CAGCNTGAAA ATIX3CCCCNA ATK3CXX3CTC CAGAANOQCT AICCAAOGGA ACTACTOGAC 540 

75 CAAATCTAAT TTCCCCTATA ATCP3AATTA CACTGflNAAT TCAGAAOTGA ACN 593 

(2) 2OTX)KMATICN FOR SEQ ID NO: 231: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEW37IH: 536 base pairs 
20 (B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

26 (Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1212RP 
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(y±) SEQUENCE DESCRIPTION: SEQ ID NO: 231: 

GAGATCTCCC AGTACGTCTT CAAGCIGGGC TITGGOQGIC TAGGATAGAG OOQQOQGAAC 60 

TCAGGACTGG TCGAGACGQG ATGCTOGATC OOGAAGCTCT TCATAAGCAA CAACCGCGGT 120 

TOCCGCGTGT AGTCATCGAA OOCTOCCICA QQGAATCCTG OoACTCTCCA QCT3ACATCA 180 

CCATTOCCCA CGATOCAOOG A2GOGITTCT GGAAGGAACA CQCAAACTAG CAAGAAGOCG 240 

ATOCCQGOCA TGATGCTAGT GAAACCAAAC AACXATCTOC AAOGCTCATT ATCGAATAGG 300 

ATCAAGOCAG CAATAATGQG OGOCCAAAAT CGGGCCCACN 1TTAGQGCCC CAACATMAAT 360 

TAOQCAATTG CCTTC3COGGG (JITITIUOGN GGICTTGATT TOCTTACOG TAOGOOQOCC 420 

TCAGAAAAOG AGAACTCNGA GGAAATOCTG OKDOQCINTT AAAAAAATAC MXCAT03tf3 480 

CAGC37IGAAA GCAZNMTACISIC TTGACTATAA AICANCOCCC GANAANWTTA NACTOG 536 
(2) INFORMATICS FOR SEQ ID NO: 2 32: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LHSETIH: 586 base pairs 

(B) TYPE: nucleic acid 
50 (C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (generic) 



55 



(vi) ORIGINAL SOTRCE: 

(A) ORGANISM: PAG1212UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 232: 
GATCAGCAGT GTCTTOCGGG ACGICAAOQG CITGAOQGTC TKXGTACCG TOC3CJCAGOGT 
COQCACGOCA TCAAAT3CCT GCACTOOCTG CSX3CftGTOCA CAGTIGOGCA GOGATGOCAG 
ACAOGAAAAC ATCCTOGTTA ATOCAGCTIG QGTIOCTTCOG TCXjICACTGTT GQGTCIOGAT 
TAAGCCCAQG TTATCAGTAA CATCAAAATT TTACATAACT GOCAOCTGAT ATACAOGTCA 
TAAAGATCTA CACCCATOGC CCCTGATTGT GTAAAAAAGC AALTIT1GAA AAATTTTCTA 
OGGTICCATC CX3ATGAGATC AGCTTAQCCT ACTQOGAGTC CAATATCAGT GCACTAAGTT 
TATCCAC7IGA TACTIGITCT OGAGCTTTCA QCAACAGCAT CAGITTACAA ATOGCACCAG 
CAGTTATCCC TOGAAAGAAA TOCTAOQGTC OGAACTCCCA TGATACTTIG ATACQGCOCT 
TACAGACGCC AGCGAAAATC CCACATCTCC NQGNQQCTTC AAATNNNCTT OCOsCGTICT 
AAAGCTTAGG GC3*ATIO0CA TGCANQQGTT TATOAAATIT GANAAT 
(2) INFORMATICS FOR SEQ ID NO: 233: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 535 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEMESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1213RP 

(xi) SEQUENCE DESCRIPTION: SEQ ZD NO: 233: 
GAT LTJ.TJ.Tr AGAGAGITCA CTGTPOQOGAC CAACACQCTC GGAGGCCCTT CAGCTACTIC 
CAGAAGGKX5 TAAAGAGTCT CCACTAGOCC CAQQCTOOQC TOCJIQGTCAT AACAGTOCAT 
CTGAGGTAGC GTGTTAATAA OOQCTTTCAG CATQCIOGTA GAGGACTTCT TTACTAQGQC 
AGAACTTATA AACTTAAATC TCTOGICTAT GCATICAGQG GTAGGAAGAG CIGOCAGToT 
CCGAATGTCA TCAGCCGATC TOCTCUIT1T ACTTIGCTCA GAATOQOGQC ATAGTTTAAC 
m3SCTT00C AAATTAAOOC GGTITCOCNG GACOLT1T1N AACAAAAAQ3 AAAAAAAATT 
CCGTTICCOC CCCNCINCCX: NNNOTQ3QCN AAAAA1TITT TOXNQQQ3<I AAAATTTANC 
CCCCCCNCTT AAOsICCCATT AAAAAAAAAN NNNNNOTTTT TTTTITTTNT NGGI^JGCCCNN 
NAAAAAJSOTN COCCZMJITTN NAAAANNQflG NGGWITNNNG NNNNANANNN NANNN 
(2) INFORMATION FOR SEQ ID NO: 234: 

(i) SEQUENCE CHARACTERISTICS: 

(A) L£N3IH: 603 base pairs 

(B) TYPE: nucleic acid 
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(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA. (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1213UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 234: 
GATCQCCCAC TTCAOGAACT (XAQCTCOQC AQQOOGAAAC GTOCTCGCCA GCTOQGOCTC 
GQQQGAOQCC CCCADGTTCA CATACAOGTA GAAGCOCCCG CCCTOCGOGC CTQCCIGCTC 
CCXTCGCGTAC 03CCOCCCCA GO30GIGAGT CACCXDGCTTC ACCIGGTAOC CCAGCXTCCG 
CAAOOQCAOG TTCATCTOOG TM33TAIGT OG3CAGCTCT OGOQOCTOGC OGQQCAGOQC 
GCOCAG3CAC TCIGCCAGCA CTIQCTCGIG CACCGCCOCC CQOGQCOGCA GGATGCACIG 
0\GCAGCAGC CQOOGnCIAT OCTCGOGOGT OGICTQOGIC ATTOCTCTOC TOOQOOCOOG 
ATOCAOGCAA ATOOGCICTC GAA3G0CTTT GQOCTOOOOC GQCTTOOGGTT GICIQQQGIT 
GATT3CCACG AA.TGCTGAAC CAAACIGACA CATITIGCCA AAAGAAAOSC CAATCTICICT 
CGAAOGAATT GTIGAACTAA OO3C030G0C CAGTTGGGT.G AAGOOQdOC 

TCTICCCACC TATCOQCTAG QGmCAGQCT TCCICTGNTTT 0CACTAOT9G NAAACNOCIG 
CTT 

(2) INFORMATION TOR SEQ ID NO: 23 5: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 527 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA ( genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1214RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 235: 
GATOGTTCAC GICAQOCAAT TCTCJICTQGT AGOOCACTAC ATTGTAGAGC TTATAGATTA 
AACCTOGAAT GCAATCATIG GGGTAAGCCA CAGCTICIGT AGTCIGCCTA TAGCAGAACT 
TTTCATCrTC AAQGGTATGT CTIGAAGGQG GCTTTAAGGA AOOCITCATC GAAGTACTQG 
GTCTTICTAC CCCTCOGCG3 GAGCAGGATG TTAGCOQGAG CTICIGAATC AAACICTTGC 
ACTTCAAACT CTIGTQGIOj ACOGAADQCA ACTTTAGCTG CQCCTTCfcGG TTTIGTTTTCT 
TTACIGCCAG AACTTCTQQG OQGTGATQGT AGGAATTTTC TOOCATCTOG GTTAAGOTOC 
TTCCATATCN ATTGACACIG CAOQCOOCAA CATTCNAATT TOCANANQOC CTACCCCCOC 
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NANATCTTAA TTTTTCN3CT TTAAAQGACT TATCNNOOCT OTGAATTTIT CTTOAATOAA 480 
CTOCATTTCT CCCNAACNAA CAATTNAATT CCCCTCTTCC TTCCCNA 527 
(2) INFORMATION FOR SBQ ID NO: 23 6: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 597 base pairs 

(B) TYPE: nucleic acid 

(C) STS^ANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1214UP 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 236: 

GATCAA3AOC TGAOGGCTTC CEAAAATQQC TAACjITEAGT ACATAAATTG OQQCAAGAAT 60 

TACOCAAATC ADCIGCTOTG GftGAIftOSAG GCAAQCIGAG 0QQGT3GATG TOOOCATTOC 120 

ACACCAGTAA CTCT3TOGTC TCTC3QCTCTC A1QCTACTGC TCQCTAOOQC OTICTICAOG 180 

QCCTTGICTA A0Q3GAAQ0G ATOCOQGTAA AGOCAAATCA TCTAACACCC AGOGATAAGT 240 

OCACGAGCAG ATOCTCAGAG QCI02ACCAG AAOGAOCTCG CATO3GTGAT GCTACAGATG 300 

QCTATGQGTG TGACAQGTCG AAOCAACTGT GT1CKJLT11 ' AAGTAATAGC CAAACTTOQC 360 

GOQCTAGAGA ATGACACTOC QGHXJICTCTG CATATGTK3G CACTATOCAA QGTTACAGAT 420 

TGQCAAGCTS OCOGAATGTX QQCCCAAATT OGAACAADCA GOCAGCTATT GGTATOGAAT 480 

TATATACAAC TIGGTOQQGG AGGAA1TOOG GIGAAAAACG Q03CACCAQG NAACTITACT 540 

GGAAD33GAA NOQQOsIAATr TCXXKXXOSJC COOQQGTITT TOGAAOCOQC CCXNTTC 597 
(2) INFORMATION FOR SBQ ID NO: 237: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 754 base pairs 

(B) TYPE: nucleic acid 

(C) STTRANDECMESS : single 

(D) TOFOIjOGY: linear 

(ii) MOLECULE TYPE: EMA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: RAG1215RP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 237: 

GATCAGAGCA AAGTCATTCA AAGGGATTTT GGADGACX30G TAAQCIGOCA GCQCAGGATG 60 

GCCCATCTGA CIGAGCCCOG AGGTTACGGC AATGAAAGOG OOCTOOGACT TAOGTAGCAG 120 

TGGAAQQQCC TTOCTO30CA GATTCAOGAC GCTAAACAGA TTAATCIOGA AIAGGOGICT 180 

CCATTCCTTC ATCTOOGCCT C0Q0GATO03 TICTIQGTAC GAGACAOOOG CGITQOCTAC 240 
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GACAQCCTCT AGOOQCOCAT ACTCOGAGGA CACCTTATOG ATCADQQCCT QCACCACACG 
CTCGTCAGIG AOGTCTCCGA CAACATACTC GAATTCCITC (XATGICTOG OCTICAGCTC 
CltXAATTTC GITTC030CC GT3CAACCCC TACTACAAOC AQCTOQQQQG TIGAGCACAA 
TCTOICAAOG GTTGCCQQQC CAATOCCAQG CGATQCAOCT GTCACAATTA TAACCTTCAT 
'lLTlULTTOS TACTTTATCT TCAATOQGCC AOGAAOGCTC COQCTCTTAG TTTATATATG 
ACTTCAGGQG CTGTTOGCAC AGCTCACTAG CACACTAOOC TICACATCIC ACAOCAGTTTC 
GAGAATGAAT QQCACAGnTC CATTPGTAAT CATGATIATC AATACAATAT CTGITGTAAT 
TATTGATTTG TAATATOCAT AATATAGATC GITATGATTr GTAATACAGT AAATATAOGG 

TAAATATAAA GTAITTrAAG GAATATTTAT AATT 

(2) INPORMATICN TOR SBQ ID NO: 238: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 776 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1215UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 238: 
GATCGCCCGG QGCCTAQGTC ACIQCAGATT GGCGCAAQCC AGGAACAAGA OGGACACTAA 
GTCATTCICT TTATCTAGAT TOQGTGOGCA GCAG03CACG QQQOQQOQCT GATCTAGCQG 
TACCGCACCA ACGQOQGGAC GCATOOQQGC CQQGOGOGCT AAAOCAOGAC OGTQCT3COC 
QGTQCCAATG GACCGCGCGG TCAT0CAOOC CGCTCAGCCG GAATCTAGAC CAAAAAAAGA 
GIU1UGTICC AGCTCTCAAA TIQQQCTQGT CICAAGG3GT CQQQQCQOQG CAAT030CTA 
TATAAACGGA CAGQQGAGAC AGPOOGTGCA CTGTQGAGGA CAGQCACAOC GATGGTGAGG 
CTTATCATIG TCACAQ3CQC CTOGOGOGGC ATOGGTGAGG CAAOCGTTGA AAAGTICTQC 
ACAGCCCOOG ACGTTGIGGT QGTQQGAGIT GCQOGGGOQG AAAAGACTTG AAGGIGCTGA 
AAGAGAGATA TOGCACTAAA TTCGACTACG TTGCTQGAGA OGICACCGAT GAAAGQGTGG 
TOCAGGOQGT GCTCGACAAG GTCTOCIOGG ATTATQQQOG GCTAGAOQOC ATCATAGOGA 
ACQCAGGOCT CTCQOQCITC GAACGCATCG CCGAGGCAGA CATOCAGCAG TGGAAGCGCA 
CGITTGAGAT CAATTGTTTA GCGOQGTAAG CCTQGIGAQC AAGGCGCTCC GAT3CTAAN3 
AATCCCAQQG TTAQQGTGAN TGIGGTTACC TCNNGANTCA ACNAGGTAQtf TAN30G 
(2) rNPORMATICN FOR SBQ XD NO: 239: 
(i) SEQUENCE CHARACTERISTICS : 
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(A) LEM3TIH: 546 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1216RP 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 239 : 

GATCAAGICT TTTATCACTA CAAATGAQCA GQGCTTAAAT TIOCAGAATC GTTTACAGCT 60 

15 GQCTACGCTT GCAAGCAAAT TIGGOCTnT T3AGCTAG0G GAGGAACACT TOGCTCACGC 120 

CAAGCGOCTC ATQCGGCCTA CAGAGQQOOG OGAGCTTTAC ATCTATTACA AATCTCTCAG 180 

CGCGrriCTAT TOCTTAGQCA AAATQQOGAC CT3CTTAATA GATACTCT3C GTOCCTITAA 240 

TAACGAGCCG CACIOGTOOC TO0GTAACAC ACTACIGGCT GOQCTCTATC OSAACACATA 300 

1CCACK3QCT CCX3CCGCAAT AATQCAGAAG AAGAGGTOCA TAGATGAGCT GAAOCAGQCA 360 

GOGCCANCAG AATCTACIOC CACTTATOQG AACTOCNANA NIGGAAQGCC CTOCATACAT 420 

TTCCGGTTCXX ACCNACTICT GCZTTCCTTG GCTTACCACT CTTGTGAAOC GAAINGOGOG 480 

GCATQCCITG OOCAAAAADC CCIQGAAATC CATAAATACC TCNCQQQGGT TANCTCCGCT 540 

OCCCOG 546 
(2) INFORMATION FOR SBQ ID NO: 240: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 593 base pairs 

(B) TYPE: nucleic acid 
35 (C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
40 (A) ORGANISM: PAG1216UP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 240: 

GATCTCTGAA TATATOCTTG GQGTOGATIG GTTTGCCAGT GCTATAGAGA GOGGTCADOG 60 

GCGTACGCAC GGCAACTCTT CGAGTTTGTCA GCCCAAGTAG CCTCATCATA TACAQGTGAT 120 

GGATGGCTCC TGTATACCTT (XCACACIGC AAGCCCCTGA GTIGCICAQG TGITACTOQG 180 

GCAGATOGIC ACATCGCTTC GGftCTATATA CTCTOOQCTT TGAGCCACIT AAAAQQQQCT 240 

CGCCQGCTAG COOOQCCQCG TGGTCAOGIG ATTOOCATCT GCCCOGAAOG GAAAOGTAAC 300 

AQGCCGTICT AACGP3GTGC TCATOOGTCA GCAGQCCQGT CTCOCAATGT ACTIOGCATA 360 

TGTTATTITA CX7TTTATGTT ACCTATCGAG GGTOQCTCAG GGITATOOOC GOGCTGCTGC 420 
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CCIGCCAOQG AACCCGCAGC CTQCAANOCT OOCTAAITGC CCATOGTGAA TIGAACTCMC 
AAQCTTATAT CTCCTTCCCT GATOCCCCAT NATGCA1TTG AAGTICNOCA NAGGACAAGA 
AACANACNCA AAAAACNAAA TOGTIAAGTA AAATIGATTT QCJIOITOOCN OCT 
(2) INFORMATION FOR SBQ ID NO: 241: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENoIH: 592 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDELNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CNA (genanxLc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1217UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 241: 
GATCTCCTTT CIGQGGATIT TTATTOQGIT QGAAGAGGAC CTTOQQCCTA CACCACIGAA 
QCTGTGOGAG TICIOCAGIT GftGQCCTATT GAAGT3CATA TCTGATGATA GAGOGCTCAA 
ATGTTCIGAT CCTGACATCG AATAGAGOGC A'iTl'l'lCTCT ATOGTAGQOG CTGQGTICTC 
OCCTC33GATA TCTTTGATCT TTOGACT9CT GITOIQCATC ATCTACACCA TATTTGAJXJT 
AATOGGTTGA ATACCATGAG GAAGIGGACT CATTTCAXIG GCTQGTGGCT GQQGATGItjT 
TAOCATTOQC CTAGAQGTTA GAAAATTOGT GftGITIGQCA AAQGAA3AGC T33CTQGCTA 
GCAGAATGAT GGACK3GCGT TCAAQOQCCA 'lUlTlCNTOC TTICGAQCTT AAAAATTAQG 
AAGGGGACAA QGACTCCCCT GAATCCTACT ANOOOCITCT AAAACITOGC AATATTOGTC 
CCCTGAACAG ATQCNOOCNC CACATCOOOC TATTAAATTT TTTAACAAOC ATATTTOIQG 
ANACETNGAA OTIGAACTTO OCNQCNAANN GATTCOCCTN CCTCOOCAGA TO 
(2) INFORMATION FOR SEQ ID NO: 242: 

(X) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 558 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1218RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 242: 
GAICTTIOrG QGCCAOGACG ACCACOQGAG TAOO30CCGT QQCTTOGAOG TAOCACIGAA 
AAATCTTCIG CATGAATCCC ACCTTGATAA TAC0CAT3GA CCACIGGAAG TTCT30GAOC 
ACOCAQCAGC GATQQGTGQC ACAOGAGQCA CTCXXATCAT AGAOCTGATC GOCAAATTTT 
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QGAAGTAOGA GAAAAGAGAG ATOGAGTTQG AAG0GA3CTG O0CO3CAGIG GmGAGTGCC 240 

CGATCACftGA CACAAACCOG GAAGTOCAGG ACACOCACAC CAGCTATO3C QQOGAATOGG 300 

CX^GAATOC ATACTTOoIC TOCACCGTCT TOOQGIGOOG ACAGCAOOOG CCCTOCAACA 360 

CAQQOOCATT GGAT3CICCG TACTGGTGIT TCAQCTIT0C GCNAAGQCCT TTACACCATC 420 

CCT3CTrOQC agttoocnqg aaaatatacc ocnocitogt ATCITCCCOT GAAAAATCAC 480 

COCCGAAATT TCCCAGTTGA ANX'lUlTiG ATTCOOCCOC COTGCOCICC OX^GNNOGG 540 

GANATTCACA ACNAATNCT 558 
75 (2) INFORMATION FOR SEQ H> NO: 243: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 604 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDfECNESS : single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: EMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1218UP 



(x±) SEQUENCE DESCRIPTION: SBQ ID ND:243: 

GATCCACAGT TTCOGCACIG AACTIACTAT OOCTCAGCAA OOQCfiGGICA TOGflCAAQCG 60 

TTCTCACATC AGGCTICAOC COGTAQCTCA TAATOCCTQG GAO3GATO0C TTGGTAGAGT 120 

AACAAOCAAA AAGQCATG0T GGATCAGCTG CATAAGCIAG TAAAAAAGAG CAGAOGOCGC 180 

CT3AQOCACT AAAGGCAAOG AOCOGOCAAT ATATGATAAA TAGAGAATAT AGAATCOTQC 240 

CACTA03CCA AGATCACCTG CATTCAGAIC CAGCGACAAA GTOCCAQGAA TTAAGQGATC 300 

TTCAACATIC CTCATCATAT GftGAAGftGCA ATACAGQGIT AAAAOGGOQG CCTTTAAAAT 360 

TICACAGACT CAATCAAATG TTTCACAATA CCTOOTIQG ACAAGTCCGA GACATCCCOC 420 

TAACTGATCT QCCICOCCCA GOCAAGGAIT TIGOQCCATA TAO3QG0CAT ATTTTOCCIG 480 

ACGATTCITT TOCATTOCTC CCCGAACCAC AAANACCTTA G3Q3CACNAA O0GQCCCATT 540 

OCCNANNGAA AAAAAAAATA Q3TX3CITTW ATON0CO34A CCCCCTOOCC CCCCIOTTIC 600 

OCN3 604 
(2) IKFOHMATICN FOR SEQ ID MO: 244: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 550 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 
(vi) ORIGINAL SOURCE: 
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(A) ORGANISM: PAG1219RP 

$ (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 244: 

GATCCTGATA TICTACCG3C TCATAAATAC TTIGGATAIC TTOQGACAAT GIATOCTAOC 60 

CGATACCTIT CAGGACAT3G ATCAGTATAT CATOCTTCTT CCTAAATGCA QCAACAGTAT 120 

70 TGAGGACTTC CTICAGACIG TOOGICTGAG TATCTATCTT CATAAAGATG AACTTTIOGG 180 

accictioct catcagcict cigatcagig acgtigaatt cititaatag axTicacAC 

TOOTTTGATA ATCTIGATAC AGIGCTOCAT AGTQCTCOCT GGAAAGAAAT GAAGTOQGAA 
75 GAAATCAGIT TTGGCAGCAC TCICICAGTT TCTCATTCAA OTOOOGITAG ATATTTCCTC 360 
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CCACAAATOT TTACGGQOCT ACACTTOCTT TLT1T1GANA OTITCACTIC CNlOCNAfiGC 
CA1GAAAATC ANIDCATCNFC OCTOQCCCA CTTICINAAA NITOOCATIC QCAAATItOJ 



TTTAAAAAAN 

(2) INFORMATION FOR SBQ ID NO: 245: 

25 (i) SEQUENCE CHARACTERISTICS: 

{A) LENGTH: 598 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1219UP 



240 
300 



420 
480 



20 CAGTTGAATT CCCCCANCCG GGICTTOOCC GCGTTCCOCC NAAAAAANAC N3AGGGQQGT 540 



550 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 245: 

GATOQQGGCG CIGCCQOOQG CGIOGGAGIG GOQCCAOGIG GQCOGGOCCT TTTOGOCAAA 60 

TCCCAGQGCT QGGOQQGTTT CGAGCTGCTT GACCITOOQC GQCATCTCAA AGIGOGGOCT 120 

TAGTTIGGIC CICTAQGCGA ACIGTAGOQG GGATGQGAOC GICTOGCOGA CGGTOGQGAG 180 

CAGGCCCICG GOCAGCAGCT QGGGAGCAAA GAACTTGAAC GCATTTGACA OUbTlUGCTG 240 

45 TTIGAGCTGC AGCTOCTOGT CATAOCTCAG GAACIGATAC TQQCAACCQG AGCACITCCC 300 

GAACTACTTC CAGTPGATGA GGICGTOGTC GCQCATITCA GCAGAOGICT GCAOCTOCAG 360 

CAGAGACGCT TCQGCGTAGT GOQGTGTGTC TIGIGCACTT GGATQGTCGAC C^CCTOGCCC 420 

SO T3GCCAGCCC AAATTG3CAC CCAGCACTAC TGTITCCTTG TTIGCTATQC TOOQQGGCIG 480 

TCCAACAANA CCCATCCCTC CCCATCCACT TTAOTTCCAC ACATCAdTT CATCAGCNOC 540 

GGITCTICTT CTQCIGCATC GCOCCCCGAA Tl'lNl'ICAGA AT3ATTACTC CT0CNCN3 598 
55 (2 ) INFORMATICN FOR SBQ ID NO: 246: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENC7IH: 747 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1220RP 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 246: 

GATOGCGCAG TTGTOQOCCT CAGOCAGOOG CTTTTTOGGC AOGOQOQGGA GOGTGTCCAT 60 

GTACOOGICG QQCAOQOCCC OGTOQCOCIC GQOGATCAQC T3CAAGTOCT GCTGTAGCTC 120 

CTCOQGCATC AGICICAOGA TCACATTTAG TA3CGCOGTG CTOIGQQCAT CTOOOTOCIG 180 

GAACATCTCA QOCAGCK3CC TQCGAAGTIC GGAOOG»IGTC CCXTQGTOOT CICTGAGAGT 240 

TAGTATTCTT GGCCGCAGIC GGOOQCACAT TO3CATCACT TACTATICTC GCB3GQCATT 300 

CACCTCCCTG GATCACIGGT GCIOCCGGT3 GC9GTAAGG3 QCAACAGACA GCXTTTTTIT 360 

A'l'ITiCCICT ATAATAOQCT GCTCTATCTA GCCTATACTA TACAAGICTT AACTAAGGIG 420 

AAGTGAGAAG TCATEATTEA GCTOOGITIC GGCXX3GTCAT GCAGOOGQCT ACCATATTAG 480 

CATGOQQCTC QCCTIGAOQG CTTIGGAOGT GGGQ3AATIG TP3ATO00CA AGGAOCITAT 540 

GGAGITCAAC CTCACQGAGA QGTITIOOGAG ATCGAAAATC TCACTTTOQG CAAATIGCGA 600 

CACACCGTAA TACTOGQCAA ACGAGTTCIC GACACOGCIG AGCTCGTOGT QGAOCTCGTC 660 

GACATAQGAC AGAAGAGGCT TCGTTCQQGC TGQOQQQOGC QCGCGCQCAA OOQGAAC3>JQC 720 

COOOOCANAG CTG30GCOJG GCOQ2CC 747 
(2) INTOKMATICN FOR SEQ ID NO: 247 : 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 777 base pairs 

(B) TYPE: nucleic acid 
40 (C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
45 (A) ORGANISM: PAG1220UP 



(xi) SEQUHNCE DESCRIPITCN: SEQ ID NO: 247: 

50 GATCCAGAAT AC1CGTO3CA OCACITCTTC AACOQCGQGT ACAGCQOT3G GTCOGTGCGG 60 

TCCAGCX3GGG OCITGTGOGC OOOGIQGAAC AGCO30QCGT CCTCCIOJTh CAQGTAGCIT 120 

QQOGTCAGCT OOGAGQOGOC GOOGAAOCAC CADGICIGOG GCITOOOOGC OGCGTCQCAC 180 

55 GICICAAACT AQOGGTAGTT GAGGTQCAOG GTCGG030GT G3QGGTICAC OGQCTQCATC 240 
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KTAGAGAAA TOOQGCAGQC GAAGAAGOGC AOQCOQQOOG COGQCTGOCC GGTCAOQGQG 300 

TCCOTO3QGA GCTGCAQGTTT TTTGIGCTQG GOOOQCATOG CACIGAOGGC TQOOGGOGAC 360 

5 AGCTCQO0GT QGACTACCGA GAOGITAAOG CXIGGOCTTTT CGAAOCTGCT GOCX^TOCIQC 420 

AGCACQCACG ACCTGCOQCC GOCAOOCTCC TTOGGCIOQC AGGACT03QC CTTGAACTIG 480 

TOQOCIOGAA CGQOGCICTA ATCTO309CT GdTQOQGOG CAOGAGCICT 540 

70 TCCATOCXCT CGCX5CATGTP3 Q3QQGTOIGG QQQGATOCCA TIGCIGQGQC GOOGCAAGAG 600 

GCQAAATOAN 003K30GCOC GGOGGCTTAT ATAAAAGCGT G3CACGGCTG TTTTQOOCAC 660 

GNCACCANQG GCIGCNAAOG TCOGOGCCAA NANANCCAGS GICCOQQCCA NAACAQ7POG 720 

GCGGGCGGCC NAAOQCOQOC ^O^JCACAATC AO*30GACAA GGATIOC 777 

(2) 3OTORMATION FOR SBQ ID NO: 248: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LE203IH: 537 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: LNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1221RP 



30 (xi) SEQUENCE DESCRIPTION: SBQ ID NO: 248: 

GATCTCTQCT CTTTGOGCTr GCAAGCATCT TCCTGGCTAA CTOGTTOOGC GTITAOGnTT 60 

GAGCJTTCCGG Q3AOGTAT3C TANAOOGAQG GCATTOOGGG GTIGAGQGGA AGAGGTIGAG 120 

35 ATTATGAATC ATATATACTC TEAIADOQGC TOOGQGIQGC TGTD3030GTC ATCAOGAGGG 180 

ACTTACAAGT TCAAAAGGIC TICATOGATA TTTACCAACT IOIAATAACG CICITCTSAG 240 

TCTGAGTIGG AQGAGQOQGG CT3CTOQCCA TACTOCATCA AOGtlGTTTAC CATTOOQCGT 300 

40 GTATAGCTCA TCAQGTTTTTC GAGQGAT3AC TCGCTCICCT OCTTTAGGAA CATCAAAATC 360 

GIGCTGTIOC ACAANCNQGA AAAOCTATCC TGTTAGINNA GAA3GGTTK3A GAACAOQGCT 420 

AATCCCTTAG GCACT0CAOC AIGOTTTAT OCGTACXXXA 1TACOCAAAT TTCCCCCAAG 480 

45 TOCCCTINAA CTTTGNCGAA CC0C03CNAA A1NOQOGTTT TTAAAACCCN AAAAAN3 537 
(2) INFORMATION FOR SEQ ID NO: 249: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LEJSJGIH: 584 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genccnic) 
(vi) ORIGINAL SOURCE: 



RN^tnonn- «rpp nfififii pqa2 i > 
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(A) ORGANISM: PAG1221UP 

5 (xi) SEQUENCE DESCRIPTION; SEQ ID NO: 249: 

GATOGAOCCT ATCAAOGOCT TOCAQQCTQC TATOGAGQQC TATCAGGTCA OCACTATQSA 60 

CCAGTCOGCC AGCTA0Q30C CACCAOCADC GQCTQCAGAN ACATCATCAA 120 

70 GAAGGAGCAC TTCITOQOCA TOCCTSAGG& OQOCA1TCIG TOCAACATOG GOCACFIOGA 180 

CATOGAGATC GAOGTTOQOCT GQCTAAAGQC CAAOQOOGIC GAN3C0CTCA ACATTAMCC 240 

ACAACTOGAC OXTACITOC TITOCICOOG CAGACAQGIC ATCCIX3CTTG OOGA3QGITA 300 

75 GACTACTCAA CCTAAGCTGT GCCACTQGQC ACTOCTOOGT T1GTCATCTC TIQCICTTTC 360 

TCCAAOCAGT CTTIQ3CACA GATQCTCTCN TTCAAQ3QCA ATNAAAAGGC CITCAAANAA 420 

ATTNNTTTNWr TTOCCAAAAA AOQGOCNICA AANOQQQtfTT CATITCTONC CNAAAATTGN 480 

20 AAAGGOGCNC OCATTItXXX: CEAAATTTOG GTlTiNTTCT AAAACAXIOC COCOOOOOCA 540 

TTTCQGGGTT CCCAAAAGQG TNITINQGQG NOCCTTAAAT NTEA 584 
(2) rNFORMATTONT FOR SBQ ID NO: 250: 

25 (i) SEQUHSCE CHARACTERISTICS: 

(A) LENC7IH: 535 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 
(P) TOPOIjOGY: linear 
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(ii) MOLECULE TYPE: ENA {genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PB31222RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 250: 

GATCGAATAA TAAAAGTOQC TAATACTK3G TAATAATATA ATAGAAAGGG AAATAGAAGA 60 

GAAGPCAAAT Q3GAAATAGT CAAOGGGCTA CTAGGTGAGT CTTCAGTTTOC ATOGAATOGT 120 

ACTCAGAGAG GITTAICAAA AAOQGCAGIC GICIGATGAT AGCAGEATCA OGAAGK3CTC 180 

ATOOQOCCIG CAHACAATOG O^GSCICAGC GCAGGATCAA ATOGATAGCA QOQQQOCTAC 240 

O030GAACQ3 ACICAGK3QG TGGAGTOQCC C03G1GCTAC TIGAGGOOGT TCAGSTICTT 300 

GTAAOGTITC CCACAGAOCT OGCAOOQCTA AGGCTIOTOC 'ITCTOGAAOC CATOOOOCTC 360 

TGGATAGG3C TOGTIQGACT OOQQGIDCAT GATGCTAAAA GIQCOOOTCT QQCTTTICAT 420 

GAAGCmTG ATTUK3GTIGG OOb'lU^TiT ATOiTACTTC ACTOOOGTCT GATCCIGGTT 480 

AGICTTATCG CAGOQCATCA OTGACNNTTTC AAQ3CTINIC CCCNCCT1CT OCNCN 535 

(2) INFORMATICS FOR SBQ ID NO: 251 : 

(i) SEQUENCE CHARACTERISTICS: 
55 (A) LEN3IH: 581 base pairs 
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(B) TYPE: nucleic acid 

(C) SlRfiNDEOSESS: single 
(V) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1222UP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 251: 

GATCTCQCTC AGftCOGTCAC OCAOGITCIC T3CAAGGGCC TCOQOQGCTT TANCTOOCTG 60 

CCAOQQCTIG gaqcaoqcta GCTOCAOGOC AAAOOQQGGC AGCTCOGAGC ACTQOQOCTT 120 

QQOCAOOQCC CACTCOGAGT TOGTOOOCIG GATCAGOQQC ACAGOGAGOG OCMCICACT 180 

GTAOGTCAOS TCQQOQOOCA ATIGQQQCAX CAQ3QQCCQG AAOQQCAGGT TCCOGAOQGT 240 

GCTCAGOGGA GAAACGATCT TCTIGTGATG CAGGTOCMC GQCTICTICT CCTGTOCAAA 300 

GTAGCGICTC TOGTGATACT QQQOGTACAG CTOQOQC7K3C OGGGOGOGCT TOITOCTCAA 360 

TIX3CTCCICC CGCTCCIGCA CCTQQQQCAC CICTOOGAOC GOGQCICOGG GGCCGCCGCG 420 

GCCCCCIGCA TCTCGTOGCC QGAACTOCIG CIX3GATC330G TCAAAATTCC ACNATTICTC 480 

CCT3CNCNGG AAGQGOOCAA NI MTI OOOCA ATNANCNOCA ATGAACCATT GOTNCCCCCN 540 

TQGTINCAAA ACNAATTTTC CCCCOCOOOG AGATIOTOOC A 581 
(2) INPC^MATICN FOR SBQ ID NO: 252: 
(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 544 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECWESS; single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1223RP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 252: 

GATCQCTTTTT CAOCTCAATT OGTITeiOTT OGOQCAGTIC GIGAT3CTGC TGATGCTGAA 60 

GCICTAATIG CICTTPCTOC TSAGCAAACT GCTOCK3CTTC TITCATOCAG GGATTCTQOG 120 

GAGGAGCTGA GTCCGGITTG OGCCGICTCT GCTICTOGIT CAACAAGITG TTATATAGCT 180 

GGITCATACC TIQQSAGGTC AGGAftCIGftC TGACATPCQC GIOQOCCTQC GGGTOGTCTA 240 

GCAAACQGAG CAT3GCCTCT CTCICCICTA G^CTTTTCTT TGOOQCCATC TCAAACTTOC 300 

TAGATFCCAT TATCAGOQCT TCTTCCTCAG CAATCTCAGC OQCOGACCIC GAAAGCAGOC 360 

TCCGTCAAAT ACTTCTICOG CTGTATTT0C CIQCTCTTTG GAATAOGCEA GGATOGTAGT 420 

AGCGGITTCC CCGQGTCTTT OGQOCTGAAA TTATiTi'lQG CATAOGM3GT TAAAAATCIC 480 
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OOOCTANTIC CTCCAAD3GT CCINNANNCG NCOTAAANAN AO^QGICNGT AAATOATAGC 540 
NNOC 544 
(2) INFORMATION FOR SBQ ID NO: 253: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 608 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECKESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genenric) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: RAG1223UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 253: 

GATOQOGOQC TIGAACATGG AOGTG3ACAC QQQGAACTQG OGCTOGAQOG OQOGCAOQGC 60 

TCCGICCTOG AGCTCICTGT GT30CAT3GT QOGCK7K7IC TTGAGCTOGC GCACAAO03C 120 

GGOGGATATG GCCTQGACCC TACT3Q0QGC GAGGACATCT QGTAGOQOGG COGCCK3CIC 180 

QGACITCAOC AOGACAGTOG OGAOGOQ3AC CTTOGT3GIC GGOGOOCJTSA AOQOOGToTT 240 

GACTQCAAAG TGGICOGAQG GQGOGATOGT GC0Q3GAGQG A3QQGTITIG GTGAGGATGC 300 

GTGIQOOOQG OQOGADGQOG AGOGAGATCA GCTQQOQCIG CAGCTO3QCA TCTGGATIGC 360 

GGTCAGGICC TGAATCT3CT 03GT3GTICAG TICIQOGTAG TCTOOGGAAA AACAGGAAAA 420 

ATGCTTO3CG GCATOGTTCA ACATOCTTOG OSCOCIOQGT TAAAAATOQC OGAACT3GNN 480 

GCCGATTICC OOGAGAACCC ATTTTGTTAT OOCCCTIOCT TCTGCNINOC GATTITITIU 540 

CAAAANINAA AACCOCCCCT AAGAAGANNN OCNOGGOQGN TTITTTTITC 600 

CHXCOCA 608 
(2) INFORMATION FOR SEQ ID NO: 254 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 731 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: OSIA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1224RP 

(xi) SEQUENCE DESCRIPTION: SE3Q ID NO: 254: 
GATCAGTAAC AAOCATAQCA GOOQCAOCTA CGAAAGCATT CGATACATTT TTAATAAATT 60 
CGACAGCAQG TAGTAGTCCTT CTTCOQGATT GCTTTACAGG CTOQCEAAAG ATGrTCTTQGT 120 
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AGCICTTCCA AAGAGAAATT TCICTAACIT CAGAGTCAGC AGOQGACICA AAACAGCAOC 180 

TCAACCAAGC QGITGACOQC ATAQGTTCAT TCAAGCCCAA TAGITTTTG3 AATAGATCAG 240 

GQQGAAGAGT TOGAACATOC CTAGQ3GGTC TOQbTl'lTAC TCX3CCTAACT AGITTIMCT 300 

CTACTTTIGA AAGATAGTCG TAGTOGGGAA GC7ICAACATT GTAAGTCAAC AAQCTAQGCA 360 

AAACIGTAGT CAAGATTGAG TIUOGCTCAG GGTITTTCACA ACAGAGTAGT TftTTCICTCA 420 

CICCCCAQQC AAGATGIACT QGTATAGAAA ATCCAGITCA AGCCATAAOC AGCTOGTICT 480 

CACAGTICCAC CAGAAGATAG GANACATCAG GITGAAGAAT TCCICATCTA GGITATCTGC 540 

TOCCTTTCCT G T IIVUL T IT GGACCAAOCC ACAACCCMAA AAOCAAOQCN AAATCAAANA 600 

CCNGCTICCT TCCTIQsTCC CCCCNAATGA AANAOGTTIT GAAAKGGTTN TCCX^CTTQC 660 

CG3GCCAAOT AAAAAAAAQG CCOOCAGOSrr CNACNATATT AKCftNTCOOC NAAAAAQGCC 720 

TICTCOTCTA A 731 
(2) MrOKMATICN FOR SBQ ID ISO: 255: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 762 base pairs 

(B) TYPE: nucleic acid 
25 (C) STRAMDECMESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA {genonic) 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1224UP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 2 55: 

GATCQQGIGC GGCACATOCC TCMOQGQCA GCTQQQGTD3G CGGAGQCATA AAOQCftOCQC 60 

TO bTlUl ' lG C ACTGAATAGG TATGGGTACA GOCTIGQCQG CCACGAATGT GOQGAGACGT 120 

TTCAGCK3CC AGAGGGAOOC GACOGCAOCG GP3GACTCIT GOCTIGGTTG GACQCTCCAG 180 

GGITACGAGC CG3CGOCX7PG OQGAGCACAT GAICTQGAGC TCT3CATT3G TCCftGCTGCG 240 

CACTAACCAT GCCAAGGGCA TCOQGCCAAG G0GGATOG3G CIQGADQQQG OCAGQQOGQG 300 

ACGACTATCA CTAAGAAATC ATCGATTAAA ATATAAACTA CATAAAGTAA AGGQOGGACT 360 

45 GAGTC3CACTC TCAGCQCACT AGCAGQGAGT AGQCXJEAGIT GAACCACTTG CNItXXSATQC 420 

GIGGCACGAA GOQGAAGTAA CCQGAACTOC GATAGTTCAG AADGAAGAAC OGAAAAAGCC 480 

TTAAAAT3QC TTCACNCCTA GGTCCCCCAA CSGGTOCTCC TGT3TGGAAT TAQGGTQQQC 540 

50 GGAAACCCAA ACT3CCCANT TCTOTTCCAA TIC0C0GGN3 GOOCCAATTT NAATITCCAA 600 

ACCNATCNCN ATCTOGGCIG I^TCCCCCCC ISTITGOOOCCC TGAATGQCCC OGAACCTTTT 660 

NTOvTXCCCC CCCAAGQQCC CTTCS^GNATT TITTPCCCN3 COCNOOOGNT 1NIUITAAAA 720 

55 NAAAGCN3CA Tl 1 IT IC AATT C0OCN3GAAC NLT1T1T1GT IT 762 
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(2) INFORMATION FOR SEQ ID NO: 256: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 710 base pairs 

(B) TYPE: nucleic acid 
<C) STOANDEINESS: single 
(D) TOPOLOGY: Idunear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1225RP 



15 <x±) SEQUENCE DESCRIPTION: SEQ ID NO: 256: 

GATCCTTTTC TTTCTTCTTC CCTQCTCCGA QGATTOOdT TITGAGCTIG 0CCACTOO3C 60 

CCAAOOCAOC QCCTATGACA CTAGTAOOGG OGGACAGAOC AGQGGAIAAG CCCTEATIGG 120 

CAAAATOQOC AACCTTTC7IC TCCAOCTT3G TAACAGAGAC ACTGTACCTA QGAGAAAATT 180 

TCAAGTTCAA GTAAAGAATA CCZCCGVCCT CGCCGTTN3G AOCAGTTAQC TOGAdTOCA 240 

TTQQGGTCTIC ACIGTCTG3G TOCAOCTCAG CTAGAGOGAT GGTTOOGGIG QCAA3G&3AT 300 

OTICACTGTT TCOGGCATOC CACTOCAIGA OCTTGATOOG CAGGHCAGTIG TEAATOOQGT 360 

TATICAACIG CAQQGATG7IG TTCTCCTTCC AAACAQGTIC AAQCGICTIC T r TCIX33GTTC 420 

TJX3JTCTTGT ATAITAOCTC ATCIGAATIG TCGAOGTTEAG AATTTGACAT AA3CT03GAC 480 

TK300GTTOC GGICAGCAGG TAGAGOCTGA CTOCATTTAG AACCTOCAGT GTTAQGITOC 540 

AGIGTKX7TA TCAGTTTGCT TGXNGCATCT CNAAOOCAAA AAGGAAOCAC AAGOGTTANN 600 

TOLTI T1 GMG ACCCAAOCTT NTTTACAANN AGGITTAAAT TACAOTTICN ATHNITIIUN 660 

TOGAANGAAC COCNAAGNGT CXTNOCTGTTT TACPGANCOT NNITXOOAAT 710 
(2) INFORMATICS FCR SEQ ID NO: 257: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 750 base pairs 

(B) TYPE: nucleic acid 

(C) Sn*ANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

4S (Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1225UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 257: 

GA1CCTACTG GAAOCACOCA CTCfiGGAGCA GGOTAAAAAA CCAGCCAAAG TAAAGACAGA 60 

GACAAMGTA AGCATOQCAA AGCAGADCCC TACICCAAAG TCTAAGTOGG CITCAQCTIC 120 

GTCTTCTAAA GVGGCVPCAC OQCK7ICAAA GCAGGAGQOC GAAGOCJXCT CTAOCATTTT 180 

TGACQCTCCT TCTICTTCCT CCCOCACTaC GGTOCCTOQG CACTIGGATA TCTITAGCAA 240 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 729 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1226RP 



ATTTAGGAAA QCATCCAGIG ACITTCACAA GOCCTTKJTC GC0GAGTO3A ATCAAGTTQC 300 

CGAGAAGCCG T00Q3GAAQG CCAAAOGQCA AACTACTCOC QCK30CAQCA AASTAAAGOC 360 

5 CGCIGCAAAG AAAATAAAGA OGCCCGCQCT CGATGAAAGC GAATCTGATT TIGACCTTGA 420 

CCICAGCGAC TCOCAGCCOG CCATOGCCCC TAGAAGIAGA GOCTOGC33AG CTCTOQOCAA 480 

AAAGCCAACC TACCTAGTITC ACCTTTCQGA TGACAGTTTT GTT3ATOGAG ACQOOCftGAG 540 

10 ATCITCAGGA ACCGATACTO AOGAATCCTT OCAGCTCIGA CTAGCACICT AGCIOQOQCA 600 

TIGACAGINC ICTACCITAT QGAGGOTTOC GAAATOCNIT GAATACCCCC QGTTmTAC 660 

TAAAACCCCC NCTITCCTTT TCAOOCCXXZA AOCOCCAGOG GADGAATACT TITITCTTTA 720 

75 CTTTCTATCA NQGQGTTOGT CNOa^XXNT 7 ^0 

(2) INFORMATION FOR SEQ ID NO: 258 : 



30 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 258: 

GATOGTOCTC QCATOQGAGC ATCAGATGTIC ATATOQGCGA AQCCTTTOCA TATOQOQGCT 60 

ACGAACGATA CGAGITCCGC TCCTOCTTOC GCIGITGGGG TCTGTCAGOG TCCIGCTATT 120 

36 GCXGTCGCTC ACGCCACACA TGTOGCCTQG ATOGCCATCT OOGGCAGCAC GQGAGGTIOOC 180 

GQCITCACCA GAGTCACAG3 COCOGGCITC ACCAGAGITA CAGQOOOOGG CTTCAACACA 240 

GCCACAGTCC CCAGCAGQCT CTAAGAOGCT ACIGCAAGAC TTACTCCTAG ATAGCAAAAA 300 

40 ACCQGAGQQG GCCTCTA03C CACAGATQCA GIQCAAGOGC TACITTGftGG QCACATATCT 360 

CCGGGAGCCT TCCTGGQCAA ATAGOOIX7IT GOQCATGGCA GAOGACTTTC TTAGQGCTAC 420 

GCAATACACA GCGAGGCICT TQGAG03CTG GOGCATATTT GCTGATTOIT TQGTTATTCA 480 

45 GATITCCGAT TTICAAATAC NCTATCCAAA CAAAAAAAAC TGOOCAANTT OCATCAGQGA 540 

ANITCCCCTT TCNTINQQCAA AAAAAAAAAN NGAGGANATT TTOCCINTCC COsCAATTTC 600 

NCCCGGGAAA ATTTTTAAGG NGGNITTTTT 03AAANGGGC CCCACCAAAA NANAAAAGGN 660 

50 GccmrriG gaaaacgqgc ccrmcccc ggnc^gaaca aattwinnn qgggaoqcoc 720 

N3AATTCTC 729 
(2) INFORMATION FOR SEQ ID NO: 259 : 
(i) SEQUENCE CHARACTERISTICS: 
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(A) LENGTH: 742 base pairs 

(B) TYPE: nucleic acid 

(C) STHANDETNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1226UP 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 259: 

GATCGCTICA AACTTCCAQC OGTPGATATT CAAAGAGTOG TCACbTlUU AAAGATGGIC 60 

CTl l 'lLr Tl lU TCTCTAOCTTT TOGAGQQCOG QOCTftCCQGG GOGTTCX3GQG TTOICTQCAC 120 

GGTOOGCTQC 1CTOCTATQG GGACATOCIG GKIUI'IUI'IC TOCAAOQCAT TftGCAAATCA 180 

GTITTIGTAG TOCTACITAG GAAGTITAIA ATTTAGQCTC AGTICTATAC TQOG3CTAAT 240 

ACTTTGAOCT QGAACAATCA TCGTTATGTC CICAOCICIG GOGIGTICIC TAGOGTATIC 300 

COQCCXJIGCT TCAGCATTTC CnTCTTOCTC GATOSITQQG TATG3ATOCT OCCACTICIG 360 

TAGOCAGTIG GTATCCAQCT TCTCAOOCIG CIGATOOGAT TCTO3AOQ0G GOGoITTCAG 420 

CAQGQGITAG caatgaagtt ggcgttocog GTTCAAAAAA AAANAOCQGN GQQG3CNT9G 480 

TAANCOOGNC CCTCTAAQOG OQQCCCCATA TICNCNATNA CCNNNAOG3C NCX32CCCATN 540 

AOGOCCOCAA AANA3NITIO AAAAAA3T3C CNTACCl'l'lT TC233QG&30C CACNO0CTTA 600 

NATAACCCAT TTTTTGAAAN ANQOCNNTCT TTINITIAAC NOOflOOGTIC NCmOTATOC 660 

N3G3GCAAAA TTAAAOCNOC CCCCCNAAAT C3^AATCNMIT TCCCCTCNAA NACAAAAAAT 720 

ATTTINOTTT N3GQCNQGGA AT 742 
(2) INPORMATICM FOR SEQ ID NO: 260: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 744 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDEENESS : single 
CD) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

4S (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1227RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO:260: 

50 

GATOGATGAA CAGAC1QGAG AACAGAGAAA GGK3GTO00C CTOGAACTOG AACGGTCTCT 60 
OOOGCTCGAT TTTCATGAGA TATTACICOG GGATADGATC CAGAQGAAOG CAQCTAT3GA 120 
AGAGGAGGAC TACAGGGAGC TO33GAAAAG AGATATIGAG GK3Q0GTT0C AGAACACOQG 180 

55 

CGmSAOGCTG GATGACAG3C TCCAGTOGTT GCOGGOCATA TCQCTCTTOG GGA3GTAICT 240 
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ACGGGATATC GACOGGATCT OQSAAGOQCT TOCQGAQQQG GACAGGCACA TCATOGIGIT 300 

TOCGCCGACA AATOACOCCA TTAOGQOGAT GOCCAAGAAG OCCTQGGAGr ATOCACQGAA 360 

CATCGACAAG TIGGAGCAGG CAQQQGQGTC TOGGAGOGAA ATQCAOGACG CCATOCAGQC 

GAATOIGfiGA CQCTTICTQC TAACCCACGT GoTITCQGAC ATCGACCICT CTAAGSK3GT 

TCQGGAAGAT TCCTOCAGCC GKJTTTGACA AGOGACTICA TOOCAAGAGC ATOCAGQQGA 

TATICimG 03CCCMGAT GQCAANDGTT TIACAGINIC NIOCAANANN GGGOQGACCT 600 

TOCaJTINAG AN3TTAOQQC CCGC7TCTAAC GGTITATnT C3GTIOTCACN CCCCCTTOC^J 660 

TOOGAATING AAAADQCTCC NOCIG00OCN N00CAA3NAN TCNCTIGAAT COOCNITIKG 720 

GAACOQNCNN TTICCCCCAN CNKX 744 

(2) INFORMATION FOR SBQ ID NO: 261 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 768 base pairs 
20 (b) TYPE: nucleic acid 

<C) STRANEEENESS : single 
(D) TOPOLOGY: linear 

(ii) MOliECULE TYPE: ENA (gencsnic) 

25 (x-i) ORIGINAL, SOURCE: 

(A) ORGANISM: PAG1227UP 



(xi) SE53UEMCE DESCRIPTION: SEQ ID NO: 2 61: 

GATCATTTQC 0G3ACCAAGA AATA Tl ' l T C A CTCCTGGAAG AGCT3Q0CAC TAAACTIOGT 60 

GICnQCTTftG GITCCQCTCC AGCIGATGTC CTAGATATOG AGGT3AGAGG TAAQdTATT 120 

GAATACTQCA TCAATACTCC ACTTIATTGC GCTG3GAAAA TAGAACATCC TACATOSAOG 180 

ACTTTGATGA CTGAOCATGA TGAAGAOGAA TCTGAAAGCT CIGATTOQGA ATAGIOCAGG 240 

CAAGITAATA CCCAATOCTC GQCTTTAQOC TCAAGQGAGA TATOQGTAAC AGCTICTATCT 300 

ATXTOCCAG CACCTAOGAG TiTlT ACTAA ATTTQQCATA CAGTICATOG TATTTOACAT 360 

AAGCITAATC TTICATICGC AACACAAGQC TTO00GA3GT CTAAAGIGCG O0GO3ICIOT 420 

GCATICAAGA. CAGCATACAT GAACTTTCAG TITTATACOC OGATCATOTT GATITCTAAT 480 

AGGQCTAGIC CATOGCCCCT ACCTATAATA TACTACCATC CAGCCCNOOG AACCC3WO? 540 

NNATTnTTA TTITAATOAA A1TTTGGGGG NATOXACAC NNNOOCTANC NN3GANTTOC 600 

AAlGTITATr TAANINAAAA ANCAGTTTGA AGGGTATICC NNCN00COSC CCCACCN^JT 660 

TCAAAACCAA ACNANACOTT GAAGCNNGXN NICCTCOCA AGGAGM30CC CCCOTCTTCN 720 

AAAAACOCTJ NCCTTIWXN CCCTIQCNCA Al^TTCCCCC OQCTQCCC 768 

(2) INFORMATION FOR SEQ ID NO: 262 : 

(i) SEQUENCE CHARACTERISTICS: 
55 (A) LENGTH: 738 base pairs 
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(B) TYPE: nucleic acid 

(C) SraANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1228RP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 262: 

GATCCATPQG GCOCAACGAT QCIAAIGAAG TICTTQOCTC CAAAAOOCAC ATTCTOCACA 60 

COCTICTACJG ACTTGAAGIT CTPCACCTCT AAGOCAATCA G0CT00CCAT LMTITIUAGA 120 

CACIGAAGCT CAGTCTAACT GCTCTOGATG TTOITAGIGC GCIGTTAATA TCTQCAAACA 180 

AAOQOGATCA TQ3TTCTGAA GAACK3OO0G TPOGCATACA GOGTCAQCAC CTAGOOCAGC 240 

G3CCOCGOQG QOCOGAAGAT CACTGAGAIC GGCAGGAACA G0G30CT0CA CAACAGCAOC 300 

AGAAAIACCA AAATCOCQGC AAAOGTTATC ATCTACAGGA TCAOCAGAGT CAOOGOCTCA 360 

AOOCAGATCT GOOOGIGQOC CATQGGGAOC AOCATOGACT GCCT3AATEA GTATATIOOG 420 

TCOCACCTQC TCTTTCATAC ATAOCACCOC AGQ3CACACC AG303GTAAC AAOOOCAAAG 480 

GNGTOCCTAG QGAGOQCATG CAAAATATOC ACNCTOOQCA TO9CATCTCC CNNTTQGAAA 540 

QQGGtfOCOOC NAAATTTOGG CO^AAANOCC TTAAAAGGNC OCTCTGNOCN CAANNACTTC 600 

NAATTIOOQG NITOQQCOOC CCOCCJOCCTC CAAOGQGATT TAAAACAG2* GQGM303QGA 660 

AAAAOQCNOG AQG3C37ITTT TTINGOCOCT TTCOGAAANA ANOCNOOOOC OCNGGGAAAA 720 

AAATAT1T1T TTTINQGG 738 
(2) INFORMATION FOR SBQ ID NO: 263: 

(i) SEQUENCE CHARACTERISTICS: 

(A) I£N3TO: 748 base pairs 

(B) TOPE: nucleic acid 

(C) STRANDETNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencnvic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1228UP 



(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 263: 

GATCA3GCCA TICTTAGGCT TTGCCCACAT GGACGCCCAA ATGAATTTCT GIUEAT30GA 60 

SO QGATOCTGAC GATQCAGCTC AAGCAGGAGA OGACAGCGAT GIGAOGOCIG GITOIAIGAC 120 

QCCTACTATT TCAOCTGTGA ATACTTGTTC TTOGOOCTCT CTAGACATAA TCTTCTTAAG 180 

GACAAAGCTC CTGCTGTCGG TGIGTATCAG GTCAAGTAAA CTAAG030CT TAAATGQCAA 240 

55 TTIQGAGATA CCGAAGATTA AGCATGOCAA ATOGTEAGOC GOOCTAAACT GQCATOGCTC 300 
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ATOCTOGGAA CA^TAAATA TOGOCTCAGG T3CICTGTAC TTACCTGAIA TAAAAGTATG 360 

CAGTATQCGG QGQQCTTDGT AOGmCXQCT CTAGTCTATC GGATOCTOGA TAGATCTEAG 420 

5 TICATGQGTA AATOGTTQGA GATAATTTTC GTQCTGQGAG GCCTGTATAG TAGTITOCTG 480 

TCTTTTCAATA TTCAT3AAAT GGITQQQCTA GCTTTCAGCA GCTCCTTCTT TAGTTCTTOC 540 

TCATACTGAC TTCTTCQCAG ATCTACNOCA COQCOTTGGG GCIGACCCCA GCACACTTAT 600 

70 GA l'l'i'lT ANA AQGAATCCCC GTAATOCAAN QOOCTTNCNT AOCCNCTQOC AAINSTINCA 660 

TCAAAANGfIC ANIXOOCICNA TTIXXNCTTT TCTCNCCAAA ACNGCX^COT TAATTGAANA 720 

Naocamrc ACCQOGAGAG GTQQQQSC 748 

75 ( 2 ) INFORMATION FOR SEQ ID NO: 2 64: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 653 base pairs 

(B) TOPE: nucleic acid 

(C) STOANDEENESS: single 
20 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
2S (A) ORGANISM: PAG1229RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 264: 

30 GATCGTAACA ACAAQGCTAC TOTACT3CTT ACAATAOCCT GTICTACATC TAAGTOGTGT 60 

ACAAATGATT TACICTOGOG CAGTATGACA TTGCAATQOG OOQQCAOGOG OOCAGAOCTT 120 

1CCGTICTGAA CAOCAGTK3C OGGOCIOCTA T3GTICAG0G ATOCTAAAAG CACdTATIC 180 

35 GTATCCATCT ATAATGTOQG AGAAAAAGAA TCATO3CGTT CTAGCATGGA TICTGACTEA 240 

GAGGCGTICA GCCATAATCC AGOQGATOGTT AGCITO30QG CAATGOOOGG TOQGACAGOC 300 

GCAAAAACCA ATTATQOGAA TCAACK?ITC CICICGTACT AAGIICAATT ACTATTOOGA 360 

40 TAACATTCAT CAGTAGGGTA AAACTAACCT GTCTCAGGAC GCTCTAAACC CAGCTCAOCT 420 

TCCCTATTAG TGGGPGAACA A1CCAADQCT TACOGAATTC TGCTTOGGTA TGATAGAAGA 480 

GCCGACATCG AAGAATCAAA AAGCAATCTT CQCTATGAAC GCTIGACIGC CACAMCCAG 540 

45 TTATCCCTCT GGEACTTICT GCAOCTCTAG OCTOCACTOC CGAGAACTAA GATTOGATAG 600 

CACACTTICA TCTITGTATC ACACIGAATC AATCAGGACT TTAOCTTCTC TAC 653 
(2) INFX3RMATICN FOR SEQ ID NO: 265: 

50 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 528 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEKESS: single 

(D) TOPOLOGY: linear 



55 



(ii) MOLECULE TYPE: ENA (gencmic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1229UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 265: 

GATCAGATAC OCTCCTACTC TTO3CCATAA ACTATOQOGA CTAGQGATCG GGTOGTCmT 60 

TCTTATGADC CACTCQGCAC CTTACGAGAA ATCAAAGICT TTGQGTTCIG GQGQGAGTAT 120 

GGTCGCAAGG CTGAAACTTA AAGGAATTGA OQGAAQQ3CA CCACCAGGAG TOGAGCCTGC 180 

QGCTTTAATTT GACICAAGAC G33GGAAACT CAQCAGGTOC AGACACAATA AGGATIGACA 240 

GATTGAGAGC TCTTICITGA TTTTGTOQCTr QGIGCT3CAT QGCXX3TTCTT AGITOGTOGA 300 

GIGATTICTC TGCTTAATT3 CGATAAOGAA OGAGACCITA AOCTACTAAA TAGTOCIGCT 360 

AGCATTK3CT GGITOOQCAC TICTTAGAQG GACTATOQGT TTCAAGOOGA TOGAAGITIG 420 

20 AGQCAATAAC AGGTCTGrTGA TGOOCTTAGA OCTICIX3QQC aaCAOQOQOG OTACACIGAC 480 

GGAGOCAGOG AGITATAOCT TGQOOGAGAG TCTOGTATCT GIGAACTC 528 
(2) INFORMATION FOR SEQ ID NO: 266: 

25 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 756 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

30 (ii) MOLECULE TYPE: tNA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1230RP 

35 

(3d) SEX3UENCE DESCRIPTION: SBQ ID NO: 266: 

GATCCQGCTA GQOGTCTGQC G3CATAATCT CTOQCCTATA GGTQGACTCT GQCTCTATTG 60 

TOOQCAGGGG AATGQCATOC TTCTTOTAGA AATACAAOOG ATCATAGGGC GAGCTCATAT 120 

OCADCGTACG TOQCTQQGAC AOGTACTTTT TGACTGAGCC ATCATTQGCX3 CIGTICATTC 180 

OGACICTAAT CIGATTCAGA AOOCTGACCT CTPCTQCTAT AG0GCAG3GC GTAOCTCICT' 240 

GATGATGOQC TTTICAATOC TOGAGCGTOC GCAGIGTTAC ATCGATCGIC GOGGAOGATC 300 

TTTAAGCAGG ATGCTGAGCT AATATCfTATC G3IATAGQCT ATK3GCAGTA GAOCTQQCT A 360 

TATAOQOCTA GATATGSACA AGATGCTGOG OCTAGACATC CAGAACTEAA OCAGQCTOQG 420 

so GTTAAAGOCA COCAGATAAC ATTTGAACAT TAGAACAATT AOCAOOGQGA ATOGAGOQGA 480 

AOOCAGPOGA AADOOCAOGG CATOCAATAG TTTOCCOCAA QJ30GAAANG GCAGAATGCA 540 

OOGOCXAATG CK3CCCCAAC GCCCAOQQQC ACCCIGACOC CATTGAOCTN GAAGCCCTOG 600 

55 GGCNAAACTG CATTTTACCC CCCCCCATTN GGAAAAANIG AOOGAATAAA ANNOOOOOCN 660 
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AAAAANAAAN QGCTNCCOCC AAXTACTTTT TONCX^DSP33G COCCNAACOC (SXXSOCNNAA 720 
AAAANNAOTS iJJJJJJJjrV TC03^mTT AAAAGG 756 
(2) INFORMATION FDR SBQ ID NO: 267: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGttH: 784 base pairs 

(B) TYPE: nucleic acid 

(C) SIStANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1220UP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 2 67: 

GATCTTCOGC TCCACTTOGT TQ33CTQQ0G CATCTCAAAG GITAGTAAAA GQOCOGAATC €0 

GICTACIGAC GCGAACTTGT TOGATCTTCC QSAAGAACAC AAGGAOCTAT COGOQCCCAA 120 

QGACGOGAAA TCATAQGTOG GCATOCACTT TACAICACQG AOOGAATCTG AGCCTGAATT 180 

GAAATTCAGG TCGCTGCOTT TCACCITGTA AGAGTQCGAC CQCAAGICCC ACACCITCAT 240 

QCAGCOGTCC TG9CCA00GC TGATAAGGAG ATOQGTCT3G COCATCTIGA AGTCCAOGCT 300 

GTTGATOGAA CX3CX3SCT3CT OOGACfiGSGT OOC?IGATCAG OQQOGAATCC TITOOOSftOG 360 

OQGQGTIGAT ATCGTAGATG GAAACOGAQG TCGAOCTOCC GCATATOQCG ATGTEAATTCT 420 

TCTOGTOGrPG GAAOCOQGQC CTIGACGTCC CGAAATCQ7T GCTAATCTIG G30CATGTTC 480 

CCOGOQOCAT QCTOCTOGAA GAACTTOGTC OOOQCCOGOC AAGGNIOCCC NGITCTTCOT 540 

GTTATTCOGT OCACCCIX3CT GCTCCCICTA OOCTOQCTCN AACTIGTICA GCOCAAATOG 600 

TCITCCOOCN OXCCNCAAC CATGOCCQCT ANCITCITIG AlTl'lTl'lOC AAOOCTQQCA 660 

CCCCOGGITC CCTQGAGQGG GQCTACCCCC O3CAAAA00C OSJOGOCCCCC CAATIOTOQC 720 

AQGOCCNCCC GAATTTQGnT TOOCINNQ3G NCCGQCNN3G C3SJ0CNNAAAA CCTCCCCTAA 780 

AC3JA 784 
(2) INFORMATION FOR SEQ ID TO: 268: 

(i> SEQUENCE CHARACTERISTICS: 

(A) LENGTO: 751 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECMESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA {genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1231RP 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO:268: 



624 



EP0 866 129 A2 



w 



15 



20 



25 



30 



35 



40 



45 



SO 



55 



GATCATCTOC GTGAAGQGOG ACAGAAQCCT GQOGATOGAA ACAJTOGAAT T3ATOCA3TA 60 

AOQCAAACAC ATOGGICATT TOCTCAAACT CAACAGAAAG GGGAOGAAQC TOOGCACACA 120 

GTOGCTOCAA ATCTITAGOC GftGTICIGAA AATTCAAAGT CGGTftGTICT OOTATCITCA 180 

AQQCAGATOC ATAAACTATC TKTTCACT03 OOC3GATOCAA AGTATCAAQG AATAG3CGAC 240 

AATOQCTAAT GATTOGCTOG AGCTCAOQCA GATATT33QG CACITCTGAT ATOCCTQOGT 300 

TCTTCGATOC ATCATQCACA TCAATAAAAG GAAGAAGCTT OGAAAGAQGT ACAOGGOOOG 360 

GGTAQOOGTG TGATCAGAQC TCTTAGTTCG GCTICAACAT CAQCAAGTIT CTCTATAGQG 420 

GA03CAGQGT CGTCAACATC ATTTATTAGA CACIOXAGC AiTlUHTJlT GAAAAAAAGT 480 

NGTOCATS^A CAATT0GO3CC OOOOGCTTIT GAAANQQOGG AGAAAATTTC CCINNAANAC 540 

NAATTSTICING GINNAAOTGC TTONAAAN3C CCTTOAATTA AAOOCTINNN G0CNCAAAAA 600 

AATIOTTTAA ANOdTTINA ACN0QC0Q3G AAACANAAAC COCOCXXCCA AAAAAAAACA 660 

NLJXTl ' l WIOC NOOCCOCCOC OOOOOGANOT TITOAAAAOC TTTNNAAAAT CXXXXXJOO0C 720 

CNAAAAANOC CNCNAATTTT TTTTTXAANC C 751 
(2) INPORMATIOT FOR SBQ ID NO: 269: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 762 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA ( genomic ) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1231UP 

Cxi) SEQUENCE DESCRIPTION: SBQ ED NO: 269: 

GftTOCJICAGC GIGCATQGAC TTQGCATTGC AAAGGGATGT GATOOCTGAG GGGAGGCTTC 60 

CAGCAOOOQC GCTCCTICTT TCACATCATA GGCICTOGAG QOOGGACTGA TICAGCTXTPC 120 

AAGGCGAGCA COCTCCCAAC GCCCAATAGG GGCXXXXTOC TOGGCTGTK3C ADQGGAATAC 180 

CTCAGACACT GCGITAAGAT ASMCTATTT AAGftOGGCAC CAGClXjGCi A TCAATK30CC 240 

TOTCTOCTCT TCTTCCAACA CCAG3CAAGT ATCATCAICT CTGCTGCAQG AAAAATGTTC 300 

AAGAACAADG G0CAGAAQ3A TGAGOQGAAG AATOC333CC AGAGAGAGGA GCX3CCAGTAC 360 

AGQGflOGGOG ATGAGCAQ3G CTP33G0OGC CAACAGCAGG CTGACTTOGG CXXX^CCAGTA 420 

CCAQCAG30G CCAOGCTOGC AGCAGTTCGA OGACACTK3G NQCTIOQCNA CATTK33QCC 480 

COCCACCAAT TOG3S)CCQCA GCAAAA1NQG OCOCNCWNCT TTNKITI'INS GQGQGAATO3 540 

GCCNAAACCT ATOCCCAAOT IT3N033*AAC TCCOOOCOCA G^ANGPGAAC NCATTTTTOC 600 

ATTOGAAAAC NC?CCTTONN TTTGNNAAOG CXXXXXXCMA AAAGCCAN3G GAC1GTINIT 660 
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TTINGAAAAC G^CCOICTTT NICTCNCNNN ANAAATTTTT CTANAATTTG 0C3SGGATT0C 720 

TCCCTTOG3G CCATKXMT TTEACOCTIT TAAOOOOOOC CC 762 

(2) nOTOKMATICN FOR SBQ ID NO: 270: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 746 base pairs 
<B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1232RP 
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(Xi) SEQUENCE DESCRIPTION: SBQ ID 10:270: 

GATCTTATTA ATCAATTTTT OCOCAQGAAG CITGTCGAAT TTTGATICTA TQCTITQCAA 60 

GCACTCAACT TOGGCICTQG TCATQQGAAA CTAACAD3CC GOGAAACAGA TACT3CCCAA 120 

GCGITAGCAC TQGOTCTTTC GQGTQCTACA AACAAGTOIC GAGCA3TAGC GIGIGACTTA 180 

TTTAGGGTIG GAATATACAA AACTAAGQOG TACATQOOGA TATCTCICIT GTTC3ITQCTCT 240 

CICTTACCTA CATCTAGATG TATICAGQGA ACTTOOOOQC GAGATTCADG GOCAAGQOQG 300 

TCCAQCCCCT AAAGIGCTGC AOOOCTTGAC CITICCATOG TTCTOJTJXJT ATTGITOGCT 360 

AACAAAAAOC AOCTTTCOOC AAANTCNAAT AATTGOTTCA ACAGGTIGIT CCCCCCATTG 420 

AAAGGGATAN NOGITTAAAC OOGGNCNAAA CAAIWAANQG GNNGNITITI' TK3GGCANAA 480 

ACCCCCXCCC NAAITOAACC GOCTQQGQQC CIWCNCAAAA TTNITI'ITIT CCCCCCMTQG 540 

QGNCCCCNCC NAANAACCCC OGNNGOTONA ATATATOCCN CITITNOCAG AAGN3ANIOC 600 

CCCNNAACCC GN3033ATNT TTTTPGTGOTT TAAAAANNOC CCCOOOCCCC CCM3GGAQQG 660 

NNiTCOOvC COCANCATTT NNACCNAGC3SI GAGTlUTriT TCCCTCCQGG QQGAAAAAAC 720 

ANIXTTOfltflT TINNNNOCNA AAAAAA 746 
(2) INFORMATION FOR SBQ ID NO: 271: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTIH: 777 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1232UP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 271 : 
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GATCAGTTTTC CCGTAATIGA TACAAAAQ3C AACTGGTOCG TO9QCGADGT TGOGAGGftGT 60 

AAAAAGAAGT CCOQQQGACT GOQCTICTTA AGSAAGTTTIA GOTQGACTAT TTTTCAOQCA 120 

GAQGAOTACT OCAATIT3GAA TATOATAGAA TOGTCACAEA TTCACACAAG ATTGCTIOTG 180 

ATGAATAGGTT CAACTTTCAT GGAAATTGAC TTICTAGACG GAT3QCAGCA GGAAATICTC 240 

CAAOCAAAGA OTIQCTCTAA CTTGCGOGAT TTTAAAO30C TTTOOGATCA GAGCAGICTC 300 

CTACTCAOCT GCAAAGAGAT TATATTCCTA GAOCACAAGC A0CAO3GAAC AAAGAGQGOG 360 

CTATCCTQGA AACACAA1TC QGATAGCAAA GA1TCA3CTC TAAAGOITOC TAIACACATT 420 

TCTOQCAQQC ATATCAAACA ATATTTACAT QCMTCCTAT TIOCACXATG ACTCOCTOCA 480 

GTOCITATCT CTQCTIdTC COGGTCCGAA AACACTTTCC MTITICOG OCATOOCCCC 540 

GCT3SnTGTT TTTTOXATT TACAC3SJDQS3G OTTTTAOOGA AATTAOCTCC CXTNIGINCC 600 

NAGAAACCGA GTITOANftGA AOCACAOCOC CTTICATTTC CCTANNTUIG OOOQCCOCOC 660 

CCAGGQOGAG AGTTTK3QGN CCCXDCNTTTT NTCNAOCATO TTOXXXNCC OOOIAGQGT 720 

TCOGCAOCOT AAAANQCCTC AAAOOCCTIT TCCCQCOCAC A3TTINQGIN QQQGA1N 777 
(2) INFX^MATICN FOR SBQ ID NO: 272: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LE3SK7IH: 734 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNSSS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1233RP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 272: 

GATCACAGfIG CTCTOOGCAT TOCTOCTOST CCTGCTCTTG TQOOOCICAA QOOOOGAACT 60 

AGACAAGCTG OCAQCAAQCA CTGAITO3TA CAQGAGCTTT T1GTICAOGT TCTTAAQCAG 120 

GTICGCGGTC GAGTCOQQGT TCTICAAAAC AGOQOOOQQC TQCAOQCIOS AQCTOGACIC 180 

CCCCGCQQQC GAOGAOGOOG TOGAATACAC CTCTCATOCC G3GTCOQQCAT CCCTO3CTCT 240 

O3CAGIO0CC COQGAAGCAA AAAATTCCTC CA03GATCTA TICCOGTOCT TO00CAGCT3 300 

0QCA0QGQ3C CTAOOOGCAG CQCTOITCAC ATTOGAOGTC ATATTCTDCA 1CAQCAQCTG 360 

OGAQCTCATC CCCCCTOQGG 03CCICTCTT GCTO3CATCT CTEAAOGnOCT CAGAOCOOGA 420 

GlTrHJl ' lCl ' CTOGTQCAOG AAOGAGAOGT TCAAOCATCT GAOGACGCAG GGQOCTTTOG 480 

CCTTCACCAC CNNATTTGOG CX7T3TCTOCT QGAACNCCAA O000QQGAAT TTOOCAAOCT 540 

NIX3ATT0CCN AANK300CGG COJOCOTOOC AAATTANAAT CCQCAATTGN GNTIGAAATO 600 

GNCNAAATNA AACCCCNTTT TOOQCINWIN CNNNNOCCN3 GCCCNAANGA GCLUSTIUJUU 660 
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Q7TTAAANNC CCCNACCCCC AAAOTTATAC CCTTTITTTG NNCXXSCOOC CCNNOCCTNT 720 

rm'riNCcc nicn 734 

5 (2) INFXDKMATICN FOR SEQ ID NO:273: 

(i) SEQUENCE CHARACTERISTICS: 

(A) 761 base pairs 

(B) TYPE: nucleic acid 

(C) strandecness: single 
10 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1233UP 

15 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 273: 

GATCCAGCTT CCATATAAGC TQGTCTITQC QCTOQOGACC TCTACAGAAG TOGIGATATA 60 

TGATACICTT AOCAOGAAAC CCATT3CAGT GGTO3GAAAT TTOCATTACA CCCQQCTAAC 120 

GGACCICAGC TGGICTGACA GOGGOCACTT ACTOGrTOGfTG TCATCAACAG AOQGITICTG 180 

CTCCTATATC TCAAT3GAQG ACAGCCIATT TGGOGAGOCA TACAGTTOOG AG3CACAGCG 240 

GACGGATICT CICATACCTT CGACTOCAAA AAGCAACA1C TICAQGAACA COCTOOQCTC 300 

CAAO00QGIC AAOGTAAAQC G3AAGCACIC TCTAG30QQC CACAAOGACT CAOCCATAAA 360 

GCGCQCIGOC AAAAAATOIC GOOQCTTICC 0CICT3GT0G TOGATCAG3G ATCTQOGOOG 420 

GCACACAAOC GCCIACTOCT AGCAAAGATC TCAAGOCTCC GAAGQOQCAT OCAAOOOGTC 480 

CTTCITTAAT GACAACAACG GOGQCACCTA CTATOCXT3SC AO3CCAT0CT ANAAGTTTN3 540 

ATOXNNIAT ACTNAAATAC AAAOCQGANA ANCNNITTIC TTCTINACAA ACITTTTTTT 600 

GACC1GCATC ACACTATCCC GGNGN3GTCA TICTTOOOGA ATCXECCCTC COCCTTANAA 660 

CNCCC^7IACN TAAAOCTTQC OOtfTCCATA TTTACTCAT3 AATOflCNGCG AAOTCNCTQC 720 

GGATCNNOCA NCTTTIGOGT AGINTTCCCC TTTTIGITQC C 761 
(2) IMP0RMATTCN FOR SBQ ID NO: 274: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 728 base pairs 

(B) TYPE: nucleic acid 
45 (C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
50 (A) ORGANISM: PAG1234RP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 2 74: 
55 GATCACAGIG CTGTQGGCAT TGCTGCTCGT CCTGCICTTG TQCOCCICAA GOQCOGAAGT 60 
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AGACAAGCIG OCAGCAAGCA CIGATT3GTA CAQGAQCTIT TTCTICACCT TCTIAAGCAG 120 

GTT0GOQC?rC GACT003CGT TCITCAAAAC AQO0000QQC TOCAOQCTOG AGCTOGACTC 180 

CCCO3C03GC GACGACGCCG T3GAAXACAC CTCTCATOCC GQGTOGaCAT CTCTOQCTCT 240 

CGCAGTCCCC CCGGAAGCAA AAAATTOCIC CACGGATCTA ITCOCCTGGT TGOOCAGCIG 300 

CQCACCQQGC GTACOOGCAG OQCICTTGAC ATT3GAOCJIG AXATTCTOCA TCAGCAGCTG 360 

OGAQCTGATG CXXXXTOGGG OQOCICTCTT OCTOQCATOC TCTAAOCTOG TCAGAOOOGA 420 

GTl ' lTIO ' l 'I C TCTOQGTOQC AOGAAOGSAG AOCTQCAAOC AICTCTACAA CAAQSOGTIT 480 

TTOGCXTTICA CACCCATTIG CNCSTTICTG GINGAAOCXC AAOCCOQGAT T0CNCAACNG 540 

GJ^ATTTOCOT ATN3CCCQCC CXXXNOOSINA AAIANAAO0C CAATOIN2JN TCAAANQG^A 600 

NAAAANAAOC OXTITICOC CCTTITCAAA COOCGGCCCN AAAGGOCNOT C3*X?TGNOTAA 660 

ANOCTCCCCC CCCAATITAA TCCL'iTlTAA TTOOCCCACC OCXXAOCCTT TINITINOTC 720 

OCTONNOT 728 

(2) INFORMATION FOR SEQ ID NO: 275: 

(i) SEQUENCE CHARACTERISTICS: 
25 (A) LENGTH: 782 base paixs 

(B) TYPE: nucleic acid 

(C) STRANDECKESS : single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TOPE: ENA (gencfrdc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1234UP 



55 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 275: 

GATOCAQCTT CCATAXAAGC TCGTOITIGC QGTOGOGAOC TCTACAGAAG TOGTCATATA 60 

TCATACTGnT ACCAOGAAAC OCATTGCAGT GGT39GAAAT TIGCATTACA OOOOC3CTAAC 120 

40 GGACTTCAGC TQGTCTGACA GCG3CCACCT ACTOGrTQGIG TCATCAACAG AOGGITTCTG 180 

CTCCTAIATC TCAAT3GAGG ACAQQCTATT T3G0GAG0CA TACAGITOOG AGQCACAGOG 240 

GAOGGATICT CTCATACCTT CGACICCAAA AAGCAACATC TTCAGGAACA CXTTGOGGIC 300 

45 CAAOCCQGTTC AAOGTAAAGC G3AAGCACIC TCTAGQOQQC CACAAOGACT CAOOCATAAA 360 

GCGO3CTO0C AAAAAG0CTC GCOGCTTTCC CCIGTGGIOG TCAANAAGC5T ATTTGGGQOC 420 

GGAOCACNAA CGCCEACTOC TPANCAAAAA ATTITTCAAA NOOO0CAAAG GG3GT00CAA 480 

50 QCOC3SCOCTT OTmMTIGA AAAAAAAANG GOQQSDCTCA TITTTINCCC CNOOCCCNGC 540 

OCAAAATTTT GQQGATOCCN NITKXNAAAA AACAAQCOCC AAAANCCTTT TTC03OTTAN 600 

NAAANOTINN O^JINGAOCC OOJOOGOOQC TT00GQ3NGG TCATFINHSC NAATOQCTOC 660 

NCCCCCTINA AAGNNOOCNN CNAAAAANCN CCCCTCCOOC NITITICOOC NNNAACCXXXT 720 
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GQGAAAATTC CCNCNGGGAN NNNCNANITT TTCTV&2TCT OQOOCIOTTT NTTCOCTINA 780 
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(i) SEQUENCE CHARACTERISTICS: 
45 (A) LENGTH: 776 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 



so 



(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1235UP 
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GG 

5 

(2) INFORMATICS FOR SBQ ID N0:276: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGflH: 747 base pairs 

(B) TYPE: nucleic acid 
w (C) srn*ANODECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 
15 (A) ORGANISM: PAG1235RP 



(xi) SEQUENCE DESCRIPTION SEQ ID NO: 276: 

20 GATCCTTGAG AAGCCAGATA AOGAOGAGGA OGAGGAQOOC AGIGACGATC AGGATQOOGA 60 

CGACTACGAC TOGGATICTC CCC9GC00GG OGACAGOGGC AGOGAACICA GAGAOOCTOC 120 

TOCGCOGQCG ACATICGCTA OGGAACTQCA OGGA3CCAGC GICCTOGCCT O0QQGTT3AC 180 

25 CTATICCTIG CGCTO3JICA TOCTOCACTA TOQCACACAC AACTACQGAC ACTACATTGC 240 

CITCOGCAAG TTCOGT9GTG TGT3GIT330G CATCfiGQGAC GAAACAGOOT ACATOGIOGA 300 

TCAAQCIGAG CTC I TOTOCA CACOGQGQGT TITCATGTIX3 TICTAOGAIA TGACTATGAC 360 

30 GAGQCGACCG QGCACTTQOG TGAOGACTTC GQCTCCCTAC AGGAGCCCAG TCOGTOCTCT 420 

CAGATOGQGA CGGAAGAATA OGACICATIG ACOGGCTOCA CCAAGAOCTC GATICAADGA 480 

NOCAGCICTT GCTCCOQOCA ATAAACITIG TITOQQGCTC GCOQGOCATA TOINCICCAT 540 

GCATOTTCAT GCCCOCAOOG GACATOTTTC ATCCANATAC 'mTlUlTlN GTOCOOOCT 600 

TTCAGN3STIT CCCCCNAAGC AAGATICTTA NNCTACTIQC CTTCTTICTTC OCNTCTOGTrT 660 

TOGNACCCCA AATICCINTT NNOQN7ITTOT GQOCCAN00C NNGGNAAACC O^CCTTTTT 720 

TTTCAAAOCA GGNTIN0CCT TTCNQOv 747 
(2) INFORMATICS FOR SEQ ID NO: 277: 



55 (xi) SEQUENCE DESCRIPTION: SBQ ID NO: 277: 
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GATCACAOCC G ' llTllTlTr CAAAQGTCAC CTGCAACTTC TTCTTATTCA AGATGATAGT 60 

CICACIUTCC TTTGACAQQC TAGCAG3GTA AAATAO0GAC TOCTQOQCCT CftUXJlTl'lC 120 

TOCAGQCATG TTATCCCATT GCAfiGGTOOC TATTOQGAQC AAACTTTOOC CTCCTGTCTT 180 

CAAQ3OCT0C AAAGCTCICT CTATGAACCG ATCIGCTAGC TOCAOGAOCT TGTIMGCAT 240 

TOSTATTOCT TCATATITGT ATACCATTTC TATACATCIC OOQQGAAGGA CATOCTQ3AA 300 

CK33CATAAC AAGATATCTT OCCATAGAGC GTIAATATCA TTAACMQGTT ACG1CTACTT 360 

GTCAGQQQCT AGTAGCGAAA OCTITGIGGC AATCCACICC AAATCAT33A TCTEAftCCIC 420 

AGATAGICIC ATCAAOOGTT TAAOCTCT3C CTGTOIOCTA TADGIGOCTC CEATOGAAAT 480 

CAAACTTACA ATCCQCOCAT CCAACTTOQC CAATGNGTIC CCANIGICIG NCITCNQCAT 540 

AATATCAC03 TAAAAAOOGT TTANQGAA1C CCaSIAOOOOC NAOCTIN3QG AANAACATTG 600 

CATT0O0QGT TAAAATTCAA COGANACOCC GCATTTGTTC CADO3CC00C TCTTIGAAQC 660 

COvJCCCCCOnJ CttC024ACCC NNAAAAANAA COGITOOCNA AAAGTITICT 720 

TO000O03QG TITAAAANOC NAATTCTOAN AAGOGTTCTT TTTCOOQQQG G3G0TC 776 
(2) INFORMATION FOR SBQ ID 1*50:278: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENC7IH: 722 base pairs 

(B) TYFE: nucleic acid 

(C) STOANE2EXNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: QUA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1236RP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 278: 

GATCTCOCIC CGGTOGAAGT AOCTCGACTC TTTGAGACIC TOCAGGIOGT CITl'IGATAG 60 

CTTCGATGCC TTAGCTOOCA TCTCTACTAT AAOGCIOTCC OQGGCCICAG CTATCTOQQG 120 

GCIQOCTATC TTACTGOCTA ACICTIQGAA GDCTCAGAGS CCATAAGOCA CGATOQ303A 180 

GCTQCTCAAA TTATGTCCTC TGAAAQCQCT GTCTO3CTCC ACIT1UXW3 AOOCAAG3CT 240 

ATOOCGGTIA OCTCACCTCC GGTCCGGATG T3AQ3CTGQG AG3CX3GTO0G ATGOCGQOOC 300 

TCATOGCTCT OQGTOGOGAA GGACTATCTA CCAQGGACTT QQCTOCCIGC GCAATTIGCA 360 

CTOCAGCITC CACTGGAGGT CTK3QCGAAG CICAQGQGCA GOGQCAQGCA GTTACft3CTA 420 

TOQCACAGQC C^AGCCCCGC GACTTGAOOG GAGTKSjITG QCAGATATIG QGQOCTCCAA 480 

ATTCTGANTA GCOCITTATA TNAGANOOOC NCOGTIGAAC CCCAAGNTTT TTTATOCQGA 540 

TGGTTCGAAT TCNGCCOOCT GOGTTAACOC CCQCOGAACC OCINC0OCOG GCAAAANCAA 600 

ATCCINCCOC NGTTCNAAAA ANOQGAACNC NNAAAATTTT AAAAGAGACA AATCANNNCA 660 
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CCCGSGAAAA AGAQCGCINT CTTTTGAGAA TTOOCX3QGGG GGQOSJ3TAAA TINAAGCITT 720 



(ii) MOLiBCULE TYPE: CNA (genccnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1237RP 



55 (xi) SEQUENCE DESCRIPTION: SEQ TD NO: 280: 



722 



GA 

5 (2) INPQRMATICN FOR SBQ TD N0:279: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 789 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
10 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: EAG1236UP 

15 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 279: 

GATCTTCGTC CGCTTOCGGT CAGGAAATIC AAGCQQGATG AJLTLTJUiT TCAGTTIACC 60 

ATAAAAGAGC TGrTTTTACAA GGTOGAATTG CIOGOCCTCT TCATCCAAOC TGAGOQQGAC 120 

GGACGCACTC TCAATTiaJT AGAGGACGTT CCCAATOCAT TOCX?ICACAT CITOCTGICT 180 

GCCAA1CTCC AATGTCTTTT CTAQCTGGTC QGAACTAATT TKX3CAACAT AGGTOGAAGT 240 

TTCAGGQCCT TOGGCCICIG GACTQCOGAC CATOCTGATA TC1T1IACCTG AGTCATCATT 300 

CICAACAGCC TOCCTATCCT CAAGOQGAOC TGQQCTGCTG TTITCAOOCN TTGQGN3GNN 360 

GAANICCAAT ANNCCCQCTT TCTGG3GTTC TTOGAAAGnIA TINQGANAAT TTNNTIGQOOC 420 

GGTIOTTAOC NITTINGANA GAGADQdTG GNOTNPCNAN ACOMAAATNN TCCOWJ3QGG 480 

CNCOOQCNOG AAINTTTTIN INPOCAAAOT TTCCNAAANN OCM-TITIOT QLT1T1VJODC 540 

N1 T1N GGNGG NAGOQCCQCA GGQGGNCOCC OGAANEAATC W33GQC2TIGG AAAAANAAAA 600 

NAATTTCCCA NAGGQGIOTT T NiTlTl OCN TCNGAGAAGG GN3GITANAA AAACOCATTT 660 

TTIOCCCCCN NTAGANAACC OCTTITNCNC CQQQQGNTCC NQOOGGQQQG ATINTIGN3G 720 

NACCTCOCTT CCOCNCTATA NAAA1NCCCC OQQQGQGQGG TTINNi'mC 780 

COCNNAAAN 7 89 

(2) INFORMATION PGR SBQ TD ND:280: 

(i) SEQUENCE CHARACTERISTICS: 
45 (A) LENGIH: 676 base pairs 

(B) TYPE: nucleic acid 

(C) STRfiNDECNESS: single 

(D) TOPOLOGY: linear 
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GATCOGGGTT GAAGACATTC TCAQGTO30G AGTTTG3CTC GQGOGQCACA TCIGTTAAAC 60 

GATAACQCAG ATOICCTAAG QG3GACICAT GGAGAACAGA AATCTOCAGT AGAACAAAAG 120 

GCTAAAAGTC CCCTIGATTT TGATITICAG TCTCAATACA AAQCATGAAA GTGIOGCCTA 180 

TOGA' lOL ' lTl ' AGTIOCICGG AC7ITIGAQ3C TAGAGGTOCC AGAAAAGTIA OCACAGQGAT 240 

AACTOGCTTG TOQCAGICAA QOCTTCATAG OGACATK3CT TTTIGATICr TOGA3CTOGG 300 

CTCTICCTAT CATAOOGAAG CAGAATTOGG TAAGOCTTGG ATTCTTCAOC CACTAATAGG 360 

GAACGTTGAG CTOGC7TITAG AOOCTQOGTIG AGACAGGTTA GTITTAOCCT ACTGATGAAT 420 

GTTTATCGCAA TAGTAATTGA ACITAGTAOG AGAGGAACAG TTCATIOGGA TAATTOGTCTr 480 

TIX3CX3QCTGrr OOGAOOOGGC ATIX3CGQOGA ACTAOCATOC GCTOGATTAT QQCIGAAOQC 540 

CTCTAAGTCA GAATOCATGC TAGAACQCXaA TGATTCTTTT CICQCACATT ATAGAPGATA 600 

CGAATAGTTG CTTTTANCAT OGCTGAACCA TACAGOOGCA CICTGTICAA QGAAGICT3G 660 

CCCT3CCQOG AITOCA 676 

(2) INFORMATION TOR SEQ ID NO: 281: 

(i) SEQUENCE CHARACTERISTICS: 
25 (A) LENGTH: 709 base pairs 

(B) TYPE: nucleic acid 
(C} STOANDECNESS: single 
(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1237UP 



35 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 281: 

GATOCCGTAC ACGAAGAAAA TCGGA0G3GC CAADCAAACC CAAAGTICAA CTAOGAQCTT 60 

TTTAACIQCA ACAACTTTAA TATAOGCTAT TOGAGCTGGA ATTACCQOQG CTOCTOQCAC 120 

40 CAGACTTGCC CTCCAATTGT TCCIXXTTAA GGTATTTACA TICTACICAT TOCAATTACA 180 

AGACCCGTAT GQGOQCTGTA TOGTTATTTA TK3TCACEAC CTOCdGAAT TAGGATT3GG 240 

TAATTUXXXT GOCTQCTOQC TIOCTIQGAT GIGCTAGCOG TITCTCAGGC TCCCTCTCCG 300 

GAAICGAACC CTTATICCOC GrTTAOOOGIT GAAACCATGG TAGGCCACTA TCCTAOCATC 360 

GAAAGTIGAT AGGGCAGAAA TTT3AATGAA CCATCGOCAG CACAAQGOCA TGQGATIOOG 420 

AAAAGITATT AIGAATCATC AAAGAGTOCG AAGACATTCA 'I'lTl'l'lAIXTT AATAAATACA 480 

TCTCTFOCAA AAGTCGAGAT TITAAGCATG TATTAQCICT AGAATTACXZA CAGATATCCA 540 

TCTEAGITAA AGAACTATCA AATAAACGAT AACTGA3TTA TGAQCCATTC CQCAGTITCA 600 

CTGTATAAAT TOCTTATACT TAGACATGCA TOCTTATdT TGAGACCAGC ATATCACTAC 660 

TQGCAGATIC AACCAGATAC TATCTTTAAG ACACOOGAAA TGOGCAACA 709 
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(2) INFORMATION FOR SEQ ID NO: 282: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENjIH: 820 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1238RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2 82 : 
GATCACQQCA ATCAAAAACT AOQCAAACGT TACAGACTTT GAGK3GTACA TOOQOCTQCT 
TICGGAICIC TCCATACICT CCCAG3ACCT GCAAGACAAG AOOCTOGCGC AGAAACIGGG 
TCAQCAAATT AGAAACATCA TGGTGAAGGT TCCIGACCTG 0Q3GAT0QCA CITIGQQQCA 
GATTCT3CAG CTGGTGAAGA G0GAO3ACAT CAOQQOOOGG CTGOOQQGTIG TICIGAAGGA 
GIGCA1CIQG TO0CTQQ30G AGTATTOCTC GTIGCTOGAC AATAAGGATC POTNTATTCV 
GCTATIGGCA GAAAATTOGA AATEATATGA QQCTGAACIA CAGCAAACIT TGATCOCTGC 
CAXTTIGAAG ATTTATAQCA ATTOCTGTTAA OGACTOGGTC GTCGACAOQG GTCCCTATTA 
AATOQGTTAC QGAGCGGATA ATCACCCCAC TAGAAGATCT AATAATCTCG AAGAACTTCG 
AAGTCCAGGA GCQGTCTIOC GAGQCTCTOG AATTCTACCC TTNITTCK3G AOSDOOGCTC 
CMAAATNNIC TCNATCCCTA NCNQCTGQCA NCTTACNAAT TCCINGOOCA NITCTNCAAC 
CCTTTCAATT NACOOOTN CCNTGG3QCC OOCAAAAANO TCNNNNNAAA CIOTINTICN 
ATOQGAACCC CCTTITSTJOCN AAANGAAGCC ANANNNNAOC GNAAAACNCN CTTGAAGSSA 
TITCCCCGAG TTTIGANAAC ATTICNNOCN AATITIOQGG GAOQGOCAAA AAQGC7TCTTO 
CAAATTANIT 0QGGG93QGA AGQGGAANGG GQGGOSK2flSlA 
(2) INPORMATICN FOR SEQ ID NO: 283: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LEN3IH: 875 base pairs 

(B) TYPE: nucleic acid 
<C) STKANDECMESS: single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CNA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1238UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2 83 : 
GATCAGAAAC GGCCGGCIGC AAGAATOGAT GGOGATGAGC TIOGAGCAGT IGAGQCATOG 
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CTTATQCAAA AAAAGAAATT OCICAGATCA OGTSACAAAG TITCGTCATC TCEAAAICTC 120 

GAOGGTTOGG CGAAATCT3C OCJIXXTTCTOC TATAAAATAT AAACTAGTTT CILTACCACT 180 

AGACTGATT3 QGAATATCTA AGCTTTCAOT TGA3AGCW3C AGGAGCACTT CATAATOCAG 240 

TACCTrCTTT QQCTIATOCA CACTAGTCAT CICATOGAAA ATCTCACAGC CAGIGCAGAG 300 

AGGOQQOQCT CAATOCTIGA TATCCAAAHA TCICAAIAAG GAAAOQCTAA AAIACATOCT 360 

TACAACGCAC TTCTQQQGOC COCTATOGAA CTTK3CTATT CCGAXIGCTG OGAITEATGA 420 

CTIGAAGAflG GACCCIGACT TSATTPCCQG OOOCATCAOG TK3QOGCTOG T3GTATACTC 480 

AGGfTATTTIC AT3CGTTACT CGA1GGCCGT CACICOCAAG AACTACCTCT TCITTQQCTG 540 

CCCACTTTAT AAACGAGTCC OQOGCAACIC GGACAGCCTT COOQCIQQCT CAA7ITICAA 600 

TTACTTCGGCT GAGAGOOCIG CTCTCAAQGC AOCOGfiGAGA OOCQCATAGG TOCCTTK30G 660 

TQ0GCACAO3 TTOCATTACA GOGTOGAOCA CTACATAGAA TATTATTAAG OCX3ACTATCC 720 

TACACGTTTC TAGAQCTAGT OGAGATOOCT TTGGCTGATA CTQCTGOGTT G3QCCAGGCC 780 

GTATCTIGCT OCTCCTOQCT TK3CK3CGTT GOQCAGCIOC CANTK3XXX3 TICNOGATON 840 

TCCJCTGOXX: CCTATOCATT GNCTAAATGT CTOOC 875 
(2) INFORMATION PQR SBQ ID N0:284: 



(i) SEQUENCE CHARACTERISTICS : 

(A) LHMGTra: 716 base pairs 

(B) TYPE: nucleic acid 
30 (C) STRANDECMESS: single 

(D) TOPOLOGY": linear 

(ii) MOLECULE TYPE: DNA (gencndc) 

(vi) ORIGINAL SOURCE: 
35 (A) ORGANISM: PAG1239RP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 284: 

40 GATCAACITA GAACTOGTAC GGACAAGGGG AATCTGACTC TCTAATEAAA ACATAGCAIT 60 

GOGATQGTCA GAAACTGATG TTGAOGCAAT GTCATTTCTG OOCAGTOCTC TGAATCTCAA 120 

ACTGAAGAAA TTCAACCAAG CGCGGCTAAA CGGOGGGACT AACTATCACT CICTTAAQGT 180 

45 AGCCAAATOC CTCCTCATCT AATEftCTGAC GOQCATCAAT GGAITAAOGA GATICOCACT 240 

GTTCOCIATCT ACTATCTAGC GAAAOCACAG OCAAGGGAAC QGQCITOGCA GAATCAGOGG 300 

GGAAAGAAGA CCCTGITGAG CTPGACTCTA GTl'lUACATT GTGAAGAGAC ATAGAGQGTG 360 

50 TAGAATAAGTT GGGAGCTTOG GGGCCAGTCA AATACCACTA CCTTTATAGT TICnTACTT 420 

ATTCAATTAA GCGGAGCTQG AAlTCATnT CCAOCTTCTA GCATTCAAAG 1CCTAXAQGG 480 

GCIGATCCGG GITCAAGACA TK7ICAGOTG GGGAGTTTGG CTOGGQCGQC ACATCTGITA 540 

55 AACGATAACG CAGATCTCCT AAGQQGSACT CCATQGAGAA CAGAATCTOC CAGIAGAACA 600 
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AAG3GTAAAG TOOCCTIGAT TIGATTICAG TGTDGAATACA AOCATGAAGT GIOGOCTATC 
GATOCTTAGT TCCTCGAGTT TGAGCTAGAG TGOCAGAAAT TACACAGGAX ACTGCT 
(2) INFORMATION PGR SBQ ID NO: 285: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 793 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEOMESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1239UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 285: 
GATCATCTIC GATQOOCTAA Cl'l'ICGITCT TGATEAATGA AAAOGTIOCTT QQCAAATOCT 
TICC3CACTAG TTACTCTICA ATAAATOCAA GAATTICACC TCIGACAATT GAATACTGAT 
GCOCOTGAOC GICCCTATTA ATCATTftOGA TGGTOCTAGA AACCAACAAA ATAGAACCAA 
ACGTCCTATT OCATTATICC ATGCTAATAT ATPOGAGCTT GQQOC7IQCTT T3AACACTCT 
AATTTnTCA AACTAAAAGT CX^rGC?rX03C CTAGAGTACA ACTAQOCTAG GITftQOCftGA 
AGGAAAGGTT OQGTK3GA3C OOGIACftOGA AGAAAATOGG A03GGCCAAC CAAACCCAAA 
GTTCAACTAC GAGCITTTTA ACIGCAACAA CTTTAATATA 03CTATIGGA GCIGGAATTA 
CCOQGQCTOC TGGCACCAGA CITOOCCICC AATTGTTOCT OGfTTAAGCTA TTTACATIOT 
ACTCA3TOCA ATTACA2GAC Q0GTAT933C QCICTATOGT TATTTATKJT CACTADCTCC 
CTGAATTAGG ATTO3GTAAT TTO03030CT QCIGOCTIOC TTOGATSTOG TMQOGTTIC 
TCAGGCTCCC TCTOOQGAAT OGAACCCITA TCCCCGTTAC OOGTTCS^ACC AT3OTAQ0CA 
CTATQCTAOC ATCGAAAGTT GATAGGGCAG AAAITTGAAT GAACCATQGC CAGCACAAGG 
crarooGATC ogaaagitta tatgaatgat CAGAGTOCGA GAACTIGATT 1TTATCNATA 

ATNCNCTCIC CAA 

(2) INPOKMATION FOR SBQ ID NO:286: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 836 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1240RP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 286: 
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GATCTTAAAA TAAGATAGAA TOGTAATAAA TATCATTCAG GTACAAIAGA TOLT I USICJIT 60 

ACTAAAGGAT TACCTOGAAT ATAATTATCA QGATOTOCTA AAGTATTAGG TCAAAAGAAT 120 

5 ACAAATAATC AAAAGAAAAT TATAAATACA AATACTCTTA CTAAATCTTT AAAAATAAAA 180 

TAACCATOCA TTO3TAATCT ATCTAAA1TA CCTGTAATAC CTAATOGATT TCATGAACCA 240 

TCTACATGTEA ATAGCATTAA ATOCATAATT ACTATTOCTC CAAIAATAAA TCoTACIAAA 300 

70 TAATCAAATA GAAAGAATCT TATAATAGEA GGATTACTAA CACTAAATCA TCCICAIAAT 360 

CATAGTACAA TATCATTTOC AATAAATOGA AIAQCACTAA ATAAATTAGT AATAACAGTA 420 

QCACCTCAAT CIGACATITG TCCATATACT AAACAATAAC CIAAGAAAGC TOCIGCTATA 480 

GTTAAAATAA AGATAATAAC AOCAACTOTT CXATACAATA ACTCTMGTG ATITATAAGA 540 

ACCATAATAT AAACCTTTAC CAA3ATGAAT ATACATACAA ATAAAGAAGA ATCAAGCACC 600 

ATTAAGAATG CATATATCEA ATEATOCAOC TATTCTACTC 1CICANAATA GITOCTACCT 660 

GATCANAAQC TATCCATATT ANAAGAATAT GCATACCTTA AAAATAOOCT TANAATIGAA 720 

TACTAACATA ACCTATAANA CCNAATTCAC CATAATAATG AGAGQGTGAG O0SAACCATA 780 

CNTACNATAC TAATTTAATT ATHGATTICT TKXXOTTIT ATTATTAAAT TTPAAT 836 
25 (2) INFORMATICN FOR SBQ ID NO: 287: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENG7IH: 860 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDECNESS : single 
30 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genome) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1240UP 

35 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 287: 

GATCIAGAAT TATTAAGTCA ACTA1TAACT AATAICTATA ATAATAAT3G TTTATCATTA 60 

AAATCATTAA AGATAATTAT TAATAAATTA CCATTTAATA ATGATATATT ATTATCAAAA 120 

AAITATCTTA ATAAAATAAA TAAATATAAT TEACTAATTA ATAATAATTT AAATAATAAT 180 

AAAAAAGATT TAATTAAJTT ATATACTTTA GATAATAAAT TATTAGATTT AAGTAT1CJ.T 240 

AATAATATAT TATTAGGTAA ATAITTACTA GCTAGTAATA TOCAATTAAA GQGTAGACTA 300 

TTAAATAGAA ATATTACTAG ACTAATAAAA ATAAATATTA TGAAAQCTAC ATTIAATAAT 360 

TATATATATC AATGAAGTAA ATTAAATAAT TTATATAAAT TAAATTATAT ATCACTEAAX 420 

ATTAATAAAC TTAATAATCT ATTTATTAAT AAAAATOGTTA TATTTAATAT TAAAATTAAA 480 

TTAAATACTA TTTAATAAAT AICTATAAGT AATTTCITAT TTATTT3ATA ACATTTTAAA 540 

ATGTTTTATG TTTAAATAGA TAATAACAAT TAAATAATAA AAATTAAGAT QCCACAAATA 600 
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TTCCCATCTT CCITTATCAA TCAATTACIT ATO3TIT0CT ATTTATTTTA C1ATTTTATC 660 

CTICTATCTT ATCIWITITA CCTAAGAATT TAANAATATA TACICCTAAA TATATATTOC 720 

NAAATTATAA TA3TTATTAA ATTITAATTA ATCCfiNIATG ATCCNTATTT ATAAATATAT 780 

AMSAM^rrr taatatatat atatcaatot tatatcnocn tcaaocaitc NAATONAITA 840 

TAGTTITACAC CCCCTANATC 
(2) INFORMATION! FOR SBQ ID NO: 288: 



860 



(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 837 base pairs 

(B) TYPE: nucleic acid 
tS (C) Sl^ANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencrnic) 

(vi) ORIGINAL SOURCE: 
20 (A) ORGANISM: PAG1241RP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 288: 

GATCTAAATA TATATAATTT AATTTATAAA GATIAATATA AACITTTTTA TTATAATA2T 60 

TAACTATTAA ATTATITAAA CIOTTATEAT CATTATTEAA TAAATEAATT A3TTGATTAT 120 

TAATACTTAT TATATAATTA TTATA1AATT TACTCAATTC ATCATTATIA ATATTTATAT 180 

AATTATAAAA ATAATATTTA ATAT3AATAC TATTTACTCT ATCITCAAAT TTTAAATTAG 240 

TTATTAAAAT ATIATTAGAT ATTATTATTT TCTTTAATAA ATTATTAAAT AGATTATCAA 300 

TAATIAATAT ATTATTTATT AATTCTITAT TAAAATAATA TA3TITATTA TEATAAAGAT 360 

TTAATTTATT TAAATATTGT AAATTATTAT TTTTATTATA ATATCTATTT TEATAAATAT 420 

TATCITCA3T TATATTATTT AATCITTTCA TAftGAATTAT TATTAAAATT AA37ITTAACT 480 

TTAATTTCIT ATTATTAATT TTTATATTAT TTAATAAATT ATATTTCATT TTATTTATTT 540 

ATTTATTTAA TTAAATTAAT TATTTAATTA ATATTTTATC ATTATTIAAT TAATTAATAA 600 
AATATTATAA AGAATCTACT TAAAAATACT TATAAAAQGA TCCGAACCTA TATTATTOIT 660 
TATCAGACAA ATGCTTTAGC CCATAAGCTA TATACTTIGA CTATCMTIG AGAOTTC33CT 720 
NCNCCXXCTA TGCTNNCATC craOTTIOCC CN^TAAANGA ATTIWITIOT TOANANATCA 780 
AAAANTITATT TATCAAAGAA TTATAATTTT TTAANAAGQG G^ANAAQGAA AGACOOG 837 
(2) rtaFCRMATICN FOR SBQ ID NO: 289: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LHMSIH: 856 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: CNA (genatdc) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1241UP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 289: 

GhTCTXJVATA CIAGAGCTTA TTTTACTTCA GCTACTATAA TTATTCTTAT TCCTACTAGT 60 

ATTAAAGTAT TTAGTTCATT ACTAACTAXT TATOGTOGIT CATTAAGAIT ACTAACAOCA 120 

ATA1TATATC TATTATCATT TTEATTTTTA TTEACICTAG GTQGTITAAC TOGICTAGTA 180 

TTAGCTAATC TATCATTAGA TCTAGCATIC CATGATACIT ATEATGTAGrT ACTACATTIC 240 

CATTATCTAT TAAGTTTAGG TGCTCTATPC TCTATGTTIG CIGGTTATTA TTATTCAAGT 300 

CCTCTTOTTr TAGCjITTAAA TIATAATCAA AAATTATCAC AAATICAATT CTGATTAA2T 360 

TICTTAGGflC TTAATATTAT '1T1LTICCCT ATOCATTICT TAGGTATIAA TO3TATAOCA 420 

20 AGAAGAATPC CTGATTATOC TGATCTATIC CTP03TTGAA AITTAGTAIC TTCAITK3CT 480 

TCTATAATAA CTATTATATC ATTAATCTTA TIXXTITATA TTATTTATGA TCAAITAATA 540 

AATOGITTAA CTAATAAAGT TAATAATAAA TCTATTAATT ATATAAAACT AOXT3ATTT 600 

25 TATTGAATCA AATAATATTT TCTTAATGAA TACTACTAAA TCACATCTAT GATTTAIATG 660 

AATCAOCACT CTTAATCNAT CAA1TAAAOC CICEAATOCA ACTTTAAATA NNCTEAATEA 720 

TAAATTANNA ATAAATTTAG TOGAANAAST AATOGTAANC AAH7ITTTNA NGGANITOAT 780 

30 CTCNNICCAA OCGAAACTAC Tl'lTATCCTT AANNAAAAOC TTTAATOAAT GGACCNCAMA 840 

MTd^NAACHN GTCTIC 856 
(2) INFORMATIOST PCR SEQ ID NO: 290: 

35 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 831 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDEHSESS : single 

(D) TOPOLOGY: linear 

40 (ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1242RP 

45 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 290: 
GATCACGTQC TAAATCTCCG QGTACATTAG TGCACCCCTA CACCGCATTA OGACATTAOG 60 

50 AOQCTTCTTG ACTAACCAGG TTATCAOGIG TATATAGTCA CATAOGAAOG TCTOCTACAA 120 

GGAAGAGCOG GCCGGAAGTC CACTICAOOC TTAAATIGOC ACATTTCATC AGCATITACA 180 
ACAGAAGCAC AGCIGTAAAC CTTTICTOGAA CTCCTGAAGT TTCATATICT TOCTIAAQQG 240 

55 CCCTIGATGrT TOCAGTTCAA GCTAGTICIG TK3GGAGACT OGTOGGTOGG TAAGIU7ICA 300 
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ATK7ITCATC GCTTCCTGAA QGATTOGTIC GAIGAGITOC G3GAAAGCAC AATCGQOOOC 
QCATTTCIXTT CTCGTftOCAT CAAGCTOQOG GACCAOGAOG AOQCAATGAT CAATTTGAGA 
TCTOGGACAC CGOQQGACAG GAGGQGTACA AATCQCIGQC TCOGATCIAT TACAGGAATG 
CGAACQCCGC CJ l 'lU^IUSIG TTATGAQGTT GACACAGSAG GATTCTCTAG CAAAGQCACA 
GPGCTOQGTT GAACGAATTA AGftGCAGCTT GGEGAOGAGA ATTCTOGTAT CTrOCCICTT 
GGQCATAATT GATTO3QGGA NGAGGANOGG AMCNAGGIG ATTCBCNOGA GAAOSKIAGGC 
TCCCCAAACC CM33GTGAOT TCCCCNIAGOT TEMWJOCAAA OOQOOOQGnT N30QGATTTN 
TICCN3GGAT TCG33GAANN CTAAAACN3G GCNAlTCCWr N330QCCCOC OOGCWIOOOC 
A NlTltX NIT CAAQ^OOCCC CAAAGAACAC CCT3QQC27IT ACCCOCTGCC N 
(2) INPORMATICN FOR SEQ ID *K>:291: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LHSGOH: 878 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1242UP 

(xi) SEQUENCE DESCRIPTICN: SEQ ID MO: 291: 
GATCTICTQG ATTGTCAAGG AGSAGAOGAA AAAOQCTAOC ATCAGIUTIG OQCTOGAGAA 
CAAQCAGCTC ATCCCATTCA TTTOGCTOQC QGAOGIOGAG ATTTOQGAGG AOGTIGACICT 
GAAQGCCITC CCTAAOGGCT CIGAGAAGAT OGTTCITATC QGGOCAOQOG A1GAAGOGAA 
GGAAGCAAAG GTGAAIGTTC AGAATTACIT GAACACTITA GCAAGCAAQG TA3CIGAGAA 
AAAGATTICG ATTCCTQGCA AGTTOCAGOC TCTGATCGAT QCAGAGGATG TCAGGGAGAA 
ATACAAGGIC TCOGITATCT TOOCAAOCGC CCITOGIGAT GATACICTGT CGTICTAOGG 
ACIGICCGCT AATCTIGATG AOQCGATO3C ATATGCICX3C CACTOGICTA AGCAGTACAT 
QGTAGAATCT TIGGAGCTAT CX^AAGGCXCA CGGAAAGAAT CTOGCTCAIG CAAAGAATTT 
AAT3TTCTAC TTCQCCAGnTT ADGAACICCT QCAAQGATAT TAAGGAATTC GITCCAAGQG 
AOTIGAAOTT TTCTOCIACC CACICCOQGA QQGEATTCQOC OGOTTTAAAM AAGNITTINA 
A2NCACAOTT TTCCCAAAGS GNGAATITIG QQGNACAAAA AAAANIGINT T0000GEO3A 
TOCCTTATTT WITAACNACC CCCOCTOOQC NUmUCNX OTIGAANAOC NAAWEA1NAC 

ccnrccccc ac^jgatttac cm3GGocnin caggggaotc araTmN ctcoggantc 

AANAAAGQGA AANACCNG^N GCTITTOCCA GGOTGANAAA AAATCCNOCC COOCCAGAGG 
TAAGANOCNN QOAAQGaNQSC OXNTTIGGA GAAHSCCC 
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(2) THFCRMKTICN FOR SEQ ID NO: 292: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 844 base pairs 
5 (B) TYPE: nucleic acid 

<C) STKANDECNESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: IMA (gencndc) 

10 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1243RP 
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(xi) SEQUENCE DESCRIPTION: SBQ ID MO: 292: 

GATOGCTAAT CCCGAG^TIT GTTnGAAGT CICTGATCAG TTGGTICTCC ACATCTTIGA 60 

GAATICEAAT AGOCTOCGAT GGCAGTIOCT OCAATTCCAT TG3CADCTOG GCAGACIGTA 120 

TCSTTAGfiGA CTAATTTTCC ACACACAAAG AGTCAATCTT GTCTIGAACA TCGTCAATCA 180 

TATACTTCAG TACATOGTTC ATGmTOCTA GATTCACIGA GCTTTIX3ACT Gm GC' l 'lT iL ' 240 

CTAGCGOOGA AAGGITCCOC GCITCAITOG ATGftGAAGOC TAGAACTGAC ATCATOQOCT 300 

QQCAGCATGTT CTTCOQCAAC TCIGACAAOC AATAATTCAA GACK30QQ3G OCTAGATAAC 360 

AGGQCCCTIG OOOGICIGAG TCAIAGCCIG AAGOCTOCAA GAfiGGATTIC CATAQGTTTAA 420 

CATAA1TATC ACGCICTATC GGtTCAGAATT GAAGTIGGAT TAAGEAATCA TOCT3CTTIG 480 

GGATTTTAAT CTGATATT03 ACATCAXICT TTOTATCACG GATACAAAGG TTCAAAOCTG 540 

QGATCATATC AAGAAGTICT CTIGCGGIGA AAGICACAOC CTTGACACGrT TOGAGCTTIG 600 

CGAATTTGIT QOGQGATCTA GATOCATOOG ATTCTTOCCC AGTPCOCTO3 TATICTOGCA 660 

GACTGIGTIC GATATACTTT QGAGATOQCT TGAAGQGATO CACTQ0CA3T AGAAATACAC 720 

CTTGAATCCN CTAGIGAA1G ATAGGINrAC COGAAOOCOC AOTTTIGATA CCCM3CAGAG 780 

TITCINCATC G3CXXXTPCN NCTTCCTOQC C^CATIGOCT CCOIATTTTA TCCTGAAAIG 840 

CITA 844 
(2) INFORMATION FOR SBQ ID NO: 293: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 865 base pairs 

(B) TYPE: nucleic acid 
45 (C) STKANDEENESS : single 

(D) TOPOLOGY": linear 

(ii) MOLECULE TYPE: ENA (genanic) 

(Vi) ORIGINAL SOURCE: 
50 (A) ORGANISM: PAG1243UP 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 293: 
55 GATCTCCTCC CAOCAOGQGC GCAGGAAOGT CTACTQQCCT TTIGAGATCA ACTCICTCAG 60 
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GACGTCGAIC TTTTOoIOGT AAAAAGQCX3G GAAGOQQCAC AACAOQCTGT ATAGGAGQCA 120 

GCCGATCCCC CACATGTCGA CXTTTCATOGA GTAGOCTTOG TCCTICAOCA CCT03QQ0QC 180 

5 GCTGTA0CC3 ACAGTOOOGC AO3G0CTQCT GCTGTITOGTA. GCATAAATTT GCTTOGAGAG 240 

GCGAQCITTA TCACACCGAT OCXXCOXCC OOGATOOCAG GIOQGASCAG 300 

Gcccrccncr TCirrrcrcr ttoggtogtc ogactgticic agctoctogc qctiqctqqg 360 

7° TATAAAATCA ATIQ3GGAGA ACAGCAAGTT TTCT3GCTP3 ATATCCOGCT GGACAA1GCC 

AAGCGAGTOC ATGTCTTTTA COQ0GACT3C CAGCIQCCTG ATTACATCTC TAGAAAGCTC 

dXXGAAAAA TAACTGAGTC QCACGAITTC TOCAAAAATC TOOQOOOQGG GCAAGCAGCT 540 

75 CCTOGACTAT GAAGTACTAT GACTOGGTCT CCCTQGAAGT OGATAAACCT CftCAATOITT 600 

TCQCCCGAGG ACACOGCCTT GTOGA1QGTC ATCTCCTICA GAACTOCICT GQOGATOTOG 660 

CCICTTrCGC CGQCTCCNCX: CNCTINItJNC GQQO0O0CCC NOGTOCCCCC ATCGTIAANA 720 

GO^NCCmT GCT3ATCNCC TTCADGQCNC OTTINNEAC NGfOlAAGIN C7CCTIT0QC3J 780 

CC3^CCTICAG CQGNCCNNQG ANN0CCN0C2J AAAOQOCNOC CNATTOKXX: NAACTINTCC 840 

CNCAANOCAA OTNCOGAANC CCOCC 865 
(2) INFORMATION FOR SEQ ID MO: 294: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 851 base pairs 

(B) TYPE: nucleic acid 

(C) OTRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
35 (A) ORGANISM: PAG1244RP 

(XL) SEQUENCE DESCRIPTION: SBQ ID1SS0:294: 

GAICCIGCCT TATCACGAGC GQCATOQGAA CTICCCCOQG GATGTOGFIG AGAQCTAGCG 60 

AQCTCACC^: O^CAACTICC TCATCIGAAT CXTPCTTOGTA TGTACTATCT AGCTCTICAG 120 

aJlCGOQCGA TGCAGATTCC QOCCICTCIT TCACCTCTIT CAGCACOGOC TGTD3CGITAA 180 

45 GCTCAGAGftG QCAGGCATGT GIOGCACCCC OGTATATCTG GCCCAQGTAA TACCO0GT3G 240 

CCAGQGAAGC CATOGTAAOG CTCAGTATCA AOGCTAAGTT GATAOCTGOC ATOCTAGnT 300 

C l UmUj ' lA TTCIQCATQC TGAGTCGCGCA AGOCAAGITG GTTGAAAATT CCTTCAAGCT 360 

GACAATCGCT QGTCCTGOGC GCAGTITCAAC ACAGCAAAAC TCAGAGAGAG GTATAAAOGC 420 

CATATATAGG AGGAGACEAC TCTATICAOT GOCTATCTIT TCAGCOCACA GTIKXTCTOC ' 480 

CK3CAGAATT GToTICTGAT TOOQCCAGCA TTTP3TTCAT OGTCTCGACA TATTOGIOQG 540 
55 TTAIGATTCG GAATCOGTIGG AACATTOOGC OGCCAGCCT3 TTAGATTAQG CCACAOQ3CC 
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CITCTTAGAC CATACTQG3C GAGTOQGATT ACMGTEATC CNTCGAACAC CATCCGTAGA 



660 



AOCAGIGGCT GTIAAAOCCC TACQCTNOOC TICEACTNIC OGATW3TCCA 



720 



5 



TAO30QSAAT TTOQQQQGCC AAAAAAGK3C QCM3CAGGAA CNCAAAOGAA GNOTCAAOGC 



780 



CWTOINTK3G GCNGCTGCCN TITCCNCAAA NCAGTOCGTA NTTNTAANCC N3QCNCTIAT 



840 



1OT0CCCCAT T 



851 



to 



(2) INFORMATION FOR SBQ ID NO: 295 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEWGIH: 859 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1244UP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 2 95: 

GATCAATCTC ACAdTGGAT TGATAOCAGG TOCTATCTOC TTATCAQQCT TTACAGIGAC 60 

GAAGGAQQGA TK33ATTS3G GAATOGAGAA TAAAGATATT TITGATOCAT CAOCAGAAGG 120 

ATTTGATOCC TCTITCAGTC AGCATOOCCA ACTTCTACIC TOQGAAOGTA TAATOGGAAA 180 

cmuicsrr ocaaagtictc gcatctogaa ttatgcattt atoqctqctg gatttaacag 240 

AGAGCTAQGT TAOGAGCTAT CICIOGACAX ACCACIOQGA TITTATGATC AACAGCAO03 300 

TOCAAOQCAT TTTCTACAAT TCAACGAAGT GGCAGCTCAC GATACTTIGG AAGCAGAACA 360 

GGAAGATTTA TTCTCCTAAG TACATATTAA GGATAGAGOC AAACTIGCAA CTAXXTICAG 420 

TTGQGTATGA ATCCCATATA TCIATATATC AATACACGQG OCACTCAIGG CIGGIGAOOC 480 

ATTEAAGCAA ATAQCATATT TTTTAATCTIT GQQGTGATIT TATAA3CTOG ATATCATCAT 540 

TTTATTTATA GGAGATGACT TTTOOCTCTA CAACGCCACA TTATAGAAGA COCTCAATOC 600 

AGCACCCAGG CTGAAGCCAG AAOGGAAATC TTOGAAOCAG AACAGGCAQG TTTGAATAGC 660 

TCGACATATC AACCICCCCA GAACATCITT TTITTCAACA TCNAATCAOT TTCTOOCAAA 720 

AACANGAAAA TOGACNXNN GCATCATTCA AAAAAAAOCN TOCTIGAACC TGACAAAAAA 780 

TATOCAOCCN GATTTITTGA TCAOQGANNG TTTICTITAC NCCAATTAAA TAGC2*XX30C 840 

NGAGATTTTT ACACCOtfX 859 



50 



(2) INFORMATICS FOR SEQ ID NO:296: 



55 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 833 base pai r s 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1245RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 296: 
GATCAAAAAC AGAGTACCCT CQGCAQGAAC TTOOCATATC AGQCOCAGAG AGAACAACAT 
CGCQGATCAC CTATATCAAC AAGQGftGAOC TK3CTCTQQC GAGAADGTCA CAGCTTATCT 
TATTATCGAT CGAATGGATG TK3GAAAGAA GATACAAAAT AAOQCATAAT T3CTCAATAT 
ATK3CACGC7T TCTAACOCAA AOGAOGAGCC TCAOGCTCAG ATICCATCAA GACCAAGATC 
ICGmCICIC TAACTQ33CC CTIGADGTIT CIGACAATQG TICTGGAAGT GIOGTIOCAAG 
AACTCAACGC GGACCTQ3CT GACACCAOCA OSSGAACOQG TICTACCXAG AACCTIGATA 
ACCTTAGCIA GAGIGACTQG G3TCTTOGAG TQCA3TTTGA TCTATIX3CTT CTTOGATATA 
AAATATCTAG TAAAAAGK3C 1GAATAOGTC AGAGGAAGAT ATCAT3AACA GGCGGITnT 
TTTGATQCQC CGAAAAATTT TTCAGGTCT3 OGATOCCCAT OQCAGCTGAA ATCIGCITOG 
CTICTIGAAA AATCACATCA TAGGATAACT ATOQOIGCAC CXAAAGGOCT TGQCAGCAGC 
GAAGIGCGCG AAGGTEAGOC AGQOCAGAAC GAAAOCIGAG AACAGGITAA GCTCAQCTGA 
ATTCTTTGCT TCTATIQOCT TACAGTICAT CTIOOQCTAA TIGCAGEATC CGITCATICC 
CCNCAGCIGA CCAGCOGTOJ ATTCOOGTTT GAAdTICAG AGTCCNTGAA AOOOTX7IOT 
TTICAAOCCN TGACACNTAT ATCNOCXXXT TATA1GACTT OOGIOJATNC COG 
(2) INFORMATION FOR SBQ ID NO: 2 97: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH: 864 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDEXNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: INA (genaxiic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1245UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 297: 
GATCCGGCTA ATACAAOQCC TCQGAOOOCT OGQOQGCTAA OGAGAAAATC GOGCTAAGCT 
TCCAGCCTAA TCATAATAAA AQ3QGCATTC GTOGAAGC7IT TCIOCTACTT AOGQGAGTAA 
ACAAAAGGCG CAAQGAOGTT TCAGAAGAAG CCAGAAQCAG CAATGAQCGA GATCAACTOG 
ATCATICACA GAGTCAATGT ACTQGICTCA AAACTQCOCA AAGAGAAGGA TGCAGQOCTG 
GAGAAAGftGT GCGCGCTGAT CAAGOTOGGC QGCATQGTTAT CEAAOOGOGA ATOG3Q0CTG 
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TTCTCTQGAG AACT330GCA GCAGATGGAT QQCACAGQQG TOCTAOQQCA GOCATOGATT 360 

GVCGMJITTG TIGIQOGCTT QGOCAAOGAG CTKTQCCQGC GK3GOGAGGT QQQOGAGAGC 420 

5 TICK33QQCA AGAIATTQGT TOOCTTQGAT QGACAGAOOC CCTIMTCAC AGTIACTAAC 480 

AAGAATOCAG QGT30GAAGT TITCQOCTAA TGTTC30QCTC CATOQOCOGTT TOGTPQGAQQC 540 

QCTQCTOGAC GOOQOCTICT CGOCTAOGGC TCCCICTQOG T3QCAGAA3CA TOQOGTTOIT 600 

70 QCTCCAGC7TC TCCTAINNAC CNNCOOGATT NICOQGA&jT TX3TIGN0OOC QCTTTAOOQC 660 

CCCCCTONCN AGNAT3GTK3 QJGACCNTTT OJNCGNI'INC CAACTIXXTT mNOOOOCT 720 

TITTTTCNAC NITCAANCttA TTITTXXCOC TINAANTCAA CCNAOCN3IT mKNCAACOC 780 

75 CmrCCCCTT T3GGAAAANN AC3SIAAAAAAN AOCTTTICCA OXNGGAINC CXTITGGNCA 840 

NCTOCSAACNG NNNINTCOC CCIC 864 
{2) INF0KMA3TCN FOR SEQ TD NO: 298: 

20 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 830 base pairs 

(B) TOPE: nucleic acid 

(C) STRANnTTlNESS: single 

(D) TOPOLOGY: linear 

25 (ii) MOLETULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1246RP 
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<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 298: 

GATCAACAAT GATCCTQQQG AD3QQ0GQ0G QQGOCTICAA ATTCTAOGAC GTOCTOCTOT 60 

CGGAATFTCC GQGOGICTCA GAIATCCTCC G3CTQGAOGA GATOGACTOC CIGAOGAAG3 120 

GGTTOGACTT CTTCATCCAC AAQGK300CT ACGAGGTOIT CACATACAAC GAOCTOGAOG 180 

G0GAAGQCAC GGTOGATOOG GIQQOQGATC ATCAGATOEA OOOGTTACATC CTACTGAACA 240 

TAQGATO0QG GGTCTOGATT CTGAAOGTOG ACJIDQQOCAA OGAGTOCAIG OGTTOK3GQOG 300 

GCTOCTCATT G330QQ0QGC ACCTTCTOQG GACTACTCIC GCTAATTACT GQGGOGAAGA 360 

OGTACGAOGA GATOCTOQOC T3Q9CAAACC AGGQCAATAA OGOGAAOTIG GACATOITOG 420 

TAQQOGACAT ATAOGGCACC GACTATOOGA AGATOQQOCT GAAATCCACT AATATTQCAT 480 

OGICGTICGG GAAOGTCTIC CAACGOGAGA GCX7TCADCOC GCXDOCID3GC GGQOCTOAOT 540 

T0QG0GTCTG OGACCIOSAC GICIGAGATC OSAGAOTOGA AATCAGAAAT OCNtCAOGOC 600 

GAATOTIOX: ATOCCTCOTG TAOCCATCIC CAACAAA0OG GOCAAATOCT TOCTQCAGOC 660 

AAATCCOCAA CTOCAAAAAA NNICITK30G GTCNTTAINT OOCXJUULTiT TACCCCCTGA 720 

CCCTTTACCC CCCCCTAACT C3NJGGTICNAAN GNITTTAACA NOCCNO00OC TOAGGNTIAA 780 

QGINOTG3CC OCNNGGCXXT INITOOOGCA AAAAHTCCC NN3GNTICTN 830 
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(2) INFORMATION FOR SBQ ID NO: 299: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 861 base pairs 

(B) TYPE: nucleic acid 

(C) STOANnEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: UNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1246UP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 299: 

GATOGTCAGAG CGIGAGAOGG CACCQGCGGA GQOQOCAGOG OOQGAQQGTC TGCAGQCAOG 60 

G33CTTTCCT GAGCTOTAOC GOOOQQCAGC GATATCTAGC TQGOGOCAAC GQCTQCAGAA 120 

GAAGAATQGG CAGOGCAGGC CX3CCCG033C 0000010900 QCAAGOGAGG OQGAGAAGAT 180 

CCACAAGGAA AACAT3GOCT ACATOGAGGG GCTGTD03GAG GAGCAGOGGA OQGCAGAGOG 240 

CCGCGAGCTC TTAGAGAGOC TQGAOOOCAA GGTOGTOCAG QOGTTGTACC GIOQCTIGGA 300 

TOCACGIGCA GCAGCGGAOG GAAOGGCQCC CTTACT3G0G GAAGIOGAGG GAGOGGCAGG 360 

CAOGIGGGTIG QQOQQCAOOC GCGAGGAGCC GATGATOCOG OGOOIGGAIG AOQOGAOOGT 420 

OGACGOOQCG CTAGGOGGGC O^CAGQCTIC GATGCCAGAG QO0Q0GO0CA OCTAOGACCT 480 

QGCAGOGCOG CTQGAQGATC OQGAOGACAT OQ03COOCAG GAATAOCAGT TCATCAGCAG 540 

ATOGACCATA TGAAGGACAG GACTIGCTAC GAGATATCCA Cl'ICCICOGC AATCAGACIG 600 

TOGCGOCCAG ACTQGACATC AAOGAOOOCA ACVITATCAG CAGCIGCAOS AGAATACTIC 660 

CGGA1NITCC GAAAGAAANA AAXAACTNGA ATOGATCAAG GOCACIGAAC OCTGACACIC 720 

ITCINCTAAC TCNOOGATTT TGCOGAATGC CCTCCAACTT AGGGOOCATG TOOOOOOOOO 780 

OOGGAATTTN NICCCCNNAA CNGOCICNNC OOTTOGAAAA OCOOOCTTTN OOOQCNITOC 840 

TOOCA TI ' IU: ACN1TO00CA C 861 
(2) INFORMATION FOR SEQ ID NO: 300: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 810 base pairs 

(B) TYPE: nucleic acid 
45 (C) STRANDEE3SESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (gencmic) 

(vi) ORIGINAL SOURCE: 
SO (A) ORGANISM: PAG1247RP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 300: 
55 GATCTQ3O0G OGCAGCTGCG QCCTCCTATT GCTOQOCIGC CTTACTGT3G OGOOGQOGGC 
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GICTCTTATT OGQCATOOOG TACGOGTCAC TAAGOCOCTC CAQSAQGGGC ACAAAAAGOG 120 

CAGQQ03CTC ATAGAQCACC ACAGOGTCIG QGTCOGQGAAG CACCTGCATC CX3CX3QOGTOT 180 

QCITOCTCAC OGOCTOGTOC GCX7ITOCOOC GCTOT30CAC CX330GCAQ0C GTTQCAGOOC 240 

OGOQQQQOQC Q3Q33QCCTG T3CACICTAG OGQCAOQQOC GOQGCQGAOG CrOOQCITOC 300 

GGACOOCCIT GATCAC003C TTK3QQOQQG G00OG03OGC (XTQQOOOGA QOGAGOQ0CA 360 

GCCCCOGCTG CACAOGCATC AGCATCCCAT OCAOOGCTTT CCTGKX7ICT TCX^OCAOGC 420 

TCIUGOCIGA AQCAGACTCT QOQCTAICIC CTQOQOCTOG GAO3AAAG0C CIUGTOGCTC 480 

CTCGACTCGC TCK30OOGTA CTTOOGTOGA ACTAOGCGOG C^3IQCCG0C GCGOGCTIOG 540 

CCTOOGOGQC OGOOGQQ9QC GOGAAGQQCA O?ITOGG30G GICAGf£XX7T 600 

CCICATOGAA TOOGAACOQC TO30GC0GIC GOQOCAATOG OOCAOQGAAC CANCXXXXXX5 660 

G033GTINOG NQQQ0CQ30C QGCOQOCTOC TTTTOAAAAC GACNACOOCT TCNAAANCQG 720 

TTAOCOT>OJ CNNTICAAAC NCCN3SAAAA ATTTT0C2OJ ANNNNMNNNN QCXXXXXXXTT 780 

JTINGTNNGAA ANAAM340CN GQCOCTNNQG 810 
(2) INFORMATION PCR SBQ ID NO: 301: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGflH: 630 base pairs 

(B) TYPE: nucleic acid 

(C) gTRANDEEWKSS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1248RP 

(xi) SEQUENCE DE9CRIPTICN: SEQ ID NO:301: 
GATCAGATAC CU1UUTASIC TIAAOCAEAA ACTATOCOGA CTAGQSATOG G^m^KJTlT 60 

TCTTATGAOC CACTOOGCAC CTTACGAGAA ATCAAAGICT ' I ' lUAJl ' ll ' lU QQQQGAGTAT 120 

GGTOQCAAGG CTGAAACTTA AAGSAATTGA CQGAAGG3CA OCAOCAGGAG T33AG0CT9C 180 

QGCTTAATTT GACTCAACAC GQ3GAAACIC ACCAGGTCCA GACACAATAA QGAITGACftS 240 

ATK3AGAGCT CTTTCTIX3AT TTTGTOQGTG GTIGGTOCATG GCQGITCTTA GTTOGTOGAG 300 

TCATTTOICT GCITAATTC3C GATAAOGAAC GAGAOCFTAA CTTACIAAAT AGTOCTOCTA 360 

GCATTK3CTG GTTQOGCACT TCTTAGAG3G ACTATOQGTT TCAAGQCGAT QGAAGTTUGA 420 

GQCAATAACA GGICICTGAT OOCCTEAGAC GTICTOQQOC QCAOGOQOQC TACACDGAOG 480 

GAGCCftGOGA GEATAAOCTT QQOCGAGAGT CIQGCTAATC TICTGAACTC GICCGGTOCT 540 

GQQGATAGAG CATTGCAATT ATTC3CTCTTC CAOGAAGAAT OCCEAATAGC GCAGTCATCA 600 

CTTCCGTIGA TACTTCCOCT GCCXTTTCTAC 630 
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(2) INFORMATION FOR SEQ ID N0:302: 

(i) SBQUBSCE CHARACTERISTICS: 

(A) LENjIH: 700 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genome) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1248UP 



15 (y±) SEQUENCE DESCRIPTION: SBQ ID NO: 302: 

GATOQCTAGA TGOCCAGGAT GAGACTCTIC AGGITAGGCA GCnCTTCTAT GCGCOGOCAG 60 

AGQGAAACOC AATCACITTG CATAGAACAA ACCOGOCATC ACOCATGICT TGOGCTGTAT 120 

20 AGAGACEAAG CTATCTGAOG ATCCCTEAGC GACTCTCTCC AOOQCIOGAC GftGGOCATIG 180 

AGCICTTAOG AACTOCACAA AOCTACIOGA ACICK3TTIC CAGACTICTT TCTOITTCTC 240 

TTCAACIGCT TIOQCATGAA GTAOOOOOCA QQCTATTTTT CITADQOQQC TOGTCITICT 300 

25 CTATATACCC GOTICTATTT TIGATAAAAA ACTCAGCICT TOCICTAOQG CAGAAATATA 360 

TATOCACTCC TTAQOQCCAT GOGAAAATCT GQCTTTTEAC OGCIGITIOT OOCAGICTEA 420 

GCACK3GCAG AAAAAAGATO TATOGOGTAT AGG0QCT9QC 000QO3GAAA AAAAAAAAAA 480 

30 ATAGAAAAAT AGAAAAATAA AAAGAOGTOG G0000O003C GGQCAGAOSA AGAAAAAATA 540 

GGCGCCCACC CCTOCCAAGC AGACGAACAG GOGAGACATA ATAAA1COCA CAOCAGGGAA 600 

GAAAGICTTC TGCACQCICC OTGCICAIAC GCTOOCAICT GTTCCATCOG GNITQCAAOC 660 

35 AGTAIGGATG TTCAAGCATC TCOGAN3CIC CQCIGOCITC 700 

(2) INFORMATION FOR SBQ ID NO: 303: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEMGIH: 837 base pairs 
4° (B) TYPE: nucleic acid 

(C) SIRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

45 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1249RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 303: 

GATCATGCAA CATTICTICT TTTCOOGCIT TCT3CCICTG O03GAD3GTG ICTOQOOQOC 60 

CCGCACCICT GAQGAAGAGC TIOOQGACIG CAGOGAGCAT GCOCACAGTA OCIGGQQOGA 120 

CTOCTOCGGC ATICOGATAC CCAQOGOGCT GQOOGOCIOC GAGGOCACIC QCAAGCATTC 180 
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TAAACCACTT OCATTCGATT GAATCAAATT ATATATACCA TEAAGEftGAG CTAOCATOCG 240 

AAOCTTAGCT GQGAOQCAGT AAAGA3TOQC GGTTIOCAGA TCAGCTTCTC GQQGTOGATC 300 

GATOQCCTTT TCTIOQCTAT CAGCTTCTOG TAOCTTAGCA GCAOGTCCTC GTTTCAGCTAC 360 

AAGAIGTOCT GQQOCTIGTA ATATOQCAGT ATCTEAAGAG Q-T I GGCIGT GTOCACTATC 420 

TCICTAGTCG TGAGOGATGT CAIGCTACIG ATTICATCGA TOGTCATCTC QGflGCOGTTT 480 

TOGACTAGCA GCTIGATCAG GGTATOQGAC CAATAG3CIT TCTAGAGAGC AGOOCAAGAT 540 

CAGAGAGOGG CTTCTCCQGC ACCCAACTIG I' l l' l UlT l lT TAGAGAGCTC CATAOGAAAC 600 

TCAATCAGCA QOTIGCOCTA CCCCATCOQC TOGTACIGAG GGAGOGTOCA GAATACACQC 660 

CACA1TCTAC CCCTCXX3CGA OTULTl'lUCN TK3GANAA3N COCACCAAGT NGGT3GCXZCA 720 

CTCACTCCCC TOIGTICTTG CANTAAAAAA AAGGTCAAOT TOCTATNACT CNIUrOvrPOC 780 

AAAAAACTTT GANAAAGKTIN GTTOOGNAOC ACTTOCTNOT NOOCXX3TCAA TICAAAT 837 
(2) INPORMATIOJ FOR SBQ ID NO: 304: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 853 base pairs 

(B) TYPE: nucleic acid 
25 (C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EHA (genomic) 

(vi) ORIGINAL SOURCE: 
30 (A) ORGANISM: PAG1249UP 



(xi) SEQUENCE DESCRIPTION: SEQ TD NO: 304: 

GAOCT3COGA T3GACNGQOG TIG3CAGSIG ACTOCOCTAC GGICTTTAGT C0003CAAAG 60 

OQGATOQCCT TIGTOGQCAC ADGCAAGAAC TTOGCAATQA TGITGAOCAC GTOCAT3CTG 120 

TCCTTATICT CCTCGTACAT TCTGAAGTOC AQQCAGTICT TQSAGQGGOC GTAOOCOCAG 180 

TTAATGACAC CX7TTOTOGTC TCTTGICTGC TOCACATAGT OCICTITOCT GACTCIQGTT 240 

TTAOQGTTGG CCAGGQCAAT CIQGAATGIG TIGGADQOCG AAGIGAOOGA TTCAAGCTCA 300 

TTCTIGAAOG CCTTTOGTAG CAGCIGGIGG ATCTTOCTOC GTOCAGCTTT GTOGTCAAAG 360 

CTOCTQGTOG TITOCATTTT OGTGADGmC CIGTACACOG GCICAATCTG CIQCATGIOC 420 

TCCTCQOCCA GTAGCTCTAC CAGCIGGITC OQCAGCTCIG CXTOCAOOGC GIGGTIGTOG 480 

CX3CCGTIOGC GCTCTICAGC CTOCTGIGCC TICAOCTOGT OGQCAGAGGT TTGQGITTAG 540 

CAGGCATTIT GAAOQCATIG TOCCGCAAGT ACAOCACIGT TXXATOCTTC TOGATCTCAT 600 

TGACCA2GAA GTOGGAATAG OQCTOCTIGA TCTQOOCGCT AAAOOCTOCT ACTCIGCTGA 660 

GAQGTACICT GIGATOCAAC GIOGATTOCT TGAGTCCATC GGICTOOGNT TIGQCXXXTT 720 

NOCNCAAAAG TTCCIXX3CTG CIOCNNANOC GCTCIWTAAT OCCOCGAAAN ICIGTACNNT 780 
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TCNCNATTTC CNNTININNCC TACCTOAAOC CTICTINAAC CTTOCAOOCN ANAAOTCATA 840 
AATATTOCQC NOC 853 
5 (2) INFORMATION FOR SEQ ID NO: 305: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEUoIH: 834 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDECNESS: single 
10 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1250RP 

<xi) SEQUENCE DESCRIPTION: SSQ ID NO: 305: 

ATCITAATTT AAAATTTCAA TTAACTATTT ATAATTTAGA AATATATAAX CEAGAGATAT 60 

ATAATCTTAA AATCATAG3T AAAAATACAT AAGATAGTAA GAATAAAATT ACTAAAAIAA 120 

ATAGAAAACC ATAAGTTAAT TGATTCATAA AGAAAAATOG AflTEftlTiwr GGCATC1TAA 180 

T1T1T KTTAT 1TAA1TCATT ATIATCTATT TAACATAAAA CATITTAAAA TCTTATAAAA 240 

TAAATAAGAA ATTACTTATA GAATATTTAT TAAATACTAT TTAATTEAAT TETAATATTA 300 

AATATACCAT TTTTA2TAAT AAATAGAITA TIAACTTTAT TAATATEAAG TCATATATAA 360 

nTAATTTAT ATAAATTATT TAAITTACIT CATTCATATA TATAATTATT AAATGTADCT 420 

TICATAATAT TTA3TTTTAT TRGTCEAGTA ATATTTCTAT TTAATAGTCT ACCCTTTAAT 480 

TOGATATTAC TACCTACTAA ATATTEAOCT AATAATATAT TATEAAGAAT ACTTAAATCT 540 

AATAATTTAT TATCTAAAGT ATATAAAITA ATTAAATOCT TTTITATEAT TATTIAATEA 600 

TTATTAATTA CTAAATTATA TTTATTATTT TATIAACATA ATITITIGAT AATAATATAT 660 

CCATATTAAA TOGTAATTTA TTAATAATAT CCTTTAATCA TTINATGATA AOCOTATTAT 720 

TATCANATTA GTEAATAGIG ACCTTAATAT CCCNATOCNA ATATATNTAT TTATTINEAA 780 

NAACANANAA CTICTTATON CATA3TTANT TINAOTATIN AOOSTTINOCN NNOT 834 

(2) INFORMATION FOR SEQ ID NO: 3 06 : 

(i) SEQUENCE CHARACTERISTICS : 
45 (A) LENGIH: 847 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEMESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1250UP 



55 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 306: 
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GATCAAAA3T TCAACAA3TT OCATCTCATT TAGTCACEAOC ATCACCATCA OCAAXTCJTrA 60 

CATCMTEAG TTTATTAQGT TEACIATEAA CTCTAGCTTT TACTATACAT QGTATTATTC 120 

CTAATATTTA TCCl'I'iATTA TIATCTTEAT Tj^TAGTITT ATTACTAATA ACTTEATGAT 180 

TTAGAGATAT TOEAGCTGAA CTEACTEA3T TAQGTCGATCA TACTTEfiGCT CTAA3AAAAG 240 

CTATTAACTT AGGTTTOCTA TEATTTGTK5 TAICTGAAGT ATTAATTTTT GCTICITEAT 300 

TTPGAGCTTA CTIXXATTCA GCTATAAGIC CIGATATICT ATTAGGIAAT GTTIGAOCAC 360 

CAGEAGGEAT TGAAQCAGTE CAACCAACAG AATIACCATT ATTAAATACT ATEATTTEAT 420 

TAGCATCAGG TCTAACTATT ACA1ATAGIC ATCATOG7TIT AATIGAAGGT AATAGAAAAC 480 

ATQCTTTATC AOCTTTACTT ATEACTTTCT GATTAATPGT TACAITIGEA TEA3CTCAAT 540 

ATATTGAATA TACTAATACA TCAITTACAA TTACAGATOG TATTEATOGG ICCAGTATTT 600 

TIGCTGCTAC TGGTTACATE CTTACOTATC GTEAGITEAC TAATEAGCTA GGIMCTATTA 660 

NGAANAACAA GAAAITNDCT TTAACNDOCN CCCCTCOCJIT NGANAINNAA CCNCACCTAT 720 

TATTACNNTT TFINAAAATA NIGAANAOCC CANNAITCTT NEAANGAAM GNNTAAOoIN 780 

NACNCACOCN TAG^ITING GriOOOOOCOC NIOCTAOOOC AITITCNOOC CCX30CACAAN 840 

AACCCCC 847 
(2) ENraRMAlTCasr FOR SBQ ID NO: 307: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEJSJGTCH: 825 base pairs 

(B) TYPE: nucleic acid 

(C) SIKANDEENESS : single 

(D) TOFOUOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1251RP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 307: 

GATCAGGAQG GTITIGCQGT GCIGCGOGAC GGOQGGTTAG AGGTAATOCT CCIGOGAGAG 60 

GATCACAAGA CTGTCGCTGT GEACQGGGAA GIGGCAGAAT AGIGEATACT ACATAGICAT 120 

AGTTATAATA AACAAGCCGC GQCGGGCTCT AACGAAATOG QGAGITOOOC ATOCCAOOQG 180 

QGOCGCCGQG QQCGOQQQQG OCGCCAAAGG QOXX/l'lCCA GOGOGCAOQG GQGAGGAAAC 240 

CGGQOQGCCT QCGOQGGTCC GOQGQGICOG OGGGGTCCGAA CT3QG0G00G TAGGGCAGCG 300 

GGGCGGTOGG OOGTPGEAGC OQCGGATOGA ATATCATOOC GCCCIGOGQG TTOQQOGOQG 360 

GAAAGQGGTIC AAACQQGmT QGOOGCTTCT G300QQCTQG ATACAGGTOG CTCTCQCOGT 420 

AGCCTGCAGG GCTGCCAGGC AGQQGCTGCG OG30G003GC OQQG3GGGAG AGAADCTOGT 480 

ACTCGTCCTC GAAGOCAGGC ATCICIGCTG GCAGOCIGOG TQCAGGAACC T90GCX30GGA 540 
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TIQQCOGAGG CQQQCCriCOG CIGAGQQOGT OTCAATCAOC QQQCTGTOCT TITQQQCN3G 600 

GCTICTCNIC CX30CCACCAG QQNIAATriCC CIM2QAAACT 1TCOSAACIC CNOCOXTTA 660 

5 AAACTOGCCN CNCCXTITIN CCINNCNQCT NIOTIOCTGC NNCXXXZWTTT CCCCCTCAAN 720 

ACCCNCCTAC CCNIOTCTNT NQtfTICNNNC CCTACANOCT TTCM^XXm: TC00OCCN0C 780 

AINICCTCNT TNTATCNNAA AATTTCNTIN CITITUROOC CCCCC 825 

to {2 ) INFORMATION FOR SEQ ID ND:308: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTO: 856 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 
15 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1251UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 308: 

GACICTTCGC TCTK3AGGAA GATAATCAAT ADOGGAATOC TCTGAGCTTT GCTICGGOCT 60 

CCATTCGCCT ATTACGAAAT TCX3CGIGCIG CTCCTAAOGA TCITCTAOOG TITATACAAC 120 

COCTTOITCA TOGCTTTTTA GCAGAAGCOC GITITIQCAC OSACfiGAGAT GACAACCITT 180 

GCEACnCIC CGATCCAOTA TICTTCAGTG CTCTAGICAT CITOOGATOG TTOGTAAACA 240 

CATATACCCC ATCQCAGITC GAGAAGATCG ATAC3CAOCTT GCTITO3CTC TCMTTCAOC 300 

CATTAATTTC GOg XTlTlA ITCTAAAGGT GCAGCACCAC AGAAATACTT GATAAAATCT 360 

TAGQCAATOG OCATAITQQG AAGTTTATAT TACTAGCACG ATOGTIX3CTC A1CCCQGCCT 420 

toigctcttic gitctagqgg goxtcitac taoctttagt octctoitac tcacagctig 480 

TTACCGQQCC GGGCTTCTAT GCAACTATTA TATTP3CTTC TAATATATAA GTACTGACAT 540 

40 TTTCATAOGC GCCTAGCTAC OGCTOCITIG TCTICQGIGA CICICTICAG AACAGCTTCT 600 

TQGAATTATC TICTACTATC AACCATGGAG ACACIGTEAC GCCACACCCC GACCAAAAGG 660 

AGAACCGAAG GACAATTTTG ANXTCCCTT TCCCCOGAAT TANGGOTINT GAANATATNA 720 

45 ACCQOGACCG QGTTQCCTNN TCCCOOGGCT ANITOCCCNT TAAAITCGTIN TAAANTTANN 780 

AANQGINEAT GQQGNGAANG AACOOCANCT GAOOCNAAAN GTCTOTIGGG GTTTAACCIN 840 
C1NNIN0G0C GHSJCOG 
60 (2) INFORMATION FOR SBQ ID NO: 309 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH: 834 base pairs 

(B) IYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TOPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1252RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 309: 

10 GATCTOCTAT TAGTOQGTAG CTAGCTAGIC G3CO0QGCTC GOOQGQCQOG AACIGCTACC 60 

QQ3TOQGAGG CCGAOP3ACT AACACTOOGG GITCTTCTCT CTCTK3CCAT GOQGAACATA 120 

ACCATOGOGA CITATATAftS TTCGGQCQ3C GIQCftGTOGT ATGSGCCCGT AOGAGCAAGA 180 

CGIOCAGCAG TTIGCAQCGC GGTTAGTCQ3G GCX3TTQCAGT TCIGTAIATA ITOC^CAOXT 240 

TOOGAACTTG GACAGCOCTA TOOT3GAG0C GGICAGEACT AAGCAGGAGC OGGIGACICA 300 

AAGTAGAAGT OGGATTGTAA AQGACAACAG AOCACTQQOG GTAOGGACAG C£G0QQQ0CA 360 

AOGTAGTAAT AAAATATCAC GAGAGAIATA CAGAAOCAOC TACICTTOGA GAOGGOCAOG 420 

GAQGEAGOGA ACAAGCTCGG GGQCATCTAC TOGGTOCTGA AGTOGAAGGC AOOQGIGACC 480 

T30GCTCACT ACAAGGACCA CTACCACICT ATK3QQCOOC TCAATOCAGA CIUGGIQCAG 540 

ATAGAAGIGG AGQOGCIGGA CT3GGAGGAT GACAGOGIGT TX3GACCCQGG AGATTOCTOC 600 

COGCTAAAAC GIOO0CIQCA GCACATGOQG AACOOOGOGT TCAACTOCGT ATATGCOG3T 660 

GGTTOGIGAA QG7INOQQCQG GTTAOCTIGrr TCAAOCTGTT OCXCTTOQCC OCTOCICCAC 720 

AATIGAAGCC ACCIX7TTGAA CACTGQQGAT OXCCCOOCC CAAANAACCA NAAACAAAAC 780 

CCATCQCTEA GGINCOOCNG NC1GTCCOOG AAATTAANGC OGANOCNCNC TCAN 834 
(2) INFORMATION FOR SEQ ID NO: 310: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 858 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEETJESS : Single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1252UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 310: 

GATCTTTATC GCAACNTTIT (XZYTCVGTTT OGAOTTACQG GCX7TOGOQGA OCACAOC3GAA 60 

s0 AGCX30CAGCT CXXSAGIUTTT TO0CGAATAT GTAGTCQGCT TIGTTCACAT AOGAGGCIQG 120 

TTCAGCTGIC ACCTIGTGGA AGAACTTOGT CAACATCTIG GOCIGAGAOG GAGGADGATC 180 

CTQQGQCnC GATOOGICTT OGTCGIGCIC COCTACAOOC TTADCGAGTT TID0QGTOGA 240 

55 ACTAGIGAAC ACT30CATAG CCTOGCAGTT AAAGIGATCT GGCAATATTA TATTCIAGTCT 300 
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(i) SEQUENCE CHARACTERISTICS: 

(A) IjENGTH: 841 base pairs 

(B) TYPE: nucleic acid 

(C) STFANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MDUBCUtiE TYPE: ENA (genotdc) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1253UP 



TICTTCTTTT CTTCATICTT TTACQCTOOC GATAGCOCAC GAGCTGAAGT TITOEACACT 360 

TCACACATCC CAGCACTQOC ATCACGACAG ATCTIGAAGA TCAAATCTOG CAGCTACATG 420 

CIGCATTCIG GIGCITQQCT TAGCAGEAQC GGCTAAGTIG CAACTACATT GTOOCCATIC 480 

ACTCAGAAGT AOCTO3GTTA A3CTCACTAT GOGCTTATTC OOGAGOGAAG CXGAGCATIG 540 

TTACAGCAAT GATGAGAAGA G3CTATTGGrT ATCTIAACAT AAOQOCAGTA GTOTTATATT 600 

TACCACTAAC CATAGAAAAA GTACAGAATA TOOCTAGQCT AOGAACIGAA TCAATATOTT 660 

Gcntxcaac cax=wacNTA taocaatcaa taataaatig gatttgceaa tatctnoqqc 720 

AIATCCNQCC GGQOOOOOGA NNOXTOCAA CTTATIQGrIN CACM^NOCCN TOOOXXIOJ 780 

15 TITIWHTI W TCNNQGAACC COOOOOOOCT CATCNKX23N TC30NTNAANA TCAWEACOCT 840 

cccrrasnoc oxnooct 858 

(2) INFORMATION FOR SBQ ID NO: 3 11: 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 311: 

GATOCTAAOC AAGCIGATIG ACTOCAACTT TOCACTTOGC ACATIOGACA AGCTGTIGCA 60 

GAQCTOGAOG GC0CT3GG3G GnOJICJGCTC CATATIGGGA TCAGATO3IG QCTGTACAGA 120 

CACGGAGGCA TTOQGACAIG AOOGAAAAOG CAAGAAGTTG GAGOCOOGCT TCCOG3CGCC 180 

TCCQCOGAGC GTOGCACTOG GOOOGOQOCA TOOCCGATAT AAITCIGAAT TOQQOCTCAA 240 

CTACTTGQQC GAGAGCAAQG CGCAGQOCAG OGTGATGCTC COGCAGCTGC AGCAGOGCTG 300 

GAACACAGCT CCTOGACAAC AACOCAGACA ACAGCATAGA CAACATOGGC AGGOCGAGGA 360 

AAQQQGTICA CCACCAATC3G CICITOQCTA TCOOOCTOCA ATOITAATGA ACAGCAATTA 420 

TACATICCCT GOOGQOCOQC AGCAGOOGCT OQGOCOGCAT CXACAATOQC GIGOCIOGAC 480 

GCAGCAATCT GATOICOCAG CTAOCCTOOC O9GAATAT0G GOCTAGCAOC ATOGTOCCAA 540 

CTICCCACAG COCOCAOOGC TGACTAGICT TTK7ICEAAA CATCAGOCTC ATCACKX3CA 600 

GCCTAATCAG CIGCCTAOCT CCCMGCATA TCTACAACAG AT1TOCCTAC TCCAATAGCC 660 

CAOT1CJGAA GTICIQCTIQC TTAOCTK30G CXXSCTOCOC TTOGOCftKIN TATCCITGTO 720 

NNNAAAACCW AAQXNNGTT COOCICTGOC NGAATTICTA CTTTTACCCT OOGTrATTCC 780 

55 NTAAATCATA ADCCGGTTCA ANAACOCTTT CCTTGACmT ATCTCATratf GCNWKXEOT 840 
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C 841 
(2) INFORMATION FOR SEQ ID NO: 312: 

5 (i) SEQUENCE CHARACTERISTICS: 

(A) LSOGTO: 842 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

10 (ii) MOLECULE TYPE: ENA (geronic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1253UP 

15 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3 12: 

GATOGAOGAG 1TOGATOTIG AGAOGTTCAA GAAQCTCTIT GOGAACT3CA TIOQCAAGGA 60 

TGriQGATOItS QQOGAGGITG TCQOQGAGTA OOSACIGATA CTGOOGIGIG AGGAGOOGQG 120 

T0QGGTGO3G OGO3OQQ0QG OOGGTGAOQC G3CGGAG3CG GAAACQGAAC 0GTITTO32A 180 

GGAAGAGAOC AAAGAGA3TA GGATCA3TCT GQCTOCAAAG OCAATIGOGA TVGHJL'VIXJV 240 

AAAGAATOIG TOQGAGAACT GCICTGTGCT GTACX3GTTTC TATCAOOGOC OGACTTICAT 300 

CAGGAAGCIG GACGACCICT ATGAGACAGA OOOGOGIGAG TACAOGCACG AGCW3CTAOG 360 

CTCCTIQOOG TTC7IQCTAOG CICTCATOGC AGTQQGTOOG OTGTICICIA GCTCCATOCT 420 

OCCIQGTOGG GGAAGOGAAG ATQOGGQCIC TGCAGQCAGA ATAACAGCGG CTACAITOQC 480 

GGATACQGAC ACAQGQCAOG CTIKTCTOCA CGACGAGQQC TAOOQGTACT ATOIQQCIQC 540 

GAAAAAGCTA GIGAICICAC GAAOQOOOGT GACACOGAGG OGAATCAAAC CTiOTlOJLU 600 

TITOTGITCT OOCAACTICC QOGOGGTCNC OCGGQCATCC GTTTTICK3C OCN3CTATNA 660 

ATTCnSOXN OCINNAGANT CCAOTZACCC OOCOOOGANA ANTAAAAAAA TTTOOOOCCC 720 

CAAOOG3AAN TCOTtfOOOOG OTTTACOOOC CTTANAAANG AGGTmTTA AACAAANDQG 780 

GGNGCCCCNC NCCCCOQ3W OONNACATOC OCOOOCTAAA TOQGAANATT NNCOS^AAOC 840 

GC 842 

(2) INFORMATION FOR SEQ ID NO: 313: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 836 base pairs 
45 (B) TYPE: nucleic acid 

(C) STOANDEPNFSS: single 
CD) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

50 (Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1254RP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 313: 
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GATCGGCCAC ATTGICOCIG AGGCCTATGA AQ30G3CCCA ATTOOQCTOG TOCAAGAOGG 60 

TOACGACAOT GTCATOGAOG CCGAGAACAA TOCCATCAAC CTCCITGTOC CAAAAGAAGA 120 

AATK3AGIOG OGCCGQQCTC GCTCGACCCA GCOQQCTCCA CQCTACAAGA Q33QCA0QCT 180 
CGCCACCTAT TCTAAGTTTAG TC7TCCAADQC CTOCAAGGCT T3TCICTIQG ACAGQGAOGA 
CTAGCACCIC GACQCAAGIC ACIMTTATT AACAAGATTA TGTATATAAG CA0C0O3QCA 

TCICCATTCA ATOGACQGCA TATCTAACAA AAATOGAQGA T3CITCCCTA TOCTCTACAA 360 

ATCTCAGGAT GTCGAGTAOC TTTCAGGKTT CTGACTGAAA TAAATCITGA ACTTIGATAG 420 

TA LTI ' l'l MG TTIGAAAAAT TTTAAAATTT TATICTATOS CTGICAOCAC GAGIACICAX 480 

CITCAOOCGA CATTADQQGT AOCTGAAGftG C1TATCIATC GATAACATOG OGACICAGGA 540 

GGCGGTATTT ATOGGGCGCA ATAG3CAGAC GAAGGTIGOG GACTICEATT TQQOGAOCAA 600 

GACTOICCAT TQGACIQGAA AGTIQCAIOCT CIAT3GAATC GGTTQGAGGA POsCKKXKG 660 

<3gCTITIsNGC CATPGAAGGC GNCAACOCGA GtfDACIOQGN AATTTA.T3GG GCNAAAAACT 720 

TITOGICACN CTCNNOGAAG CACAATNC3T CQGCAA^IAA NAAAAAN3GA ATTCN3CNAT 780 

TIGGAGCCCN AAACCINTAC N1N3COTQGN GJ^GGGTIANC TOCNOTTOCN AN3ICN 836 
(2) INFORMATION FOR SEQ ID NO: 314: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 850 base pairs 

(B) TYPE: nucleic acid 
30 (C) STRANDEXNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ESMA (genomic) 

(vi) ORIGINAL SOURCE: 
55 (A) ORGANISM: PAG1254UP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 314: 
40 GATCTCIGGT ACCOCAGCAG OOCTGGOGGG GAOGTOGCAT T3GTPGACITC TCOOCCAGGT 60 

AACCQG3ICT GCTCTCAGCC QCTTCCCCAC ATTGAACTTA AGCTTCTEAG OGCTACTCOG 120 
CITCATTTIC TOIQCOOQCT OGAOOGCTAG CGTCATACTC CXX3COGK3TG QOOGACOGOG 
45 GGCCGCCATC ACAGGTAICT ACAGITCAAC GG0O3QGTO3 CGATOCCAAG OQCAGICIQG 

AATCTCGAAC GGTOCTACAA AGAAD3GATC OGIGQCAGAT CGAAGCTATC GftGAAGCTGG 
TOGGQGAATT GAGTGAAACT ACADGAAGGC AG9CTGTCAG ATCTOGTAOC TCTOGCATAC 360 
SO AGTACGAGAA QGACTOGQCG ACXSGTICTICA GAAATCAGOG CAGTGTIOCAG T9CQQGGAAG 420 

CGIGCAAAOG GAACICGGAA ACAATOOGAC GGAOCTACT3 CCAGGTCCAA GCCCTTTOCA 480 
CGGICTCACA GCTAAGATOG TGACIGQCCA ATAATTICTC ATGCTQGTAT TOGTCTGTCG 540 
SS AOGATTATCT ATTO30XTCA GCCOITCATA TTTAGGTOOG CTQCAAAOCT G3TGACATCA 600 
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CGATTX3CACT GTATATATGA TOGAGTAATT CGCATACACT GAAAATCNTA ATAATCAATA 
AOCCATQOCN CNACICGNCA ACTIOJCCNC TICN3CTCCN GGTCAAATCC OCTTCACTAN 
Tl'l'riTlCAT TOOXATI^IN ACOGAACTTT ACNAATOATG CAATGANAAC CNOOOCTCOC 
AAACCTANAT CLTmNTIN NQ3CT00CNN AC^JGTIWCCN TTCCNOO^ MOLXJsClTIN 
ATTCCAANAC 

(2) INPQRMATICN FOR SBQ ID NO: 315: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENCTH: 827 base pairs 

(B) TYPE: nucleic acid 

(C) SraANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: QJA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1255RP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 315: 
GATCGIGTCG TCAQQGTGCA TIGCAGTOGG CCTGAAGAOG GIGOGGACIG AT0QG03QCC 
GAAGAAGCTG TCGCAGCTAC AGGCGATTQC QGCTGTOQGT CAGQQOOQQC TTATTOCX30G 
CTQGGACTCC CTCTICAGAC CGTICAACGA GAAGATIGOG CAGATTTICT TCACAOGGAA 
CGACATAGTT GACTOGIDQC AGTATAAGAA O30GCAGAAT AOCTIOCAOG AACTQCIGQC 
GATOQGCXjIG AOQOQGATIG TGAAOGAGAA OGACACQCIC TCAATCAGOG GAGIGAAGTT 
TOQQGACAAC GACADQCTGA GTOOGATCAC AGOQQQQCTG ATOGQOQCftG ACTACCTGTT 
OCTCATCACG GAOGTGGACT GOCTATACAC OGACAACOOG OOGAOGAAOC CQGASQCAAA 
GCCGATCTIG GTQCTQCOQG ATCTCJICACA QQGACTOQOC QQOGIGAACA CXTICIAGIOG 
GTTO03GTICA GGICTQQQCA OCGG033CAT G30GACGAAG ATOCITOCIG CAGACCD3GC 
AAOGAAOGCC GGGIGCATAC GATTATTATG AAGAGTCAGC GQOOGTOGAC ATOGTGCGGA 
TCGIGGAGIT CATOGAATOG OQCAGCAGTC CACT3CAGTT TCK3CT3AOG CGAGftCTTQC 
AGAOG3ACGA GCTGAATITC TTGCAGAGCA CX330GICCCA CTACACAD3C NCTTCNTOCA 
ACTTIGCACC TCCTGAACNA CNGAJTCNTC ATOCONOGTC TCIGACNOOG NCXjTATCTAA 
CAGGG3CINA GGCCCCCOCA AACAACK3STT OCCACGTITSrr CXX7ICAG 
(2) INFORMATION FOR SEQ ID NO:316: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 836 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECMESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: 1256RP 

5 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 316: 

GATCTAATGG CMTCTOOCT ACCAAATQGG CCCAATTGIA TATIGQOGAT CTTOCEACAG 60 

70 QQvACTQGTT TACGGATCCA GOGAAGATOG QGAGAGTTCA QCICTIGGTA TIGOOGACAT 120 

TCIGTTCGAAA ACACCAGCTC CAAACTCGAG GCCATATGTC ACTGTCATCA CAGCTOCACT 180 

TATCXX2IGTT GITOGOGAAA QGICIfcGCAG TGATATIAM GOT3CTATCC TATATOOQCT 240 

15 AAATOTTCrC TTTIOGAAGG TTOCACAATT OCTGOQGOCA TICAHAOCIC AACTACAGftG 300 

AACATTTGTT AAATCICTTT OOGACTCAAC CAATGAGAOC TTAAGATTQC G3GCOGOGAA 360 

G3CACTAGGT ACTTTGATAC AATATCAAOC AAGAATIGAC CCTCTOGTOG T3GAGCTAGT 420 

20 AACAGGOGCT CAGCAGGCCA CIGAAAGQQG AGEAAGGAOG QCTATCTIGA AGQCATTOIT 480 

QGAAGTTCnC TCCAAA3CTG GCAGCAAGAT AAGOGAAGCT TOCAAAGCIA ACATCATIAG 540 

ACTTOIGGftG CAAGAGATGG CATCCACAGA CAGCAAGTIT GCAGTOGCIT ADGOCAAGCT 600 

25 TCTAGGK3CA CTTICIGAAA TCA3CTCT0C GGAGGAG3CG CAGAGCATAC TTCAOGAAAA 660 

GroCTTGATC CAATTTTGAA GANQCACNGT AAATTQQOGfT CM3ACQCJCAC TCTATCCTOC 720 

TACCCCICTA O JX 'lCiUOCXS CCA3NCAOCN AIOTIGACIN TnSCTOGIGC AOOGATCDQJ 780 

30 ATCCTTCCNN CACAOGTTIN CCCNINSNftT TCOCCCCNAA NGAA^TOAN CCCCCC 836 

(2) INFORMATION FOR SBQ ID N0:317: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGIH: 841 base pairs 
35 (B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: ENA (genordc) 

40 (Vi) ORIGINAL, SOURCE: 

(A) ORGANISM: PAG1256UP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 317: 

45 

GATCAACIGG TCQGGOG33C TOCAOCAOGC CAAGAAGAGC AATOCTTCX3G GGTTCIGTrA 60 

QGTPGAACGAC ATTOITCTQG OGAITCIGAA TCTOCT0O3C TACCACCCAC GObTlL'lGTA 120 

5o CATIGftCATT GATCTQCAOC AOQGftGAOQG TCTOCAAGAA GCATTCTACA CTACIGACOG 180 

CGIX7ITCACG GICTCGTICC ACAAGTACAA T3GIGAGTTT TTTCOGQGAA OG3GQGATTT 240 

GGA1GAGATC GGAT9CTOQC GOGGCAAGCA CITl'IOQCIG AATCTTGOOGC TCAATGAQQG 300 

CATCGATGAT GATICCTACA TCAACTTATT TAAGAGCAIC ATAGAOOOQC TAGITACATC 360 
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ATACAAGCCA ACAGTAATTA TTCAQCAATG TOGftGCAGAC TCTTCQ3QGC ATCACAGACT 420 

GQQGTOTTTC AATCTAAATA TC2GAGCCCA O3Q0GAGTOC GTCAA TI'HjT GAAGTOCT1L' 480 

5 QQGATAOCTA TOCTATCTOT CGGTO3TOGA QGTIACAOCC CCAGGAATOT GICQOQGCTA 540 

TOGACCTAOG AGACAQQCAT CCTTAATGAT OTOCICTEftC CITCA3ATAT COCSGAAGAT 600 

ATKXGITCC GOGAATOGIT OGGTCCAGAC TATCTCTOCA CCOTGTCCTT GGATCANTIN 660 

70 TOCAAAATAA AOtfCOCAAAT TACTQGANAA NATAOG0N0G (37TTTAAAAN NEAAATINIG 720 

CNGGGGCCAT TITCNCNTCA NNOSAATATC CTCCAGATIT CCGTITAACK AAAAAAAAAT 780 

GATCQGAANA ACCAAAANAT NOLTIUNTAA CANINAA3AA NXTTOCCTJN ACTCOTTAOT 840 

75 C 841 

(2) INFORMATION FOR SBQ ID NO: 318 : 



20 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 841 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDKENESS : sijngle 

(D) TOPOLOGY: linear 

(ii) MOiLECULE TYPE: IXC^ (genomic) 

25 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1257RP 
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(Xi) SEQUENCE DESCRIPTION: SBQ ID NO:318: 

GATCACTQGT GTICACCAAQG GCTACAAGTA CAAGATGAGA TATOTCTACG COCATITTOC 60 

CAICAAOGTIC AACGTTGIOG AGAAGGAOGG CGSGAAGOTC A1TCAGATCA GAAACTACIT 120 

GQGfPGACAAG AGAGTTAGAG CTCTGCCTCT CAGAGAGGQC GICAGOGTOG AGITCTCCAC 180 

CAAOCAGAAG GAOGAGATIG TTTTGTPOQGG TAOCTOCATC GAAAAQGttTT CTCAGAAOGC 240 

TGCTGACATC CAGCAAATCT QOOGTGCCAG AAACAAGGAT ATCAGAAAGT TCTTOGAOGG 300 

TATCTAOGTT ICTGAGAAGG GTCICA3TGC OGAGGAAGOC TAAGTOOCIT ACIGAOOGTA 360 

TCTDGATAAA TAATATGAGT ATTATCTAAT CAAAGAACIC ACTGCTITTT ATTOGTOGIG 420 

TTTTOGTCAA AOGCTCTTAT TAGOGCCGGG GTTAGAGIGT GGGAATACTG G0GITAIAT3 480 

CTTTAGAAGT TAICTTAAGT AAATTTAATO TCCTATCAQG GOCACAGOCT TA3CAACTAG 540 

GK3CAGCTAC TQCITTAGCT TGOCACIGIT CTQGAACAGA AGATATA1TT TATCTCTCTC 600 

GITOQCACCA TCGTAGACAG GTTCAOQQCT TCCTTGCAGG AACGATOGAA O30CAGCTTT 660 

OQGOQGTOGA AGTTATAGGA AOTATOGATT OCAATCACAG TIGGTCTOIT AACNANOCTG 720 

ATITOTOCAN ITIUJOSICT CNGAAGCTNC ANiamOT TGAOCNANCA AAOGOGQGAN 780 

ACOCCTAGQG CTOtfSJAQQCT TCAATOCNIT AAAANANITT COTIGANAAA NCATK27TAA 840 

T 841 
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(2) INFDRMAT1CN FOR SEQ ID NO: 319: 

(i) SEQUENCE CHARACTERISTICS : 

(A) t.ftocttH: 856 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MDUBCULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1257UP 



15 
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(xi) SEQUENCE DESCRIPTION SEQ ID NO: 319: 

GATOQG3CCG CIO^ACACT C^GTAOCTC AAAGGAATAC GftGTTTCTOG CftOGCTTOQC 60 

GTGICCSGAT GCACAGAAAA TCGATATGTA CA1CAAGGAG CCQCAAAACA ACTAOCICTT 120 

TICQGGAACA GAGTACACTT TCCAAAICAT CTGCAGQOCT GCftGAOQGOC TCACTCACGA 180 

20 TCCAIACGAC GCGCAAGC03 CIQOGOCAAA TCIGATfiOTC GTOCftGICOC CATQOQGCAA 240 

GA1CEACCCT CTGAAAAAGG OQGAATOOGA TGTOGAATTT QQ0GTAT30G AAGCTAGQCT 300 

AAAAGIOCAC GAGCCMQCG TCTQGCTQGC CCTAATTACC TCTCftGGCfiG GIGCIGGriG 360 

GlQCftCTTIC GCGAAGTK3GA TCTCIGTITA ACACCTAGAT GCEACACAGT CATOCACOCC 420 

ACGAAATTAA TAGATACTAC GQCTACATAC AAGOCCTATA CmCTTAAT ACACTTQCCC 480 

TATATTGAAT ATCICTACGA ACTATA1Q33 03AGQCACTT TCAAAATCGG TGAAAAAAAA 540 

50 TOCACCACTT CGAAATCCAT GTIt ' lA TGAG CTTAAACAAC ACTQC7ITCIT GAAGAACAAT 600 

ACCCTOCCAA QGAAATCTCA GGTACTOGAA CXSGCTCTCA ACftGATICTT AAAGATTQCC 660 

AGTOTIGEAA CQGAATOCAC GITOGCIGAA TQCIQQGAOC GACATCftGAC CCTTOCATTG 720 

35 CTACAAAATC AOICTATACG GKGAGOQCCT GINIQOCCNA AAAANAAANA OCAOTGAAGG 780 

ACNCATTOK: ACITCAACN3 AGNCAATG0G TSO03IGADG OQGNINITrC GJTICAAGOC 
CCAAGGACAA NAACGC 
40 (2) xmpORMATICN FOR SEQ ID NO:320: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 724 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEEWESS: single 
45 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1258RP 

50 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 320: 
GATCCAACCT TCTACTAQQG TATITITOOC TAOCICAGCC TOCAAOTCCA TOOCATOQCT 
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AAOCAAGATA ATATTCTCCT CCP&TPGATC CATATOl'ICT OCOGACT1UG CACTAATCG3 120 

GATCACTOGC AOGTTTOCAC OCAGA3CTIC AQCATGTA3T TCATQCIGIA GCAAATCATT 180 

CATTATTTTG TTCATCACAG TTKXTITK: TTCTOO0GAC CX33AGTTTICT CX^CCTK3oT 240 

TATOGOGACA ATCAGCICAT TCCCTGATTT TTTGACATOC TTAATOQCTT CAATOGTCTC 300 

GGGrriTAATT GftGICTTOQG CftGATACTAC CAAGACAAOG ATATOQGTAA TATTOGOQOC 360 

ccoitcccix: atcticaaaa atocttogtc oooqqqocta tccaaaaaog tcmcttoog 420 

citogaaaca qgrtctgacaa octogaaogc agcaatctdgt tctotaatoc caccaaactc 480 

ct30gaaaog atoctogact tcoqcagata gtccaatatg gtogtttk3c ogtigatcaac 540 

gigaoocata atogtcacaa caqgk3qoog giocticags g0ctto3qgt ctocagqcig 600 

citcaattca togtaaacct tctccggfigt gacaattocc toooqgagqg cagitogtag 660 

ctatctgcic ocaatatagc to3atctagt cioctogaaa tatgtactoc gcck33cttt 720 

TCAA 724 

(2) INFORMATION P0R SBQ ID NO: 321: 

(i) SEQUENCE CHARACTERISTICS: 
25 (A) LEN3IH: 853 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOIjOGY: linear 
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(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1258UP 



(XL) SEQUENCE DESCRIPTION: SEQ ID NO: 321: 

GATCCK7ITT ACAACTAAGT T0GCA3XXXT ACCAQQQGAA AATA3GAAAT AOCAACTGTT 60 

GTA0TOCGAA OQCTAGAATT CITGTACAAA AACOGCGGCA TTCAGGAAGA AGCTAIATTT 120 

AGGTTAAGOG GATCCAGTTC TCTCATAAAA TCTITOCftGG AGCAATTTGA CAAAGAATAT 180 

GAOCTQGATT TOIGCAATTA CAACGATAAA CTTICTOICA CAOCAGGAAA OGAAAATCAG 240 

QQ03GTCICT ACCTCGATCT GAATAOOGTT TCAGGTITAT TAAAACTATA CXTAAGAAAG 300 

CTTCCTCATA TCATCTTTOG GGATOCTOCA TATATOGA3T TTAAGAGAAT OGIGGAAAGA 360 

AAOGGAGAT3 ATAGCAAACT AATAGCACIC GAGrTICAGQG CATIGGITAA TIDOQGAOGA 420 

ATTGCCAAAG AATATCTOQC CTTAATCTAT GCATK7TIOG AGTTATP3GT GAAGATCAOC 480 

GAGAACAGCA AATATAACAA GATCAATCTC OQGAATTIGT GIATOCTATT TTOQOCAADG 540 

TTGAACATAC OOGIGAATAT ACTACATCOG TITATCACT3 ACTTTQGCTG TATATTOCAA 600 

GATAAQOOGC 0GATO3AGAA OGGACAOGGT CAACATACAC ATCOOGCAAT TTAGTICATA 660 

CTAAGTAAAA TACTATTAAC TTAGAATATC TGATAAGTGT TTTAATTACN TAACi'IUGTA 720 
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TTAGICCNAT TOINTAATAA TIGAATAIGA ATOCNITATT OTCICINANT CAAIOTCTCA 780 

CGA.TIX3GATT TACACCNQCG TCTGTIAANGA CNICTAGCTT QCTCATCOCA NflTCTCANTT 840 

NCTCCOGCTT NCA 853 
(2) INPOKMATICW FOR SEJQ ID NO: 322: 

(i) SEQUENCE CHARACTERISTICS: 

(A) ISX3TCH: 836 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1259RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 322: 

GATCACACGA ATATTCCQQG ACTATTICTC CATOCTTOQC QGCAAOGOGG CCTOOGCATC 60 

QCQCGIGAGC GATTO3GCCT CGITGATCAT CACACICTIG TACCTCOGCG CTAGCCCCIC 120 

25 CGATCCQCTC TOGAAATCCA OCIGCTOCAT CT30QCAATC TCCTICAACA ACTOCTGAAT 180 

CACGATCOGG TCATTGTC3CC (XATGTOQCT CGQCGIGATC TOGATGTGGT ATQOGCIGCT 240 

GACGACGTTG AGCTCGAGCT TCTTGTTAGA T3GQCTAACA AATIQO0GCA CATCAATCTT 300 

30 TAATTTOTAT ACACCIGCIC CAAAGATACT TOCAAGGAQC COCMT3CACC GTCICTICTT 360 

CCCACTICCA TIQGGOCQCT AAACTAAAAT AT3QQGCAQG TOCTIOGCAG AAOOTGCEAA 420 

AGCCTCGftGC TOCTK3GTAA GGGATQCOGT ATGIGAAAGG CIGGICAAOG ACTTCJQGICT 480 

35 ATOCTICTCA ACCCAAACTG ACATATTCCT GTICTATOCTG AGATQQGCTT TICTOICTIG 540 

TAGQGAAGCT GAGCAATICA GICGCAA1TA AATICATTTA GfiJTIOQOGTT TTAGCACAAA 600 

ACGATATOCC CICAGTTAAGG CCAGAATACA TACAOC7TACT TGGOCTACTA CTTTTGACAG 660 

40 AACTAAAGCT CICACGAGAT CGCTOGAGGA GATGQCATCT ATATAACQCN CAATTACTCT 720 

GATOCNAAAA ATCTTOCACC CNTOCCITTT TANTICNGriC GACAACTANN AGAGCCTOTA 780 

TCNAGTICCAA ATITTNCCAA ANCTGGGAAA ACCTININOC GTQGINTATN AACACA 836 
(2) INFORMATION FOR SEQ ID NO: 323: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 851 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SCGRCE: 
55 (A) ORGANISM: PAG1259UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 323: 
5 GATCACCOOC CAAATCftGCA ATAACTOGAA AACTGTOOOC AGTACCnTC AAOGQQCATC 60 

AAOCTAAOQG CG03CAQOQG TCATQGCTAC TOGACTQCCT TTCTATOOCT CACACT30GC 120 

CICTTCGTOT GOOQCAOGIG CTIUI'KMG CTAGC3Q03C G30CXX3CT3G ATCTAft30GC 180 

^0 A03TCTCTIT GTACCT33GT CICAOGTOCA CATOCTCATC CKICCGCTTG OGAATGAGTA 240 

GATCAGCAOG GAGAOCATQC TAGGCAG33C OJl'lUJUOGA Q3T3GAAAGG TTOCAGCATT 300 

GAGCT33AGC AQCAAGATCA CATCACAG3A TAGTEAGrPOQG AAGAAAGfiGC TATCTOCAGC 360 

75 CTACAGCGIA GTQGATCAGC GGCTTTO30G CAGCATOGAA GAATOCOGAC CTAGAAQGIC 420 

GGAQGTTICTA TIGCnOOOG TTTCTAAACT GAAACCTOOS TOQGATOIGG OGATACICTA 480 

OGAAGAAATC GGGCIGOGQC ACTITQGAGA GAACTACGTC CAGGAGCK3G TQ3QGAAGQC 540 

20 AGCAGAGCIG 00GG30GATA T0CAGIX3QCA CTITATOQQG GOOCTGCAGA CTAACAAC7PS 600 

CAAGGACCIG ODGAAQCTAG TGAACTOCAT QCOSIGGAGA OCATOGACIC QCTAAGAAGG 660 

CGOGGAAGCT GAGGAGQOOG TQOGAAGTTC CAGCOSAGCC OQOQCA!ICIG TGTTACAFIG 720 

25 AGIGAACNCT CK3QCAACNC AAAGW7TIN CNQGATCAGC NACNGOGCAC IG ' KA T IL ' I T 780 

CINCCAAAAC AAAOCTIOCC TOOOOGAQGA TAAATOOTOC TO3ACCCT0C COGOGAAGGG 840 

AACCGATOCC C 851 
30 (2) INFORMATION FOR SEQ ID NO: 324: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 832 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 
35 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genome) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1260RP 

40 

(xi) SEQUENCE DESCRIPTION: SBQ ID ND:324: 
GATCCICAGA GQGOQOGCAA GAAGCTTOQG COGAGACACT AAOGATCTTT G30GAQGITG 60 
TGCTGTATCA CAGTIGAGCT CTAQCTTOCA CTITOGGAAA GAGOQCTAOC CTAQCTQCAT 120 
GAAAAAAAAG TAAGGCTCAT CAGITTATGC AGAGQCAAGA ATAAGTTCGG TAGAGCCTTA 180 
CTICACAAGC GIOGCTCTAG OGAGOCATAT TATTCTATGG OOGGCAAGAG AAGACOGAAG 240 
AAGGOCAGAG CTCCATATCG AAAGEAGGIG GOQQCTCAAG GG7TIT3TQCA TAOCTAOGQG 300 
GTnCCAGTA CIGAGAGTTC AGCACAOGAT GAAAGOQGIT TGTIOOOOGC AGACAGK3QG 360 
GTGCAGCTAT CT3ACGATCA TAITOOGAGA CGAdTCTIG ATATGACACT TTOCGCAAQC 420 

55 



45 



SO 



663 



EP0 866 129 A2 



QCAGGGITTG CXX3GT33AQC GQCftOOCATA OOCTATOCOG GACACTCAAT GGIOCTTOCC 480 

TOGGAGCTGC POVrrrVGGT TCTGTCCAAA TOCAAAACTA TTCAAACACA CTICATOCAA 540 

5 OTC7IGCAGQC GGTOCTATftT CATGICTCTG OCATIGA.TCT AOOGAGCAOC AAGGCTCTOC 600 

AGCAAGACTT CTACAAGTIT GIQGAGACAC TQCT33CAGC OOGTAAACAG AATTACQQGC 660 

AATATICCIC GATCICGACC GTCCATCAAT ACCNNANOQC AAAOCTITIC CAAGCTOCTC 720 

70 CCCTTOCICC CACCCITGAC ATICCQ3CCC CAAACACTOG TATOOOCOTG AATCTTAOOG 780 

CNbKrCNOTT GCAAOQGATT TCICINITCC CAAOGTIAKC GAACNCNTTC AG 832 
(2) INFORMATION FOR SEQ ID NO: 325: 

75 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 846 base pairs 

(B) TYPE: nucleic acid 

(C) STTONDEENESS: single 

(D) TOPOLOGY: linear 

20 (ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1060UP 

26 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 325: 

GATCGACCGG CCGCCCACGC CGGTOOCCTG QCTGAAGOOG CQ3CCCTGGA TCAT3AACTT 60 

GQG3ATCAOG QQGTOGAAOG TGGAGTIGAT GIBGOOOGOG GAGQOCTOCT QGCTCITTGC 120 

GAGCGIGACG AAOTTOGCGA CGGT3CX3CGG AGOGADGTOG CCGAACAGOC OGAGCAOGAC 180 

AQGGCCCAGT GGCIOGTQGC CGTOCTGCAG ATOGAAGAAG ACAQ3GTCT3 TGAQ3GTQQG 240 

GICIQCG03C GOGAACGCGC AGAGCAGOGC CICT30GAGA AGGAAGAGGA OCTOCATK3G 300 

QQCTC33CTOC GGGAGGCGGG GGAOGOOQQG GGAAAADQCC CQL'i'i'lTATA OGOGAAAAAG 360 

CTOCITCQGC TACGTCAQCTA GAGATACAGA G3CGIGGACT 1GAG3CICIG CAGCATCAGG 420 

CGGICCATCA TCTOQGQQCT CA3CAOGTCC GAGEAGOOQG OQCTOQCX3CC CIOCAGOQCC 480 

GCGGICAGCG CTOGOGCACT G30GCTAGAC GOGCTOGTOC CACIGGOOQG CTOCADQGSG 540 

TICIGCICCA CGGQCACGAA QQCOGOGCCC TGQCCAQQCT QGAAGCOOQC CAGACGCTGA 600 

TCGCGCCCAG CQOOGCCGAC AQGTOGAAQC CX3GIOGACAG CAGGCCCTTC TOCAGCAOQC 660 

TCTAOG003T G3CGCCTCTA OCTICCOCNA ANANGIOTAT CITGAOQCAT CACOGTICOG 720 

CCCCCQCIGC TICCGAACCA AATCOCTOOC NCTEAACCAC CNITICAN3C 07ICACTTQC 780 

AoocragccA o^rrrciac arrTACGrcc caatocogtc tococngqqc gcitagcndg 840 

QCTQGT 

(2) INFORMATION FOR SEQ ID NO: 326: 

(i) SEQUENCE CHARACTERISTICS: 
55 (A) LENGTH: 835 base pairs 
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(B) TYPE: nucleic acid 

(C) STRANDELNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencniic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1261RP 



10 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 326: 



15 



GATCATAAAC 


GAAGAAXTCC 


TAATTAACAA 


TI'IUIOCTOC 


A1CTACTICC 


TCAGTCAGAA 


60 


ATAQOGATAT 


AATCATTAGA 




GAGCACTTEA 


GCAGCAOOGC 


ATOCCAQCAT 


120 


AACCCOCTOG 


ACICAGGGCA 


GTAIX300GQC 


T99CAOCT0G 


OCACCTCAIC 


GCAGGOGAGA 


180 


CAC7ICCACCA 


CIODGftGCAC 


CX7IAGIATIT 


AIT^CTTTTCC 


AO/l'lUAAAA 


Ai'lTlUGACC 


240 


GCXXEA030C 


QCAGAGQQCT 


G3AOQ0QCAT 


TAQQQCTCAC 


AGOQGTOGAC 


TOCTACK3CT 


300 


GOCOCAACAG 




GTAAOCTGAA 


ATCATATATT 


ATADCTTCTC 


ACEACAATOE 


360 


GAAATATACA 


Afioaiuac'it: 


ATAQGOQCAX 


TGCATFEATI 


CAGAOQCAGT 


AGCICIUU'IU 


420 


TAGATAGCCT 


QCTTOGAGK3 


CTTT3G£GATT 


UULT1GATGA 


TCCCCTOQoT 


CTOCAAC7ICT 


480 


CTCAAftGCAA 


CICK3QOCAT 


QGAAOOGOOG 


ATCTICAATC 


TCTOGAOCAA 


CACOGACACA 


540 


GAGAOCTATC 


TGTAULTi'lUG 




AGGATTCTCT 


CAAGCTTOTC 


CIU310JAAG 


600 


ATCACQQOCT 


GCTOQQOCTT 


G'lO-TlUIGG 


GACTICITOG 


AOCACTTCIC 


TTOG&CTTCT 


660 


TACCAOOQQC 


CATOG03GGC 


GOGCCiTClG 


QQOCTTAAAN 


AINITGrnT 


TOGK3CAIAT 


720 


ACNGTGTGCC 


CNTATACTCT 


CCGCACCACT 


OGCNICTCTG 


OOsIAGOGTIGG 


TCBGLTKXJU 


780 


TACTOCNOOC 


CCTAOCCNOC 


OCXX3CNNCNT 




NNCNNNOCEA 


ANICT 


835 



35 

(2) INFORMATION FOR SEQ ID NO: 327: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 852 base pairs 

(B) TYPE: nucleic acid 
40 (C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
45 (A) ORGANISM: PAG1261UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 327: 

SO GATCK3CAAC AACAOCATIC CATOQOGAAG TCITTCCAAT TICTC3TTCTG GAATATTATG 60 

AQGAAC3TTTG AGAAOGATAT T33GAG0GAT GATSAGGAAG ATOOCTTOCA GATCAAOGAT 120 

TTQGAOG&GG AGAAGACCTT QOGCATGCTT TCTAAOCAAG OCICTTTCTE CQQCTACCTG 180 

55 ATQGOCGAAG GTCAQGTAAA GITAGATGOT 1TAAAACATC TATOCATEAT QQQGTTGAAC 240 
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ICIGACQQ3A GACTITICCT AGAGAATCTT CTATTTCACT TTCTGTK3GC CTCAGCCAAA 300 

AAAGCAGAAA CTAAAAAGAA GCTQGGGAAT AJCAAGGAAT QCTCTTACAG AGATGACTTG 360 

TIGCAGG30G CCXTCICGCA TQ3GATCCAG GQOGAAAATA AAAAGATAAT CIGCAAATCG 420 

CICAGGATCT TTATGAGGAA TTTTAGATAC ACGAACTATA TIOGIOGICA GQCTOQCTOG 480 

AAGGAGTATC AACGTTGACAT GAGAAGGTIG GACTO9QO0G TTAAGCGITT TTTOGAACIT 540 

ATAGATCAAG AACIGGATAG T3CAGATTCT GAAGAGCITC TIGICACTAG TCIGAATGCA 600 

TATTACGIOr AACATTGAAC ATAOGIACIC TATATTAAAG TOGIGAAAGT GATCAGAGTTA 660 

TGAOGICCOT GCITITATTG CATAOCACTT NIGAATTACA GTTATIOGCT GAAT3ACNAC 720 

AAACANGITC CATTACTTAC TlUl ' lG ftCNT OQQCN3GAOC ADCAOC30QOG CCACAOCTTT 780 

GTITACCTEA TAAAAATCTC CACTsTICCGK: GTATANAGOC <INAANAATIC NITOGCICAT 840 

GOGGTCTIGA CN 852 
(2) INFORMATICS FOR SBQ ID NO:328: 

(i) SEQUENCE CHARACTERISTICS: 

(A) liENGTIH: 831 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genccnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1262RP 



300 
360 



(Xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 32 8: 

GAICITTGCA CAOQCIGGTA ATCTTICCCA CTAACTOCTA TTITIOCriG TCTOGATAGT 60 

CIGCCCTAAA GACICCCGAC GTGAT0G3CC GGQCADGGAC GCO^TCTQC TCCAAGGCCG 120 

TCACAAGITT CAQGTTCTCT TCCAGAAAGC ACTOQCGAAC TACTGTPCATG GICACAGGAT 180 

CAGTTACGCG AATICCTICT ATATATGAAG GCTOGATACC CIGAGCCTCC AATTTGITAT 240 
TCACCTOCGG ACCOGTOCCA T3CAGCACAA TOQGATAGAG CQCCACATQG TACAGGAAQG 
CCAGGCAIGA AGCCAGITCC GQCAAGITCT GGCIGATGAT GQCACCICCA ACTTTGATAA 

CCGCGAATTG CIGCICCGAG ACGGAAGTAA AGTACTTCAG GEACK7TICT ACTTCACGCT 420 

TAGAGCCAAT ACICTIGAGA AGCTOGATCA OQGTOGAOOG TCICTGCAGA GACOCAAOQC 480 

ccTCGnrarr cccgcttctt gcaiagtica gctictttat agqqqcacts ctcaacaatt 540 

CQCGCTIGIA TOOGGCACQG ACAGCCCATG GOCTOOGGIT TIAGATCCIG CEACCAGOGA 600 

AGCICTACTA AACAGTAGAG AGIGCICQCA AGCATCTTQG TACICOGITT ATCCCAGTCG 660 

OGCGAGITCT AGCTCICGAA AGCAGICCGT GTGQCITATA GOCTAANTCC TCOTOQGTTC 720 

CATAACCACA AACCGTCTCN TK^WTIOC TGAOTTTCAA GADCCCNANA TTITCACAAT 780 
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TINIGCATTr NIOTOGNA AC30CT3CNAT TTATTNTIGC A3I07rrEAA A 
(2) INFORMATICS* FOR. SEQ ID NO: 329: 

5 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 865 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDEENESS: single 

(D) TOPOLOGY: linear 

10 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1262UP 

75 



(xi) SEQUENCE DESCRIPITCN: SEQ ID NO: 329: 



GATCACAAGC 


T1GT1GAMC 


CAACIOJIUA 


AAATOIL'lUJ TAOGAGAAGA AAOGATICCT 


60 


TCCACTAGGA 


GAOGIGIOQC 


AAAnTTAAA 


AGGAGOCAGT AAGAOQCAGA CTAGCOOCAG 


120 


CAGAAQQGCC 


ACTAGTTCTIT 


AGGAAGCATT 


OCAGAGOGEA TACGACACTT TGAAGAOQGA 


180 


CAQOGITCAG 


AGAAGACAGA 


GACAATCAAC 


AOCAAACAAA CATOGAGAAT OCTCAOGTAC 


240 


ATGATAATTT 


ACAACACATC 


CAGGOOGIGl 1 


TATOGAACEA OGACACATOG ITlt'lU'lUJ^ 


300 


AOGATCAAGA 


GGACTACTOT 


OOGCTCTQCA 


TOGAGOCTTT QGACATCAOC GAIAAGAACT 


360 


TTAAQOOGTG 


TCXGK*JOGU 


TATCAAATCT 


GTCAGTTCIG CTACAACAAC ATCAGAC&3A 


420 


AOCOGGAGCT 


AAAT93GGQG 


TCTCJCTOOGTr 


GTOQQOGAAA TAIGATCATC AGICGGIGGA 


480 


GTACATICTT 


TTGAQOOCCG 


AGSAGCTGAA 


ACTTCAGOGA GOGAAGCAGG OGOOGAAGGA 


540 


GOQOGAC30QC 


AAGCAGOQOG 


AGAAGGAGGG 


AAAGGAAAAC GAATATOOCA COQCAACATC 


600 


TC0CO3QCAT 


GOGGGTTATC 


CAGAAGATIG 


CTATAOGTEA TO3QOCTGAA CCAOOOGTAC 


660 


OGTACGAGGA 


UUTlUb'lULU 


CTCTIGOGCT 


OQGACAGTEA CTITOQCNGT TN033GANAT 


720 


TTACNNATCN 


TCOGIGAACC 


GCAAAAQQOC 


OCATGAOOOC NAOOGrlNIGG ATOTIOTTOC 


780 


TTOCCNGAAA 


AAGAG03QQC 


OWTITNQQGC 


GTOGATCIOT TTINIGANQG 0GNGGTGAG3 


840 


OGLj'IACGACC 


NA3NIG0CTN 


TTTTC 




865 



(2) INFORMATION FOR SEQ ID NO : 330: 

45 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGIH: 832 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

so 

(ii) MOLECULE TYPE: ENA (genardc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1263RP 

55 
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(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 330: 

GATCGOGCCA TTCGCTICTO AATOTTTCCT CACAGAAGGA TTCCTCTAOC AAT33CATTA 60 

GTICAGOGAG GICCTCGCTA CIAACAGAAT UJlLTlUiU& AACTCICTTT AGGAAQGTGA 120 

ACAGTICATC TATCCTTTCA AAATTGATAC TCTGAAAG33 TTCATTIGGG QaGITAAACA 180 

TACTAGAOGC AGTCATTA3S GCGGCACTTT CTTQCJITAAT AT03ICAGCT ATQCTTTrTA 240 

GKXTICnC CICATITKA TTGG3CTTGA ATAAACCTCT AGCTATCAAA AACTCAATTA 300 

GTATCTICCT GAOCTTAGTA GITOGTOOCT CXGIG330CT AGTCATACTC ATTAAGTGAT 360 

GACGCAGCTT TIGCACAOCT TTOCCAGAAA ACACACAAAA TATTIGACGT TQGrTTAACOG 420 

TAAATTCACT AG3AGGAQ3T CTGCAAAATT GICTGATATC TG30CIGAGA AAAGAACTAC 480 

COCAGICAAT GACAAATGAG AGAGCTTIGG ACAAGCCATT ACCAACTCAT ATA0TGGATA 540 

AATAGTCAAA TTAGTACAAT AT3ATAG3TG AAC 1 1 T1 HX AATGT3TCAT TOCTACCACG 600 

CAAAGCAATC ATATTTAATA AOCTCATCTG TCATCTGAGA ACATTCAOCA AOCCTATCTT 660 

TTTAGTTIGT TAA1TCCCCA ATCAIATAAG TATGAATIGT CCATITIGTA CACAACNATC 720 

CNCTICIGAT CNNGOANATC CIGATICAAC CTTATCCQCN 00CN3AATGA ACNTOGCCAA 780 
NGANATINTN GTTmCCCN CTIGAAANCT CNAAATNCAT AOCCCGCTTA GC 
(2) INFORMATION FOR SBQ ID NO:331: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 851 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA. (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1263UP 



832 



60 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 331: 
GAICTTAAAA CCTGGCCTCC GCAGATAGAC CTTCTOCGCA GAGGCTOGAA ACCTCAACTA 

GCAAGTCGCC ACCCGAATCA GATAAGCACT AGAGTCGTTC CAGTAACAGA GGAAGCGATC 120 

AAG3AAGATA GTAGAAGAGG ACACT3CTGC CAGGCTTGAT CGGACAGAG3 GTrXAQCTIT 180 

CTGTTGAATT TTAGAGTTTC QGGGCTTTGT TTACTTCGTT TCATICTTTC GTGTAAAGAA 240 

GCICTITGCA GGCTGCCATC ATTTGCCAGT OGCCAGGTAG QGTATTGCAG GQCGACGGAG 300 

TCG3T3AAAC AGAGCAG3AC CGAGAAD3CC GATAGACAGG OGTTTGTTTG TAAGCGGTGA 360 

GftGCIGAAGC AG3ICAAGAG GCCGGCTTGG GCAQGTTGTG CGGCGGCGGC AGAGCACAGC 420 

AG33CATCCG AAGAAG3CGG AQCGIGCGGA CAGGAGCQCA GGCGCGCGAA CAGGGGGGTG 480 

TGATGACGAG OGAGACGAAC AACAACAACG CGGCGAGCTC GAAOGGCGGG CAGCTACCGC 540 



668 



EP 0 866 129 A2 



CATCQQQQCT TO0Q30GAGC TOCTTTAOGA O30CATT0CT G000GCTO3A OCACAGACM 
ACAQCAGTAC TCOCAGAACT TIOQOGAGOG 'lUl'PlUJUU ^ TCAO00CAGC QOQOCAGAAC 
TATTTITOCA CTTADCAACC QQQOGNAATO CCXXX3CACTT TM'il^JLXJAA ANACCATlTf 
TCCNCCA3CN OCX2*C0CINC TAAAACCATT TCTEACNGQG NOGAATCAAA TO3GTTC2tfIT 
TTCXXX3C00C NSftGAACACA TTTTIOCNCA CTCTTGACCCG ANINNITAOT CICGCNAACA 
TTATTTITIC C 

(2) INPC3RMATICN FOR SBQ ID NO: 332: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTCH: 801 base pairs 

(B) TYPE: nucleic acid 
<C) STRANCECNESS: single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1364RP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 332: 
GATCTOGTTT TTGTAAK3CT CTAQCTCAIA TTCCTTIGAAG GAGAAGQGIG AAAACMCTC 
OGZOXTQCA ACIACTOCAA AGAATAAAGA GCAAAATATC QCACATAAGA TCTCTTOOCA 
ATTCATTIX3G TACA3CK7TA ATACICT^A OCCITAATCT CQQGTAQQOG CAACAGfTTAT 
GCOQCCAACC AOGTTAACGT GATAATCATC TAGCTAOCOC GGOGAAAAAA AGAGTATCTG 
GAACCGCCCA GCTGAAOCAA GOQGATGAGA CAIX3QCAAOC ATATOCAAQC AIACITGAGC 
ATCATSACQC AAAACTATCT AGCAIAGTTA GTCTTC3CAGC TCAGACAGGC TTCAATOCTA 
AAOCTCCCAC CTTCACTATT CTCAOGOGAG A30CAACATA ATIGATCTIG TGACTAQCAC 
OCATACATIT TOCTACCACC CATACATACT AAITAATOQG GAAAATftGOG QCTOC7TACAG 
ATTCTTOCAT CTCCCTOOCC CAGAGQQCOG CX3Q30CTCTC GTITOCCCAGC GOQOQCAGGC 
GGOOGCAGQC OGACTGTCCT ACTAOQCTCT CCCTCTITOGC OOGTOSITAC GQCGQCTCAA 
ATTACCAANC CTOCAATTTT TGANATTOQC OGACAGTIOT GINOCINTIT 1TEAO0QCAA 
TTCC3GAATT TGQCTATTAA ANQGTAAGAC CCNNNTTTAC TIT1U7IUGRN TAAQCTONQG 
OGITCTTONG QGWmSOCTT TTNITACNQG COCCNITaQA GQQCTTTT3G TTOCCTAAAA 
OOQGINAAAA AAAAAAAGAT T 
(2) INFORMATION FOR SBQ ID NO: 333 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LHSJGIH: 832 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDEXNESS: single 

(D) TOPOLOGY: linear 
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10 



1S 



20 



25 



30 



40 



45 



SO 



SS 



(ii) MQLEXTULE TYPE: CNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1265RP 



-AS 



(ii) MOLECULE TYPE: ENA (generate) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1264UP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 333: 
GA.TCICATCT ATCACAAOCA GACTAIGATG OGACTIQQQG TGACTATOIC TCXTTTOOCC 60 
AGCQ3ITCAG AGAAGGAGTG AAAGACAAGG AOCITASTTr GATCGACICT QCTGACAAAC 120 
CTAOOOGrlAA TG7ICTCACT GATCICACIA (TTCOGATQGG TTIGAACTCA AGOQCTATCT 180 
TTAACCTTCA GAAACTTCAC TTCITAACTC TOG3TAATCA TGAACTCTAT AOQGAAGATG 240 
TOOTICQCIT GGAATACTAT GGAACA3CAA TOGAGOCTGA QCM3AAGIGAX AAATATOICA 300 
CAAGCAATCT QGAATTEATC ACAGAAGATG GQGAOGTICT ATOOGTTTCGG CAATAAATAT 360 
AGCTACTITC AAACGOCAAA CCAGAATCTA CXJICTATTOG CGTTCGCAIT CATCITCGAT 420 
TTCOCCCTQG GCTQCTAAAA ATCTTAGCTT AAOOOTCIG GQOGAAGAGG TIAAAAAGGA 480 
CIQ7TICACC CAAACTCIQG AAAM7IACCC GCIGACAAGC TIGATATTAT AGTICTCTIC 540 

600 
660 



OGICATTIAC CAGICAOCOG TOQOSAAAOG AGAQLTIL'IG CMflTACAOC AAOGACTAAG 

GGftATCITIAC CCCGACACTA TIATCCOGTA CTTCCGAGTC NNIACTCAGT O33AAAOT0C 

CI NLHTl ' JM G ANAAAACGAN TOCTTTACCA AO330GAAAT TCCTCAAACA TO3AATCCNA 720 

TCAANANNNG TTTCNCAAGA AACCAAATTT TOCATTCNAT ATGACTTAOC CAATTCCTTT 780 

TCCCCTCCN3 NTTNANACIC CAAATICCOT CCAAG3AAGA ANAMINACN3 CC 832 

(2) INFORMATION FOR SEQ ID NO:334: 

(i) SEQUENCE CHARACTERISTICS: 
35 (A) LENGTH: 800 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 334 : 

GATCTTOCTC AGAAATAACT TQCATTUICT CXACIMTIT CICAAGATTA aCATITATOC 60 

ATOICACIM3 GCATTOOGIT TCAGGTAATG CATICCCAAC AAGTOGCTTA OGATCIGGAA 120 

CAGATTOTCT TCITICTGAT TCK3GTCGAG OOTIAOCTCC AAAAGTTGAA TCTTCX3TTTT 180 

CCGOCGAGCA GGAATK3CAT GGADGAGACT TCITOICAGA CATAAACTCA AGOTQOGCQG 240 

CTCTATCTCA CATATCTICC TGACTCICTT CTGCATACGT GCGCTTACCT GGCICTftGIT 300 

CGTCCICAGT CCCTACGICT CTICTTGCAT GCATATOOCT TOTOCTCAGA TATCTTIOTC 360 
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is 



TUTT0333CT TCATTICTAG GATCTTGAAC AAAAAGTAGT TTCTTTATTCT 420 

OCAQCTGOGC £GICICTIOC AQC?rnTACT TOCGATOCTT ATEAATACTG GTTCTTTAGA 480 

TGGTTCOCIG ACTTTOGCTA TAG3CCATTG GTICCGQCGA CTTCIGAAGG TATOCATTOA 540 

GftGnCCTOCT GCTIAAAOCT GIN3TCOOOC OGTEftTITIA NCAOGGCITC GOOGGAATOG 600 

TACAOGNIG AGTTAATG3C NGCGGGTTTOC NGTICCATCC TOIGQQQQQC CX3\00CAGAA 660 

CCCNAACITO GQOGGCACNA TTTCOCKTICN CCAAACNKTIT TOGCCNAAAA AANAATINIT 720 

OCOCXAAGGN NGGANNAOGC ATAOCXXX^N ATaWJIMN AAOOOOCNNA 780 

ANGCOOKJOC OCCNGNQGAA 800 
(2) INFORMATION PGR SEQ ID NO:335: 



(i) SEQUENCE CHARACTERISTICS: 

(A) ItENGTIH: 820 base pairs 

(B) TYPE: nucleic acid 
20 (C) STOANDEXNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CNA (gencrnic) 

(vi) ORIGINAL SOURCE: 
25 (A) ORGANISM: PAG1265UP 



(xi) SEQUENCE DESCRIPTICW: SBQ ID NO: 335: 

30 GATCOGGIOG OCQCTOGTDSA AGQCAGOGAC GTOGITCEAC OGQCAA3QOG QOCTGOQOQC 60 

GTICTACCIG QQCAAOQ3GC TCAAOGTCAT CAAGGTCTTIC C03GAGTO3G OGATGAACTT 120 

CGQCTOGTIC GAGCTOQ03A AG030GTOCT G3033GCTTC GAGQGCTGOG GOGAGAOGQG 180 

35 OSftGCTCTCG OQCCTCTICGA OGraOGTIGC QGGGGQGCTT G30GGCATCA TOGOGCAGTT 240 

CT33GTCTAC CCAATOGACA CCTTGAAGTT TOGCATACAG TCIQOGOOOC TOGATAOQOG 300 

CIGGCOGGGr CTQOOGCroC TAATCAAGAC GGOGAAGGAC ATCEACCGOG AGGGGGGICT 360 

40 GCGACTCTIC TAOOGOQGOC TTQGOGITOG CATTCTOGQC GICTTOOCOG TAOGOQGOQC 420 

TOGAGCTOQG CACCTTCIDG GOOCTCAAAC GCTOGEACAT TACCXXTP03C OCAAATOOQC 480 

TQGGCATCTC CCGAGAAOGA AGIGGTCATC AGCAICTOOG TCTGCTGGOG AATGGOGOCT 540 

45 TCAGOOCTAC GIOCGCQQCA OGTOK7TAOC CTATCAAOCT TCTACNGAN3 O3OT00CAGC 600 

O0CAG3MAGT TNia*3SCOC OOCTCCEACA ANOTTICAAN TNTTTOCGAA AACACOOW 660 

AGQOQCOCOC GCmTACAA GCJI'lUbTlUC NACATT30CA Q3TNN00CNC ATOCTACNCT 720 

50 NITITITI MC NAAANTEAAA NNDCANCO0C OCNAATAAAG QCOOCnNIC OTOQCNAOCC 780 

CNGSAATAAN QGITOC32CT NNAAAACCAA NACNOOCCOC 820 
(2) INFORMATION FOR SEQ ID MO: 336: 

55 (i) SEQUENCE CHARACTERISTICS: 



671 



EP 0 866 129 A2 



10 



1S 



20 



25 



30 



35 



45 



(A) LENGTH: 819 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: 1266RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 336: 

GATCTCATCT GGAACACCCA TICAGAAOGA TITATCTGAA TATTTOQCCT TACTAAATTT 60 

TACTAACCCT G3GCTICICG GEftOQOQQQC ACAASTTAGG AAAAATITOG AAATACCCAT 120 

TCTAO3Q0CT CGQGATOCIG ATOCTACTGA CAAOGAGAIC GCTQCTOGIG AGGTGAAGTT 180 

ACATGftGTTA TOCCAGftTTG TGTQSAAATT CA1TATC03G AGAAOCAATG ATATCCTATC 240 

GAftCTACITA CCITCTAACT AOGAACATAT TCTATTOGTC AATOTCTCTC OGATGCAAAA 300 

G3CAATTTAC GAACACTICG TGAOGTCAOG AGAGGITGCC AftGTTAATGA AAGCTACAGG 360 

GICGCAGCCA CIGAAGGOGA TAGGTTIGCT GAAAAACTTA TCITACCAOC CTGACCTGOT 420 

AGATCICCOG GATCAGATCG (XQGTICEAC AAATTTAATT CCAGATGACT ADCAGAAGTG 480 

CI3¥3IGACAC ACACICCGCC GCOGAAGAAN TTCQCCTITT GSA3T0CAAC GANACATTOC 540 

ATCNAATTIC GCNATTCCTA GAADGTITIC NCTTTTAGAA TOCMCCNIG ATICNAATGA 600 

AAAAAATCIC CCNGATTTCT ACNNCOCCCC ACCITOGATT TINICCAAAA AAININNOCN 660 

cccrxrcccN Gj i riwrroc cancigaang NNOCXNoNAA A1TAANNAN0 TTINAAOCTT 720 

TIGAAAATCC CAAAADOCCC Q3GAGAATIT NTCOTTTOTT TOXCCN3Q* CN33CMJ3QG 780 

NICOCCCTIT N3G00OCXXX3 N3AANITTGA CCOCAAftGN 819 

(2) INFXDRMATICN FOR SBQ ID NO: 337: 

(i) SEQUENCE CHARACTERISTICS : 
40 (A) LENGTH: 807 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1266UP 



50 (xi) SEQUENCE DESCRIPTION: SEQ ID M0: 337: 

GATCTCTCAG CATTCACSGA AADCATQGCT AOGAAAACTT TQCTACAAGT AATCCCAGCC 60 

MCCGAAG3A CTCCCCGTITC GCT0CTGTAG COCTCITOQC AGOQCACACT TTCCAGGftCT 120 

55 1GICTICICT TQGTCAGAGT ACTAGQCAGG ATQCX7TITOC TTA1TQCAAT CACftCTGITG 180 
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15 



20 



25 



TOQCTAATCA TOQQCAGOCC TCTTVPCCGC GAAAOOCTOC OCCAGACTOC ACGTICACIG 240 

CQGACJITTAA CCAGCT3CTA TCTGAATCCA QCAACTOOCT TCAOCTTCAT TCTA3ATTCT 300 

5 CAGQCAACTC AC7ITCTCTOG AATOQOGAGA CCTTAACCTC TCAAGCAA3A GCTAOOCTOG 360 

AGQQOGATGT QCCATCIUIC TOQGAAGATC <XOQQGAQGA CAGOCAQQCA AATICIGCAC 420 

AGAATOQOCT GAAGTATTGA GICEAGOQGA CACTCZKTCAT GOQGACCT3G AHAGITIGAT 480 

70 CACTAATTTC TACTICTAOC ATQQGAGQCT TO3TCO0QCG OGTCTGAACG T1T1UT1MA 540 

ATCATCGATT TTAGAAAATA TAAGAACCQC CTPGAAIATG AATAOOCN NTTAAOOOOC 600 

G3QGGITOCT GATAQOCCCC CINTCOOOCN CTNGGNIGAA TTNITACOOC NCX3GN3QQGN 660 

GANAAANAAT TXXTGCOsINC TTOQGTTQCN AANOOQCATT CQCTTINNAA TNAAAANIX3C 720 

TTOCJ3NGNCN TNTTAAAAAA AAAAAOCCTG TTGOOOCNAT AACCAAATCC OCNOQCANGN 780 

AATTICCTOG GTTCAACANC CQOTCAC 807 
(2) INTOKMATTCN FOR SE3Q ID NO: 338: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 792 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MXBCULE TYPE: UNA (gencmic) 

(vi) ORIGINAL SOURCE: 
30 (A) ORGANISM: PAG1267RP 

(xi) SEQUENCE DE9CRIFTICN: SEQ ID NO: 33 8: 

35 GATOCATTOC AOOGGATTOC AGCAGCTAGT GCATTTO30C AXAO3CC0GA 'riUULXJ lTl i: 60 

TEATAATCAA TOOOQQCTTG TAGAGCATCA TOCQQCACIT CACCT3GTAT TCAAIAQCTC 120 

CICATAAOOG CAGOQGAAGA TTICAGGAAT ATATCTOGTT GTCTAGICTA GAGGITATCA 180 

40 CIGTOGATTC TGATATQGCT GTTGCAGCTT GAACATTCCA CTAACCTCOG TTOGAATCOG 240 

AGCACGAACA ATiTlTTOJC TNAANOOCNA NATTTTNNQC (XTANAATAN TOGNCTNNOC 300 

AAAATCNTCN NNITTNAATT TTTIUCAAAA CTTICTOCGT GACOGGANIN GAAATCN3QG 360 

45 NAAGTOGAAT GIOCAAGNOG Q3SNOGCNAA ATEAGAA3TC CW3QGAAAAT TOCTACAOTA 420 

NANAGCTGNC A00CNCQC2^A AO00O3QQ31 QQC2JNNACK5 GNUJLTTTNA A0CTX3SJSAAT 480 

GCGGTTNIDC AAQCTTTTNC CG03SJ3GCTT QQOQOOOCNN TEAA3NCNAT TAOCCNOCCC 540 

50 TOCITTICCC NAAANNGATN CCCCCXXNOG GAAAGGTTCN TTONNNANOT TAGGAGGOCC 600 

CTIN3GTOOG GAAOTtOJNN OCTTTCTNNC TOOOOOCCCA AATOCNQGAC OCT20AANNC 660 

CCTININOOC OOCNITTTAC NNITTTQCNN OOAANINCTT OCCTK3QCOC A2O0CCGGAC 720 

55 NNNAAITOGG GNTITAAN3G CCCCCOOGf^ CCCCNCNIX^I AAAAAGNINN OSNNCXXXXXT 780 
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CCQCXXXTIN <3$ 

(2) INFORMATION FOR SEQ ID NO: 339: 

c (i) SEQUENCE CHARACTERISTICS : 

(A) LENCTH: 824 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDECNESS: single 

(D) TOPOLOGY: linear 

10 (ii) m3LBCUL£ TYPE: CNA (genccnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1267UP 



792 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 339: 

GATCOQCATC G l ' lTOm GICATACIAC CT33AOQCCA TOTTCQCOGA GCTQG03CCG 60 

CCG3CGAG0C TO3QC?ICACr QGTQGQCTIG TQCAAOQOQG ACTCTGCOOC CIOCTACIGG 120 

TTOGAGCTAC CX^AOGACCG TATCCTGTTC CTATCTGOGA TTGOGAACCT OGTAATCAOG 180 

CACCICGTCA A1CTAGACCC AQCAQCAAGG GACATGCACG CCTTCT3GGA GAAGGTIGAAT 240 

QCGClCnCT TOGAGAACGG CTCAGGQCQG ATOCTQCAGA A3GA03OTT GCTQOOGCAA 300 

CCGAAGAGCT GCGAGAAOGA TOX33C30GAG GOGAADCTIC CTOOCTOQQC GATITCCOCT 360 

T03CAGACAC AATACACATC (X5AOCAGGGC AQCAATTACA TGAACOOQCA OQCATTOQQC 420 

ACX330QQCCC A0QOQQCCG3 CACAGQOQCC TCGTCTCITG OOOCIAACAG OGACACOCTC 480 

TCIOTOCGAC TOQCITCACA CAAC3GOCTOC GOOOCAGAAG OGTOGOQCAG ATICCATAOC 540 

agacitocig acqcagogic gag3acgoca tcagacaggg agctigctoc TTTGAOCAGA 600 

AG3GOTGAG CAGGATTCCC AGGAOGftCAC GACCGCNCT3 TAATGCAACT GITOIOCTIC 660 

CNATTIX3CGC CCTATCCCCC AATGGAAOGC C7CTCCCCW3 AAAAAAAAAA AATTITCOGN 720 

TOGATATCTC ATGAATTGAA TTAGAAAAAT TACOTTICIN NNATTCTTOC GGIGQCACAA 780 
CAATTGQGAN TNCTAGACCC QOGfrCCTGGC NITTOC7ITTT AAAT 
(2) INFORMATTCN FOR SEQ ID NO: 340: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 787 base pairs 

(B) TYPE: nucleic acid 
45 (C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genordc) 



824 



50 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: RAG1268RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 340: 
GATCCIGAGA ACACnTTIC TSKX3AGQCT TATCAAT3CT OTICIATOC GCAGCTTCTT 
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CCAQ3CAGAT GAATACT33C AGTOGCTOGA GOCTQQGCAT GITAAGOOGT TT3GATA3GG 120 

IGQGCIGACT TQ3GA£7K33C AGCATQQGCT GCGCAGCTAT GCATICOOGA TOCTCTTIGA 180 

AATGTCCTAC TATCIGQOCT QGATACTOGG TCTOQOCAOC 03GATO3CQC TOCAGOQGTT 240 

GQCACATO03 AOQQOQCTGT GTG9GG0GCT GGTGOOGAGC QQULCQGOGG GOG7IGQO0GC 300 

GATCAAGQOC GICTOGGAQC TOOOQGAGQC AGOGCAGGAA ClUbTQGAGT ACI7L)3GCT 360 

TATTCTAOGG GCOXGAAGT QGTCATGGOG QOGGTMCAG GjITCGQGGA GT1LTA CAGC 420 

GPGCTGCTGG TTQCGCAAQC 1CTATCK30G AG1030JGAT AAGGQGGACA CCAGAAGQGC 480 

GACGOGCGCC GTCAGCOGTT QOGCTGATGC TCAOCATGAC AACTICITCA ACTX7TITCTT 540 

CGOGAOQGGA AOGTTCATCA CIOCTIOGAG ATOAOQCTCA <XO?IOGCGC TCTAOCAXIG 600 

ATK3AAOQGG CCTCACTK33 TICTCTNQCT TCNCXXAACT TOOQGTIGGCT CM'I T IUU L ' I U 660 

CCTCAOQQCA NEfiLTi™ TCTGQCNCCC TGCINITCTT GGIK3SJGANOC TOnOOOCCN 720 

ANNIOroCNCN CCiTITAACC CGtf^CCAAGT T30C00GAGC G0CTQ09GIN TTTCAATOCA 780 

ANNANNC 787 
(2) INFXDRMATICN FOR SBQ ID NO:341: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LEH3TO: 840 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1268UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 341: 

GATQCAQGTA TAOOOGOCTC OCTOGOGCAG OGAGOTGOQC AGCOGCTTCA TQQCTQCAAC 60 

TGAGAATOCC CIOGACCTGA TCTGOQGEAT GCTCAOGATC GAOOOQCACA AAOC3GTOQGA 120 

CAOGACTOGT TGCCIGCICA GICACTATTT TCTAGAGCTT COQGAGQOGA CAOCKXTAC 180 

GGAACTTQCA AAACTAAATA AGTAATGACT ATCATAACCT AGATGGTAXA CT03GADGTET 240 

TTGIUTTTCT QLTi'lUAQGC GATCACA2TC GCTTTEATOG TATOGCAGAC GTIGQCTGAA 300 

AAAGATTCAA OGICTOQGTA ACAGATITGC QCAGACTACT TCTIGAAAGA ACAAAGADCA 360 

GAGOQCK3GG ATOCTCAOOC CAATGACGAA OOCACTOOQC CTTATIT330G CTO3CTOCAG 420 

GTIXXTTA3C ACCAACAATA GQOCGCCACT GCACAAGATC TTITXCICOC AAGAAGCTOG 480 

TGAACAGGAT GCTGTTOGAC CIT3ATAGCC GACTCACCTT COOGGAAA37T ACTGCCTOTA 540 

TACGAGCACT TCIACACOCC AATTAGACAG TAGTAOGGOG AITTCTACTA OOOOQOGOGT 600 

TGAGGGOGOC ACGADGTTTA TGATTCATGA AAAGGTOdG AGAAGACIOG OCOQCCAGAA 660 
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CGAGAGCTCC CATCGCOJIC TACITQCNOC GSANAACAAC TQCTTEACIT GCIO00CAOT 720 
GGANACNAAA ATCCACO^QC NOTgOCCTIG ANCCCCTGCA CXX2WT0QCC NAAGC33NCGA 780 
5 AATCAATTIG CAATTTAGNT CNGA1TITAC N^ICTQGNIC COXCCOGCA CTGANNGANC 840 

(2) XNPORMATICN FOR SEQ ID ND:342: 

to (i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 787 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

75 (ii) MOLECULE TYPE: ENA (genome) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1269RP 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LEW3IH: 820 base pairs 

(B) TYPE: nucleic acid 
50 (C) STRANDELMESS: single 

(D) TOPOLOGY : linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(Vi) ORIGINAL SOURCE: 
55 (A) ORGANISM: PAG1269UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 342: 

GATCCCACTC TTGQCAAGCT ATAOQGIGAC ACTATCATAG CTOGCGGTGG CCICTAOGAG 60 

ATOGAAGACA ACCTOQGCGA GTTCTIGGAC AGAGAAOOCA ATAACGAGGC GIAOCICAGA 120 

GATCAQ33CC TAGCCTAAAT QCTCCITCTT TIO30G30CT TCCTQOOCIC CIMGTATAT 180 

•KXSGCEAGA GAAIOQCAAG CAA3CCATAC TEAGAAATAG GATATTC7ITC 033GAACACT 240 

GATTTACIGT GCGTTACIGC TCCGGAAACT CAOCTCTTOG CTATOGAATA ATEAGOGITC 300 

GACTACCGCC AGICTGATGC TTTCTTTATA OCGGCATACT AAAACAGQCT CCICAGTCGA 360 
ATCGIGIGIC ACIGAATATC AGOOCCTOCA TGACTTOCCA TCGCXJTAGAG OGICCTATOT 
GCAGACCATA TCAACACCCT CICTACAOQC GIGGACTICA ATATAOGOGT ACGAOQCACA 

TACAATAGTA CX7TOICGCCA AOOGITATAC GAAGAGCT3C GITCTGATIG CAGCATITCC 540 

CAAGCCCCQ3 AAATACAAAA OQGCATTTIT AGOOCAGTQC GASAGATCIC CIGAA0CAN3 600 

GAATTACANC GAAQGNCGAT TCCTACTAOJ AhCATCANOC AGG3CTQGN3 TATTTCTCAT 660 

CCATCCCCCT CNAACNAAAA ATCOGGANTT TTIAAATTTC CATQCAAAOC ATOCANATOC 720 

CCNITngGAT ATICNCCCAC TOGCXXXXCC NCCCCCANNT ANCKGIOQGG ATOCNa^TT 780 
CCOOQGT 

(2) INFORMATICS FOR SEQ ID NO: 343: 



420 
480 



787 
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(xi) SEQUENCE DESCRIPTION: SBQ ID MO: 343: 

5 GAT03AACTC CATCAAGGAG CGTAATOGOC TOC7IOGAQCT QCAOOQCACT G9GTOOGTAC 60 

ATAGOQQGAT GTAGGAATOC QQQGATAAOG ATTOQGAAAA GCTCACOTQS CTOUQLVICT 120 

AGCTTCAGCT CAAGCTOQOG CAGCAGOGIT QCTATAG3CT CTTGTOGOGA CAAGGTIOGAC 180 

to ACTICAGTIG CAGTAG3AGC AGCTAGCAXA OGACTAGTEA TA3U3AACTC GTOOOQCTAA 240 

TCAQSATGAG GGTCAATTTC TOOCTOOGAG OQCIGQCTAG CACCACAATT ATCAOCAAGT 300 

CCATACCTCC ATOCAATTCT GAGATCITGG CTAOGIGOGA COQCTTTIGC AOOOOCTOOG 360 

75 GCTAAGrrrrr gcacogigac cttogaitoc toctgggaaa toogagatit crraocicr 420 

TTAOGTGTOC OCTGGAAEAT CCXXX3QCAGC TCCTIC3CAT ACIGAGIUTT GAGCGTTGATC 480 

ACCAOCACAT GOGTTTATCCXZ CCOXOCK^ GQQOOOCNAN TTTCXXXXXC GUTiMHTKT 540 

20 GTOQCTGOQC CTOCAANAAC TTCCANITAC GANGCAATCT OGTOOOCCIG TICTTOCXTC 600 

AAAACATCIG GOCCATIQGA NC3CX2ATAIQC OCTAGAAOCN ATCCAATCTC CANQOOGNGA 660 

NITITIQGAA ANNAATTAOC QGNAAG3ANC AAOOOGGAAG NAAAGCCOGC COOCXXTOIG 720 

25 GAGOCNACIT CCCCXXCCCC NAAAAOQgGA ANTINNTnT TNN1TIU30C CNAM3GNOCN 780 

TTITCNQOCC NQCDGQGANG GOCTTAAAAN TiayiOOOQC 820 
(2) INFORMATION FOR SBQ ID NO: 344: 

30 (i) SEQUENCE CHARACTERISTICS: 

(A) 806 base pairs 

(B) TYPE: nucleic acid 

(C) SraANDEENESS: single 

(D) TOPOLOGY: linear 

35 (ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1270RP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 344: 

GATCATATOG TGAACTTO3C ACATACAGTT GAATCAHOCC AATAGCAAAG AGAACCTAAG 60 

ATTTACCTAG OQ03QCATCA OCIGGAAIAT CTAGCATTIG CAGQ3CAQGT GAAAAGAATT 120 

TCTCATCAAT TGATTOGAAA TGTQGTICOG TGTGTTOCAT TQZ7TAAGOCC GCTACTACAC 180 

GATAATCA1C ATTAGACICA CAGGITAGAT UGULCT1CAC TGrTTQOCTTA TAOCAGTCTA 240 

ATAGAACCTG CCTGTAAOGA QCATATIGAT OCIGAAGAAT AAOCAOOGAT QOGTCAAQCA 300 

TOGAATTGAG CAACAATGIC QOCTCATICA OQGITIGAGr GATGTGACTT O0GGIGAAAT 360 

1CICAAAGGA ATTIAATTIC QGTATCAACC CCTICAACAA QGAAGCICIG AAGATATCAT 420 

CAACATOOGA TTK7EAAQCT AAACCTKTC GCATCCATAG GAAAICAAAA GTQ3CIGGGA 480 
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AAGCAIAGTT TQCGCTATTC GCTTIGACTA ACIGOGAACT TAGAATACTA CTTOIGGOOG 540 

CCAGTTIGAA TAGCAGAGIT AGACATICAA OGGATICINA GAATATAATC CIN30GAATT 600 

TATCCATCCN CCTANAAAAT INITTCCTCX: TIGATOCANA ACNANAAAAT TCOGTTGAOC 660 

NCIGAAGACC TAXICCTOCC TTITslAAAGAC CTOCNC7OTC TOiTia' CNAAN30NIC 720 

QCGITCTAOC NAGAAANTIC TIQCATOCCN NCATQGTriTN AACCNAAACN TCCTITCANG 780 

nianinacit occxctjncxx: aattta 806 
(2) information for sbq id no: 345: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH: 832 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEXESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: INA (gencndc) 

20 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1270UP 
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240 

300 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 345: 

GATCOGATIG TCAAATTTIC 1GAATOCTAT GGTAAGAAGT TTQOOGCTGG AAAGGCIAAC 60 

AGIGGICTIA TATCITIQOG TGATAITTTA GCTIGQGICG AGTICATEAA TAGIACCIAT 120 

AAGGCATIGG OTIGCCCTTA TOCITCATTA ATCCATGGC3S 03QCAATOCT ATTCAXIGAC 180 
QCCCTIQGAA CCAACAACAC AOOGTACCIT GOCGAGAGIG AGGAAOGATT AGAACACCAG 
AAGCAAGAAT GICICAAATA TCTGICIGAA CTAGCAGGAA AGGAHTIAAA CAAATACATC 

TCIQGICCAT TOGATCTTAA GATTGACGAT GAAACTCTOC AATCCG33CT TTITMCCTA 360 

CCCAGAGITT CHOCICATC TGTOCAAOQG GTITICAATC ITOGCQCACT ACTACAGQCT 420 

ACAATCICAT GAAAGITCTC AGAGCAATQC AAGTACAAAA GCOYIUITAC TOGAAQGATC 480 

ACCK3GIGIT GCTAAAACCA CATEAATTCC GGCATT3GCT GACICTADCG TTAQGAATTA 540 

aXNITTTAA TTATOOGAAC CAACTGATTT GAATGAATTA TTIGGATCOG AAGCN0OOOG 600 

AAAAAAAAAN QGNAATTIOT TTTGNGTTGA T30000CNTT TTINAAACIA TOOCAAAGIG 660 

GATQGTTTIN TTTAAATAAA ANNANA3TGC I02CCCAN0CN TTTTTAAGGN CNNACCCIGT 720 

TICTWNCCNT G^XSAACCCA NICOCAAATT TAANAAAATT TNIOQOOCQC ATCCQCTITT 780 

TraTINCOCA AACCCANACA GGQGN3GIGA AAAGQGNIGC CAANCTTQOC TC 832 
(2) INFX3RMATICN FOR SBQ ID NO: 346: 

(i) SEQUENCE CHARACTERISTICS: 

(A) L£M3IH: 791 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDECNESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: UNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG127IRP 



w 



15 



20 



25 



30 



35 



40 



45 



50 



55 



(xi) SEQUENCE DE9CRIFTCCN: SEQ ID NO: 346: 

GATCATEATA TTATAAAATA TAATAAAGAA TATATTEAAA TAATAATAAT AATATGAAAT 60 

ATTATATTAA TTCTQCATTG GAGCAAOTTG AGATTAGfiGA TTEATEAGGT TEAACATCAC 120 

CAATAATAGA TTTTAGTTTT ATEAATATEA CEAATTTTGG TTEAIA2CTE ATAATTCTTT 180 

TATEAGEAAT TTTACTAATC AATTCAATAA CEAA3AATEA TAATAAATTA GEAGCTICEA 240 

ATIGATATTT AAGTCAAGAA ATAATTTATC ATACTATEAT AAATATM3TT AAGACACAGA 300 

TTQCTQGTAA AGTTAIGAGG TTATTATTTT CCATEACTTT ATACAT1TJ.T TAITCTEATT 360 

TTTACTATAA ATTEAATEAG TATAATCCTT ATTCATTIQC TAXAACTTCA CATOEAGTAT 420 

TK7EAGEATC AATAACTATA ATTATTIGAT TAGGTCTAAC TATEATIQCT TITIATACIC 480 

ATCITEAAAT CTTICTTTAT TTTACCACEA QCTACAOCAT TAATTTAGTA OCA3TATTAG 540 

TATCCATTGA ATTATATCCT ATTTQCINNA ACTEATTOCA TAGUITITIA AAATACACTA 600 

ATATATAOCG GTCCATTEAT AATOGTEATT TAGNNQGITT AAIATINAAT TNAAAACCAN 660 

AATATTEACA TTTEATGGIN NCCNOQCAAN AAGQCATTOG TTTOGTINrr TAAAAAGQCN 720 

AOCTATATCN CCTANITGAT NITTTTIATO CCCCCTTTTA AANANCNATT TINNOCTTAT 780 

TAAANTAAAT C 791 
(2) INFORMATION FOR SEQ ID NO: 347: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 834 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEKESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1271UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 347: 

GATCAATCTT T0GATCATP3 TOCAATATIC OQCACTOCIG TATCATATAG ATATTGATTA 60 

TAATTCCEAA ATCAAOGTCA TTGTTCTAAC TTEAATEAAC AATTATGAAT TTTTGQCTAG 120 

TTATIATTTT TTAATTAACT AATACCTAAA TCATTATAAG CTTGACTTAA AACAAATAAT 180 

TATTACATTA TTCTTTATTT ATTATTEAAT ATTTAGTTAA ATTTTAAGTT CATTATTCTT 240 

AATTITTACT CACGAGEACA (XACTTATTA ATACTATTAA TTAATAATAT TAAOGTTTGA 300 



679 



EP0 866 129 A2 



TTO3CATCTIG TAATOICCTT AGTTTAGOQCr TAATCTCAAC CAACATCATC TTCTCATTAT 
TATTAACTAT TITTAATTAT TTTAAATAAT TATTTAATAC GAAAGTTATA QGATTOGAAC 
CTAT3AAATC ATAAAGATTT ATAATAGCTC AAATATTACA CTTTAAACCA CTCACTCAAA 
CITICITAAT ATATATACCT TATATATGGT TTGATAATTT ACITATAATA TATACTATAT 
AATTTAATCA TAACTCTIAT CATITAGoPG OCTAGGCTIC AOCOOCCTAT TOCTACTCAG 
CATATOAGGT ACCIO0000C AATGATAAAA GTTATAATAT ATAATATTAT ATIAAGTATT 
TAAAGAANAT AATATAATTA TTTAATAAIA TTTTTATITA QGNNAAIAAA AAAAANTTTC 
ANOTITCAAA NATC3CT3CNG AGAATTANAA AAAGCNAATA ATATGTTCAA TTIGAOCCAT 
TAANAATOTA GINCNCTCAC ATCWCCIATT TCCIATANAA ANTTTANAAN AANA 
(2) INFORMATION FOR SBQ XD NO: 348: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTTH: 813 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEJSESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1272RP 

(xi) SEQUENCE DESCRIPTICN: SBQ 3D ND:348: 
GATCAAATCT AGGITCICOG AOG3CAAOQG TGAOGAGTIC GTGAAOQQQC TCAAGCTCTG 
TOGCTTTTIC CATAAACACA CAGACAACAG CAATAAAATC TICAOGAAGT T3X3AGTICIT 
CAAGCCTCCA AAGGAGATOC TAGAAGAAOG CAAA3QCAAG CTOGAGOCTA AGCAGAAGTT 
CATCGAAGTC GAAACAGAGA AQGAAGCTCT AGAGICTAAG CGCTOOSAAA ATCCAGAAQG 
AAACTO3CTA CTAAAQCCAT GTATATATAA AOG3AGCTGA TIOXTAGIC TCTIOTCAGC 
ATOCGATCAT ACCTTATTCG TGTAATCTTA TCAAACTATA TATAGQQCGA CCGACAQCTT 
CAACCOTICC TAAAAAAGCT TTOGAAGGTG AACAGOCGCT OGATGTICTC CACATTCGTDG 
AATGTAQ3CA TTTCTOGCCA TATOCTGCTT GICIOCGAGC TITTCTICTT GGGCTOOCAT 
CTCICGCCAG GAGOGGAATC CCCTACX3CAT TGTAOCICTT AOOCTGCIGC GAACAGCAOC 
AGAAGAQ3CT GATAATFGTA GICWCAGCAC ACCATAGAOG CCGAACAATC CCCCAAQQGC 
AGK3CIQCGT TAGTTTGAAA TCCCAAAACA CTTCGAATCA TCGOTICCCC QGAG300CAA 
1TATCCGAAN TTQGCTTITA AANTCCNAAT ACAANGANIG 03CCC07ICT CXXTTOEACA 
TTOIQCCCCN CCTAQQttDC CO\CICCCNN CSCGAANnT TTATICATIT AATTCTTOJ3 

NcccoocrrT giganaatng aattcanitt tin 

(2) INFX^MATICN FOR SEQ ID NO: 349: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENoIH: 844 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDELNESS: single 
(DJ TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1272UP 



(xi) SEQUENCE DESCRIPITCW: SEQ ID NO: 349: 

GATOGAOOOC QOGOQCATOG GQGOCTOQQG OCT3CTOQQC COCTOQOQOC TOQQCTOGCA 60 

GCTCGTOIAC ATCCTCACCG TOQOCftTCIT CACCAAOGAC T llT l OV l UT OUU UL.T1 C1 U 120 

QCTGOGCAOC TTCGCCQCGC GCICCAACOG OGAOCTOCTG CPOOQCTGCT OGCTGGOOGC 180 

GGOGCTGCTC QCOGTOGTOC TO2TOCIH7T OQQOGICAOC GaOCTQCTGG C05IGTOGGC 240 

OQQCTAOQOG COQGTOGCAG ACCTOGACAG OSOCft tflTK: TTOCIO^UC TCGCOGOQCT 300 

QCCOGCCIU3 G0CAACG30G TOGTIGC7ICQC OCTOGTOGIC GTOCTATCCA C C IU CA OGCT 360 

OGACTCCTIC CAGAGOGCAC TOCTCTOCAC CATTTOCAAC GNXnCTVCC O3CAAOQQ0C 420 

TOCCCOOQCT CTACQOQOQC GOGQCCGTOG COGTOGTCAT GGTOCCOgIC GTOGTCGTOG 480 

GCCTOCTOQC CAOOOGACAT OCTGGOCATC TADCICATOG TOGACCTOCT GIOOGOOGCC 540 

GrroGrroooos icatgctoct ggcticioqc axxxxxxxxs oaoococror icigocttog 600 

AGCTSATOGG OQQQQGCTQC GC3^X3QQCICT C'lUmi'll'll' NICTTTOOQG OCATCTATAA 660 

CXCTNINCCN CNANQ3GC3SC OCNTGCTAIT TATTCNAAN3 NOQCEACTIN AATAANQ3GG 720 

NNCTINN33J GOCTNGTO7T TOCCQCCNIN GGGAACICTT TTIO00GGNA NAANITCN3C 780 

CTOGC3SIN00C GTTQGNOOCN CCCGGANAOT CANGWTAADC NCAQQGGAAN TCCAAANCTT 840 

cnsc 844 
(2) INFORMATICN FOR SBQ ID NO: 3 50: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 792 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1273RP 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 350: 
GATCOCAATA CAAGCAATAT TGTCGCTACC AGAATOCCCC ATTIGOGACC CAIATAATCA 60 
55 CAAGOGAATC OCATCOCCAC CTGCCCEATG ATAGTCXXTA TGftGIGATOC ATTTCAAAOC 120 
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CITGTCAGAIA CAICIGCACT ATATICTATC TCACCGIACT GATTICTCAA TACAQQGTTT 180 

AACATCGACA TGACATTATT 1TO3TAACCA TCTGAAATAA GCGCAAATCC TQCEQCX^GG 240 

ATACTCAATA GATCTAGCCA TTIGCCCTIC TICCCCACAG CAAAAOGIQC TITOCGAGOC 300 

TC03aaiCAT ACTTTACTAA CXX^GTOGTC GACATD3TAT TTCTOCAAGC 0CXD3XTATC 360 

CGAATAATAT CIAGCQ3GTC AAGOGTTAGG TTQCIQCATT CTATATTATA TATTTOCTCT 420 

CICTACCAOG TOCAAATTTA OC7IGTATGAT TATQCIQCAA TCTQQQC3GIT CTACITCCTT 480 

1CITOGAGAC OGC7TAOQGAC TCICTTATGA TTATOGCT3C AOCATATOGC GICAAGCAGC 540 

ACTAGCTTIT ACCTCIGATA CCTTCCnTA CTAACTGNAT TOOGAACTAN TITGNNOQCA 600 

TACTATATCC TICCOCTAGA GTPGAAATAAC CITCCAITTA OGTINNTOOC ATIOQCN3AA 660 

ACAGrrrriA aanaaanaca acctttatcc ttoaaccxxa AACGCCCCAA AAANAAAATT 720 

TCOCCATITN ClfiQSrmT TGNGGCNQGA GQGAAGAAAC OOOOCCTAAC OOOCTAAANA 780 

atiocicinc CC 792 

(2) INFORMATION FOR SBQ ID NO: 351: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEMjIH: 833 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1273UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 351: 

GATCGGCCTA TAAAACTSAA AGITCATCTA TOCTCTCITC AATOCAGAGA OGOGGCGCAC 60 

TITftCACATC GGCAAGCCTT CIUIT3CGAA TGAAACATTA AQCTTATGTC AAATACCATG 120 

AACIGTATOC CAAATTTAGT AAAACTOGTA OCTGCP3GCA GCATAGATAG AGCTGTTACC 180 
GATATCTCCC TTGAGQCTAA AGCOGAGCAT TQ3GTATTAA CTIQCCIQGA CTATTCOGAA 
TCAGAGCTTT CAGATICGIC TTCATCATGG TCAGTICATCA AAOICGTQGA 1GTAGGATCT 

1CTATITTCC CACQGCAAIA APCTGCACTA TICATOCAGT ATTCAATAAG CTTACCICTC 360 

ACCICGATAT CIAGOCATC AGCTOGftGOG GAACCTAACC AGACAOGAAG TTTAGK33CC 420 

AGCICTIGGA GGACTGAAAA TA Tl ' lC ITCG TCQQQCAATO ATOCTOATOC QCCATTATAT 480 

OQCCTAAQCT TAGETACATA CCTCIGACAC CCAACAAAGT ACftGITOCTA AOGTOOCAAT 540 

ATCTTAAMG ANOQGTTTAA ACOJ0ATATT AAQCTGAAG7T TEATGAACCT TIGANAGIAA 600 

CTCNNICNIT ATAGCG3AAT ACCANANNAA TAAQGM3CIT GTCAN334AT CTATOGASGG 660 

OTTACTTCCN NITCGANCAT TTTATAGITC NINCTATIAC CCCCGAKAAA TTTGAACAAC 720 
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CNTIGAGAAAA GTININNOCN CNQ3GAAAM3 AAAANININC TTNIGANIOC COCOCTTTAC 780 

5 CTPGAAOtflT CTOCATTCNC GAGATICAAA 'iTlTiNTAAN AAGGAOTITO TAA 833 

(2) INPORMATICN FOR SEQ ID NO: 352: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 803 base pairs 
10 (B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

15 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1274RP 



20 



25 



30 



(xi) SB^UEI^E DESCRIPTION: SEQ ID NO: 352: 

GATCAGAAOC AAAAAGCAGT TCGAGTATAT CAGTAAQCAC T3GGAAGTTT GGGAAATAGC 60 

AGIGCTGAGA GTTAQGQGAC AGATTOQCAA AGACACASTT GGGATQGAAT TTAATT030C 120 

GCAGOCAGAG CAQQCACAAT TACACATTCA OOCTAAAGGT GCAGOOCGQC TOCTOQGAAA 180 

ACTOCAOGOG GAGGGIOQOG TGATQCAOCA CGAAGATAAC CAAGAAAAOC GGG0CO3QGA 240 

AGGAOOQCIG ATIOQGTCAC CGOOQCICTC ADCACGAATC GG3O0Q3GAG AGAAO03QQG 300 

GQOOGTIN3SA AOQGAATCCC OGAALXJLT1T TTOTTACCCC AACTIGC27IC CCNQOCTEAN 360 

TTICAAAOOG OTINCAAACC CCNNOOCT3G GnTINTTNGC CCNNIN0QCA NTANTT333C 420 

TNCGGGC333G GQQQCOCNGN CCAAAAAAAA ANGQQGININ OCNQCJ2J33C CXXXNUITIT 480 

35 ANCAAAANAT TINQCOOOQG Gb'i'iCUCOOC CNNAAAAGGT T1T1O0000C O0O39QGTIT 540 

ACCAAAAANC CNQOQOCOOC TITGGANGCT TTCXXM7TOC OCATOQQ9QG TTTTCNOQQG 600 

GCTCCCCCCN GQ3GAAOO0C AAAAAAGQQC OOOCCCIT1T NIQQQCOOOC NAAANNOQOC 660 

40 CNINOTTTTC CAGANQGGTT NCXNOCOOQC TITTTTTTCC OCA3TANM3G QGAAOTCQCN 720 

NINITCOCCC CTITNNCCCC OCOXCAAAA ANNAATTTTT TONA1TAAAA GAQQQOOOCN 780 

NGAAAAANAA NACCCNNCCC CAC 803 
45 (2) INFORMATION FOR SEQ ID NO: 353: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 814 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
50 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1274UP 

55 
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(xi) SS2UE2SCE DESCRIPTION: SBQ ID NO: 353: 
GATCAATTOC GGATACACGA GGCACftQGOC GATAGQOCAA GCTICCAAGA AT3QGAAGAG 60 
TACCTAGICA QQJICGIXXT QGTAAGACTC AAOCQCTGCA AGCAGCICEA TACACAAAAT 120 
GTAGAGAITC TATIOGAIAT ATATCOQCAG ATAGAOOQOC CATAAACACT AATGATAD3C 180 
TAATICATAC ACCTACAGCG TSTACATCAA ACACACACAC AAGITIGATC CftCftU^rrr 240 
MTlUrKCT TOCOTT TGATTTftGAC QGICAACAOC CTCAftGCTGT TAGAGIG90C 300 
AACACCAGAC GCGAAACCCT GAATAGTCAC AATAGICTCA <XX^H3CICA GGMAOCAAG 360 
dCCTIOGftC TICICCACAC CGAAGOTCAA TCTOQ0CTOG ACGTCATOQG TCX^CICftTC 420 
AQCIQCCICC rcnOCTSGA OGAATQ93AA GACACCICTG TOCAAGIGQC AGIATCIQQC 
CGCIOCTIGG TnCTOGTICA CXMAAOGAT TOGAAOGTIT GGCTIGTACT T3GAGAGCAT 
CKJIGCT3IT CACCCGAQGTT TCATACAQGA. ANA1G0CTIG GCTICT3CIC GAANTINOOGC 
GAAAGCAGCA CACAAGNCCC CGAGGfTIGAA TIQXTTOTT CATTTOCTGA GICACCGEAT 
TO^^OCTTT GGAAQ3CCIG CNCCACNMC AAAATCIQQC CAGKCOTAAA 03INAAIGGT 720 
TCANACCCIG G33TOXCCN AAAAATAANA TCNOTQCCN GAAAAGTIOC ACTIOGAACN 780 

ccxocm«?r ciqgtitign togtakcoca aoog 814 

(2) INFORMATICS FOR SBQ ID NO: 354: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEW3TIH: 754 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
<D) TOPOLOGY: linear 

(ii) rOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1275RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID N0:354: 

TCACTCC33CT TCGIXSAOGAA CTCAD3CTTT TACTACATGT AGATTGAAAC (XurrriGCT 60 

QGATCGCCIC GICICGTIOC TIQCTATCIT TGQCAATOCT OCIGAOIGGA OQCTQCCTGT 120 

AGAGGATCTT OQCGATOQGC CAAACAOQCC CXAOCAGOOC AAAGAOGTIG GAGAGAGGQC 180 

TCAAGAAGGT TCATTGACCT crTTTAIGGC TTCAAATQCT GACQGAAGfIG ACAAATOGTT 240 

CCCAAGACGC ATGTQOGACA ATICICIGAC GGTOGACICC AAGAOCTGGA TO03CTCTGC 300 

CCK3C7ICITT GATATTCTAT GGATAGTOGC AATOTOCTIT GAGAGIUICA TCTTCTOGIT 360 

TOKSftGGrrr aqsttatcaa gitqggcaat agogwsctoc TCIGCAAGIT GGIQGITITC 420 

TCCACCAGCT GIGOCICTOT GICTTICAGG TCTOICATCA GITICTITAA GCXTCIOCTr 480 
ATCGQCOGAT OTICCACCIG GACTGNTA1N TTTTINXAC NOCX^TINNN OCATAATTTG 540 
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NINAAQOAGG mXXXNOOG GAATTU^NT CCOGTTVCCA NAC3*ICG3SJC CQGQGATAAT 600 

TTAAACWTTT AAAAATTANC OXQQOCCTA Nl'lULTlTIN QCNAATONNN GWJOOCCOCN 660 

GNAANNTTTT NCAANNCTTN TaaNCCOTAN (JLTI ' ITIN NC CXXMGCTTT TTNNVCCCCC 720 

COCWICOOCN ATINNGGANT TCXXCOmN OCOC 754 
(2) INFORMATICS FOR SBQ ID NO: 355: 

(i) SEQUENCE CHARACTER STTCS : 

(A) LEKJ3IH: 842 base pairs 

(B) TOPE: nucleic acid 

(C) SIKANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1275UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 355 : 

GATOQOCCAC ATTATGICTC AQGGTAdTT CTADGTOAAG AAGACCIGOC GCIOGATQCT 60 

25 GCCTCAGAGC ATOGTCGAGC ACIACAACIT GGAOCTCTCT ATICTOGATG OOGACAAGAA 120 

CGAGGAGTIC GAGAAGAAGT TOOCATIGAA GOGOQCTOCA QObTITlCCT GIGOQQCTQG 180 

AAATCTAACT GAGACCAT33 CCAIGAOCTA TIACICTAAG TIQOCAOOGA CTACACAOOG 240 

30 AAGCATGGAG CCCTAGTKJIG ATGAGAAAAC CITTGGAAAA AACAGTTATC CXnCTCIGAA 300 

T3GGCATAAT ATCTGCJITOC ACATCICTUG AGAGAOCATA CTCTGATTIA GAGCTACATG 360 

OGAGGTTQQG AGGAACAOST ACTAAOOGAA CAACACTQGT CAAGCTAATC CAGGAOGAGA 420 

35 AGGOCAAGGC TGCICTOCTT QQCIOCAOQC TAGAQGAGCA GQCACAGGOG TTO03CTOGG 480 

AGTCTTIGAC CAACAOCAAC TICATIGACG ACXTTTOGCTC T3CCTGCTAT ADCTAGAGAG 540 

GGIX7K3GrTCC CNTINCAOCA ANNCNACA3G GAAAAOQSCN TTOOCNGN3G OGAAACNTTO 600 

COCNAGNGIT TINNAAAAAA GAAATAACCN CTIOOCTOCC TEAOCOOOGG AAAOTTTCOT 660 

TINCOGQGAN ISKXNIt303N TNGQGQGGTT GAACNNAOTT OOOCACANIT N0GGC3O3NN 720 

NTOG3S)Ca^G GCXXXXXXCC CQCNNNNANG GITACCCCIT QQGTANOOCC NNMINAAAAA 780 

CNNOCNOOCC CCCTTOGGIC GGAOCNAAAG GQQGQGNOCC CAAANGAAAA AAAAAAAAAA 840 

AA 842 
(2) TNFOMKrXCN FOR SEQ ID NO: 356: 



55 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 77 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 
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(vi) ORIGINAL SOJRCE: 

(A) ORGANISE: PAG1276RP 
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(xi) SE&JEFCE DESCRIPTION; SEQ ID NO:356: 
GATCGTATTT GTIGriGACC AGEAGOACTT TITICATCTT CCCTIOGAOG AOCAOCTOOG 
OCAC3OTEACC GAGGA1C 
(2) INFORMATICS FOR SEQ ID NO: 357: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 77 base pairs 

(B) TYPE: nucleic acid 
15 (C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLSCULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 
20 (A ) ORGANISM: PAG1276UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 357: 
25 GATCCTCGCT AACGIQGCGG AGCTGGTOCT CGAAGQGAAG ATGAAAAAAG TOOMOT 

CAACAACAAA TAOGATC 
(2) INFORMATION FOR SEQ ID NO: 358: 

30 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 822 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEOSESS : single 

(D) TOPOLOGY: linear 

35 (ii) MOUSCULE TYPE: INA (gencrrdc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1277RP 



60 
77 
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(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 358: 

GATCCGTCAC GGACAGACTG AATOGICAAA ATCAGGTCAA TACACAGGCT TCACAGAOCT 60 

TCCGCIGACC GAATATOGIG TCGGCCAGAT GO3G03CACT GGIGCTGOGA TATITAGCGC 120 

AAAATACATT GATCCIQOGC ACATAACATA OCTATTTACr TCTOCACGCC AAOQOGOGOG 180 

GAAGACIGTO GACCTOGTIT TQGAAAGCCT CAGTGAAGAT GAAOGTQCAC GCATCCAGCT 240 

GGIQGIOGAC GAGGACCTAC GGGACTGGGA GIA0Q3IGAC TAOGAAGGIC TOCTGACAAG 300 

CCAGATIATC GAATTOCGIC GIAGCOCTGG CTIQGACTQC AAGCGOQCAT GGAATATATC 360 
Q0QQGAO33C TGQGMAACG G03AGAGCAC CCAGCAGGIG GGCCTGAG3C TATCADGAGT 
GATIQ0CGGG ATCCAGGCAT TACAO03GCA GCAOCAAGOT GAGQGADGGC OGAGOGATAT 
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TCIQGTP3TTT GOGCATGGCC ATGCICTOOG TTATlTi'lCT GOQCTCIQGA TCAAGATOQG 540 

OGTOGAAGOG COGAGGOCAG ACIQQGCCAT QCCCTOGACT AACCGSAATG AOGATCCX7TG 600 

CCCTK3C3IX3C Q3CTOGAGCA ATCCGTACCT GCAGGACAOC CCACITCTTC CTAGACGCAG 660 

GTO3CATCGG TGTGITGTCC TACCCOCNOtf ATITCAGAOC AOTCTACTCN OCTOQOCMIT 720 

CNTK3COCCC CCX5AGATCCC OOCAOGGINA GTCCCAOOGA AAATTITCAT ATCTACAAGN 780 

GXJIOOCCCC AT5AATATAC CNTA2CTTCT TAATOGIQCN CN 822 
(2) INFORMATION FOR SBQ ID NO:359: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LQSIGIH: 818 base pairs 

(B) TOPE: nucleic acid 

(C) STOANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: ENA (genome) 

(vi) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1277UP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 359: 

QOOGTOCITC TOOGGOCAGC QOGAGTCCAG GTOOOGCAGC AOQ000CAO3 AQOQCGAOCT 60 

GOQCAGGOGA TAGUAOGOGT ATOOGAOCAG QO0OQ0OG0C AGCAOGITGC TIGOQOOGAA 120 

GAAOCAGAQ3 AAOOGOGAGC QQCTAAOCAG CTOCAOCAQC TCTIOOGEAAT OGTOOOQCfiG 180 

OGCGTCCOCG GAOQOCAGOC CCATOOGIGT QQOCACAGIC CCCAQCATCA OGOOGOCCCC 240 

QCftGATCAQC ACCGIOOOGA OGCAOGTAAG CATACAAAAC GGCTCTOOGA QCAGOCAACA 300 

OGAAAAOCAG CTGTIGAACA GCAGTCOQCA OGOCTGCAGC GGQQOCAGCA TCAOCAGTOG 360 

TAGCGIQQCA ATCT3CATCG TOCITOCGAA CACGTTOGCT AGAATOAAXA GOGTCAGAOC 420 

CATCTGOCAT AGGOQGCTAC GGTACAOCAC CTOCACAGTT CQCCCTGCCA CTTGCAGOQC 480 

AGCCTK3CGC TGAAAGTAOC AQGOOCAAAA GACT3CATAC GCTTGAAACT ACOGOCACCA 540 

CGAOCCATAA TAAOCAGITG ATOGAOCATT OQCTTGGATA OOCTQCAOOC TIOQCTGCAG 600 

AGTACTCTAC TCTX333CQCC TTTTG3CICT AGGTOICTAC GCTATOCCAA ACATACK3QC 660 

TCOGGIGOGT CATGITOGAT GCItJCATGIC AOGTCAOOGA TGACAGGGEA CCIGVOGGIT 720 

CTCTKXJGGT TQCAGG3SIAT GATAOCGAAA NCOGAAATTA NCOGGA1GAA TTTCCOGACC 780 

CTGCGANTAC GACNCCAACN GGAGAOGCNG TTTCNTCr 818 
(2) INFORMATION FOR SEQ ID NO: 360: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 828 base pairs 

(B) TOPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1278RP 



(xi) SE3QU5NCE DESCRIPTION: SEQ ID NO: 360: 
GATCTTCAAC CIGCTIGCQC CTATGAACAT TCIGTICTGA TIGAGBGQOG ATACCQCCTC 

CAccmcrr cgagcctccc oG Uiri ' iu sr aatccataog TTcrrooocA ticttitogt 

ATIGCTATAA GCGMGCAAA TGAAAACAGC CICTIGAATA CAAATOGftCT TQCXTIAOCTA 
TAAAATTATA TTITIATCAG AAACTIQGOG AGCATCAW3C TOGGCTTCAT TCATICATAT 
ACTAAACAGA ATACACTACA TOCTAOOGIC OGAAAACGAA TAATCTATCT OCAA3ATATA 
XATATATATA TATATATATA TTATACTICT ACTTTATAAA TCTGAACTAG GTCATACAAC 
TCICAAATCA AACGATOTIT ATICTACATA TAGCAOQQGC GACQCftQCAA TTGAAGACTC 
TAGGGCQCCT GAACTTO3CG CTOOCCICTA TCTTTAGCCT GTICCTITAC AGQGICKTAA 
ACATACTACA TAOOGQQCIC TAGOTOGICA TACTQGATCT TOCICICTTT CAGCTQCGGC 
CAATTTTOGT GAGGGATATC CCAC^CACAT TICIGAGCTA TGAAAGCK3C AACCTOCTOG 
C^GCOCCA CTAACITAGG TCAA1TCQOG TOCTTAAOQG GKHCCTATG ATAGTACTIG 
TOGTTACGIGA GCTOGACCNT GTITEACATCN CQGAAACIGC OCNCCTTCAN CTNITCNATC 
ANCNCAATCG CATNCANOTT CIGGCNANIT TTITTGfiOTC CATGAOCOOC CCNAAANIOT 
TICCGGINNG ACCCACACCC CCTIGAAATO NCTGKIOTGN AGAN3CNC 
(2) INFORMATION FOR SBQ ID NO- 361 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 855 base pairs 

(B) TYPE: nucleic acid 

(C) SIKANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1278UP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 361: 
GATCTIQSAT GTACIQ33GG CICATACITC GGCTICIGIT TOTCTCCTT TTTOCCCTIC 
TOGCCCITOC CATACCTCGA TQCTOCTTOG COOATCITAG AGATATCIGC TGTGCOGCIA 
TOGACTAACG OTCTOCITC CGAACTCTAA GIAGTGriAT CAACTICTGT GTATCATTIT 
TOCCACCTOG AATQCATCAA TITCACCTAG CCCAftOXAA CCIGOGAOCT ATCAAAAAAC 
AQGAGCAGGA AGCIGCCT3A AGAAGOGCTC CAGQGOTCTA OOGAOQQGAA AAACEAOGAG 
GACIGGTOCT ATOACATCCT TCCCGQGATC CATOOOGAGT TCACTQCTIT OGftGCICTAC 
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AATTOOCTOC GAGOQGTOQG AGOQCAAGOG TO3IGACAAC ATCAAOGAGC GTATOCAGGA 420 

GCTOCTCAAC GTCA3TCCAG AGGAGTICTT OCAGGACIAC TAOCAGAAGA AGAAGGAOCA 480 

QGAGTOOGAG AGOGQSAOQC OQQGOQCICT QOCCAAAAAC AAGQSAACIG OGAOQOGOGA 540 

OQGCAAGCOC AACAAAGQCA GATTCTCAQG CAGQQOGIOG AATATCIGAC CEAICIGCAA 600 

ACCAGTOGAT CIGOGCACCG OGAAGAGGTG GAGCTCATOC TGAAGGTCAG GAGCTCK3TC 660 

QQCAGAOQQG CAGCATOGTFG AAOGAOGIGA ACTAGAAACA CCATTOCOGA CTOQQQCTQ G 720 

GAAATOQOGT TO33CNCTOC AGCGTOCTOC GGAATINIGC GGCCNCAGQG CAGCACAOCC 780 

NQQCAGCACA OOGOOOCAGA CCACACACTCT ATTIGQCTOC CATTOQGADG CNEAGASTIT 840 

ojcciQcascr uitit 855 

(2) INFORMATICS FOR SEQ ID NO: 362: 

(i) SEQUENCE CHARACTERISTICS: 
20 (A) LENGTH: 831 base pairs 

(B) TOPE: nucleic acid 

(C) STOANDEENESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: QOA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1279RP 



30 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 362: 

GATQCTICIG GATOCTQGTA GCICQGATSA QGAAGTOGTA CTITK9GTAA TGTCACIGCT 60 

GCTTAAGCAT CTACTTTCAA AGOCTGATAT ACAGAGMOG TITOCTAAAA GIGCTQGATA 120 

55 TAOGTTACTG TTCTCCATAT TAAAAGATAT OCAAT003QG CTTACAGGAA AAGICAOGAA 180 

TCTATK7IGC ACCTATOCAT TIGGAAATCA TATTOICOCA ACACACAGOG AAAGCAOGTC 240 

OCTICITATr AGAOOQCAAG GQGATOQGCT ACAAAGGATA GITTTOGAAC TICATEAOTT 300 

QQCAATTGCA TTGTTAGAGA TAGOQGTCAT AAAAGCCOCA AAGGAGGATC AACAAGAGIT 360 

GAGTAAAAAC AITATTAOGT ATATCAAOGA GTIQQQG1TA CTICATAGEA CICACICTOG 420 

AATATOQCTT ITTGATCCAA GCGTATGOCA ACTICATCAG AGATIGTEAA CTTIUITATT 480 

AACTTIGACA GATCCCAAAT ATCAGGGTIT CTATATAGAG GOTATTCTOG ACATTGAACT 540 

TCTATIGAGT AACAACATAT CITTCACITA AAGAATCATC ATOCAOCACC TTTTOGAACT 600 

ACTTGCAAAA 1ATTTTOCTA ATGAAAGQGA CATOOGATTA GIOOTAGCAG ATTACAGTTA 660 

CTAACAAAGG 1UCAATTATA TTGAGAOCAC TATATTNIAA AATTCTOOOC NIGITATIGA 720 

AAACITNIQC OCNGGGTACA CTTATIGCTN TTCNACAOOG TQCK33AAAA ANlUlUfl'IT 780 

GITAOGAJTA ACTCX7ITTOC TIGATIG&GC AACTTTTGNT TTTTATCATA G 831 
(2) INFORMATION FOR SEQ ID NO: 363: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGrlH: 841 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECMESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1279UP 



G 

(2) INFORMATION FOR SEQ ID NO: 364: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 826 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECMESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1280RP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 364 : 
GATCATCAGA CCICTCGGAG GGITCOCTAG TC3GAAOCTCT TOOTAGGOOG GAGOQGCTGT 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 363: 
GATCAAGAGT ACAGITCATC AAAAGGAGOT OCATGA3GAA ATATCTAAGA TOGftCTIGCT 
TAAGAAATTG ATAATATAAA AGGCTAOGAG CITCAATATT ATAATADGCA TTCCAXAATT 120 
TATTACATTA AATTCATATA QGIMMTTT TCITOGAAGA ATEAATIOTV ATCATTICCA 
TOIGAAGATA TCGCCCICIG OTOTX GGATATTTOG ACTCITACTA IATCIACATA 
TTITOGCGAG CCATTA1TTA AACIOGOCAG CITCACICTG GAOOCAAGAG OCXJEAATOGC 
AGCAGCICTT CCK3AGCGCA ATTICTTCAA GCAATTGAGG CAOCATGTEGC CCTTCITTAA 360 
25 TICAAGCACA TATAAACAGA OOCTQOCGIC AATAAAOOCT A3CACAATEA TATCCTITIC 

TTICCAATAC ATOK3COGAT ACCTOGACAT TICCTGftGAT GCAAAGITAA CAAAGCITAT 
AGCAGTIGA2A TCTTGCGITA GAGACATQCT TGCAAATTCC GAAOOCTIGA GGICAEAAAC 
30 ATOAACGITA TITCAGAATA TCAACCACCC ATTAAATGAA CICTAOCTGTT TIGAAAC03C 

AATOCACK3G NtTlNNCINGA AATATTOCC AAOOOJ2CCT TAAAAGN3IC CXXXTTTATT 
NNC3 gCClNGC TATICCCAAA AACOTAOOOG NITCNTIG7IG NTCCAAGGN NITTINN^WT 
35 TNTK3GCAGC CTITTAGAGN TTTAAANAIN TIO^ANDCC CAAATOCANT TTCTAAAGGN 

CICCCCINAA AANtTICNIGA ATCANCAGGN GAAITOGITT GQCOTITAAC TTOCCAGINA 
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TOIGAQGCTT GAGQGGCTCT QGAG&O300G GCCTO3AOTG AAACQGAGCT 0CTA.TCQ33G 120 

ATOQOGAGAT CTACTO03QC GACCTTAATC CAATTTICTT CTOGAAGGAC TTTCOTQ33A 180 

OGGAQGAAAG TCTITCAAAT ATTGACGCAG A3CGGQCCTT TGftGKlYlW CTCTOGAAAG 240 

AOGCTCTTTC CAAQQOOQOC GQCAGCTTIT CTOOOC3K3CT TGCAGOQCIT GCGGCAGGIG 300 

CAAGCAOQGC CGCCTTCGCA AGAAOQQGAC TCTGCTPCAG TAG3CTK5IC TIX3GTCATCA 360 

TCG3CTOCAC CACCMQ3GA TCTTICTTCG GCMOG3CAC AAACATOTIG GAO0G0093A 420 

G3CTQ0QGIC AOGGCTOQGC GGAATCAOGG CTO00CT003 AAAGGIGAAC GICTTCI03G 480 

QQCICriOGA CATOGAAACC TrCGTCrOGT TCATOOSACT TCTOOGAGIC CAOITCCTGT 540 

ADXTIOCTCT GCTCCOGCTC CTOOCTOOQC TOQQQCTCCN O*3CN0CN3r TOC7IX3CCTCC 600 

CTGACJLNl'iC OOQCQOCITT AGQGGAACAC QQGAAGAAAA NAANINQCXT TTCTONOOOG 660 

GCOXTTGTC TOCXXXXXNN NNNNCXXXXN CCCTONNNNW NNNNCtMt^N NN3CNNCNNN 720 

NNNNNAAAAT NTAGQQ3SJ3G C^AAAATGNG GTEAGNGTOC GOCACCNGAA OCOCAAAAAA 780 

AAOCNOOCAT GTOTOCAGGG NCTINATGAN CANCTIUCN NIOQGA 826 
(2) INFORMATICS FOR SEQ ID NO: 365 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEMjIH: 840 base pairs 

(B) TYPE: nucleic acid 

(C) STPANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: RAG1280UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 365: 

GATCATAATG OGACTATO3C OCATAAGCAG QGCAATAOGC CTATOCACAT CAAAGIOQCT 60 

GAOOGTTCCA TIUICCGCGA CCXJIGACGTC OCTGTGTACA AAGQCTCAGC GCTOCAQQOG 120 

CGOGATCICA TCCOGTATCA OGAACTATCA AACTCGAACT ATITCACTCT GAATOCTOCT 180 

GAAACACTAA CACTIOCTGT GTATSAACCG GAGTTAAACA TCCAAGQCAA CATK7IOGAG 240 

QQQOQQCAGA TEAOCAATTT AACTCAQQ3T GTAOCAGGOG ATOICCOGAT TTCTATICTA 300 

GAOQQGAACA ACTATAQOCA CIQGCAGOOG TTOGACAftGT CIGAGAOQQC ACICTIGTIG 360 

ATTCATTTOG GTCCOGAAGA GGACTAD3AG ATC^CAAQ3G GTTAAAATTT TGT3C3QQOGC 420 

TOGTOCOOOG AAGAACTTCT CCATCTCTAT TCTOOOCAAC TCAAAGCACA TCACAGAGAT 480 

ATTGACAAAA CTGAO3G0CA TGATOGACQG OOQGAATAOG GACTIGTCTC CIQCTCAAAG 540 

TOOCAOGOOG TCTCTIOCIC GCAQCATCTG CTCQGOQQGC T9QOGAATCT CAOOGATTOC 600 

AQGGAACTOG OGGCCATIGA TGAAAAOGIG GANMTGTTTT TAAAAAATTT CMJITOGACT 660 
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TTCANCTCCN NCNNTICACN TTTCCCNM3G 030CAATNCN GftNCICCINA GGCCCTCMAA 720 
CACCATTOAN OTIOGAOCTA CTCAAAACTN TTCTATCCOC CAAINICOTT TCCAACACAA 780 
CGATCT3CTA ATK303OGNC CAACXMCAC TINNTQCATC AT1T1GCCAC AACAATGNGA 840 

(2) INFORMATION FOR SBQ ID NO: 366: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEIS7IH: 833 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1281RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 366 : / 

GATCCGACGT TCAGTOGACT CTICCCA3TT AAQGTIT1CA ACAAATTOCA AACTCATGIG 60 

TTTAATGCCT TGTACCATAC CGATGAAAAT GTATTTATIG GfiGCTTGTAA GGQCTOGGCT 120 

AAAACTQCAA TQQCAGAATT AGCTTTATIG AGTCACIGGA GAGAT3GTAA QQGAOTIOQC 180 

GTCTATATAT GIOCATCICA GGAGAAAA3T GATTTTCIGG T3AMGMTG GOGAAACAGA 240 

r m ' l iAAATG TQGCAQGTOG AAftGCJETATT AATAAACICA CATT33AATT AACTAACAAT 300 

CTIOGAACQC TAGCCCAGTC GCATTTAATC TTAGOGACIC CAGAGCAGTT TCACCTOCTT 360 

ICICGXOOCT GGAAAAGAAG AAAAAACATT CAGACATEAG AGCICTTCAT TCTAGAT3AT 420 

CTICATATGA TCAGTAGTGA CITQOCIGGC GCAAGCTATG AAAATATAAT ATCCAGAATC 480 

CIGITCATIC GGGGTCAACT T3AAADG30C TTGOGTEATAG TOGGTITIATC TACCTCCCTC 540 

GCTAATQGTIC GCGACTTP3G AGAGTIQQCT COGAGCTAAA AAGCTACA3T TTEATTICTC 600 

CTTTCACGAA QQGTTATOCC CTTACAGATC CNCTTACATC CGTIOCTAGA N3CATGAAAN 660 

TCTITAATIG AACTATGGOC AATO3CTTCC TSAOC3SIACAA CTCTCTGATA CTGCCANIWT 720 

TANCnTTCT TOCATTAGAA ATCTTTCAAT TCICIOSCIG CAOGCOQOGC GGAN3AAATC 780 

CIQCTCNCCN ATTAGTK3GA AOCATTCIAG GSINAAAAGAC TOTTATOCTA ACN 833 
(2) INFORMATION FOR SBQ ID NO: 367: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENC7IH: 853 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

55 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1281UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 367: 

GATCTCAAOG TATSAGAGOG GGTTTTTACT AATIATAGAA Q2ATATGAGA TAGAAAATOC 60 

G3CAGTTTCCA AATCCAATAA TQQGATICAC GTOCCTTGAT QOCTOCATIG CAATCAAACC 120 

ACTGTTIGAG AAGTIT1U3T CAGTTATIAT TACATOOGGG AOCATITCTC GGCTIGACAT 180 

CTACCCTOGA ATOCTCAATT TTCAGACAGT TCTTCAAAAA TCTEACTCCA TGACGCTOQC 240 

QCAGAAGHOC TTCCTCOCAA TGATTATAAC CAAGQQC7ICA GAOCA3GTAG OCMCTCTTC 300 

TQQGITKaAG ATCAGGAATG ATCOCTCAAT TGTCAGGAAT TATOC7ITCCA TATPGGTTGA 360 

ATTTOCCAAG ATTACTOCTG ATGCTATOGTT AGnariCTIC OCCTCATA2T TATAIATOSA 420 

ATCCAITATT TCAACTIX3QC AGACAAT9QG GATC7IAGACG AGb'ITlLUAA ATACAA3CTC 480 

ATOOCTCGTIG GAAACACCAG AOQCCACAQG AAAOCTOCTC TACCITTAAA AACINAOCNA 540 

AGQCCNQCOC NNAATQQGNC GGQCCAOTIA ATTTCNGTOG OOGNQ3GAAA ATTCTOftGGA. 600 

ATOGATTTOG ACNOCCTOQG NQGGAGTCTT TCAAAATOGA TCXXTCXXCTT NAOOGANAAC 660 

GU ' I ' INITI AG QGAG33TIOT OTOCNTINANA AAANATCCAA AC03QGAATA CTl'lTlULTl' 720 

NNAGCATCAA NCQCCCOCCT TTTOQGAAAA TTCAQQ3CTG AQGAANATAT GGTITAATCIN 780 

COXCCANCN GNNNOCNNAA AAAAANCACT OCCAATC7TOC CAG^JCCTTO N^ACCACTT 840 

CCNNNNATIG GAT 853 
(2) INFC3RMATTCN FOR SBQ ID NO: 368: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 598 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1282RP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 368: 

GAJOOGGAAT TATAGAATQG ATGAGCA3TT CATTTAGCAA CLT1LT1CCA ATTOGEAATG 60 

GITCATATAT AAACTOOCTA QCTTOL'ldT GATAAATOCT TTCAAGAACA QCAOOGTCQC 120 

AGTCIGQCTT TATCTTTATA TTATTICTIG TTATOCAACT OQCATQGTCT ATGAQG7IOQC 180 

TACATACATT TAGGMCQQOC ATCAGTACCA CQC'ICl'lUOC CAGATICTCT ATCTIOCTCA 240 

CA LXaTl ' iG AA TAGAGTITIC AGGAAACGCA GQCTAAAAAC TTCACOCTDC TCftG'lUTlCA 300 

TAGAATTAGC AOGGCACTAT A0GGAAAT3A CCACCACCTT ACAGGCCAAT TOGACTAGAA 360 

QQCATCIOOC CICACK7ICT AGTIOCTCIG CATIAGCATC ACTCCCATAG OQCAAQOCAT 420 
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CATAACCACC AATOCCAATG GTCC33ZVCCT OGCAATATQC TAO*AGQ0G CXATCCITIT 

^T^rrriTr agicigccig t^ocioc tcqoqcxtic aatacitcea aigatiatcg 

CAACGATCQ3 CTQCTICfiGG GATlClCTriC CACtOXACN CO^OXT TCIOCK* 
(2) INFORMATION FOR SBQ IP NO: 369: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 622 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1282UP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO:369: 
G^dGCQCA AACACCCCCA CICIGIGEAC CXOCTOSATC CTCICAATOG AGICCTICTC 
C^QCTXCIA TCCTICAGCA G3AACQCQ0C TMCHACX3GG ATCITCCGOC CXSGCAGOCC 
CXAGATAGCT TCGATGAOCG OGG3CTC3CTA CACQGTCADC GACTICTAGT ACTOC^GGAA 
C^CGGCCGG TTOCICATCG CTAGCACCAT CAGCICCTCG TACITQOGQG a^CTCC3CC 
CKX3C7ICGGC G3OT^ QQC^^ 

COX2GAAGAA CTAQCCTCCG AOGACOGATT OGOTK3CICT G00GdOO3C 
CTCCT0CTCX5 0GCACC3CTT CCTOGTOGQG OCOCIOCTOC GOQOQOQGOG GC^CXZTITIT 
CXOTXCGCIC TQGT003GCT GXCGGICCT GCTICAGrTAT GCAACTOCCC GCQGC^ICTA 

ccmcccccc ciNwrrmc cr 

(2) INFORMATION FOR SEQ ID NO:370: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 798 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1283RP 
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(xi) SEQUENCE DESCRIPTION: SBQ ID NO:370: 
GATCAQGAAA TOGAQQGGAC TQGCIGATTG TCTITATAGT CAAGCATATT AAACACAOGT 
GACTTAAACT AGATTTACAC GTEGACATGCA ATTGTICTQGT TTCTTTTITA TTIGAAAAAC 
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SIMGACMC TO^CAAT GOGSTK^ MGACGACTC 

TAAOQCTQOG ATCA03GTO3 TCKXX3QCAA QO30O300GT CTOflOSTTCA 
OXC^T CIG^^ 

CAOCCAQQG ATNZCCTITr NCTO3ATEAC AATOOCAT TTTTCATINC; NSQ30OJCTC 

(2) INFX3RMATICN FOR SEQ XD NO: 371: 

(i) SEQUENCE CHARACTERISTICS- 

(A) LEN3IH: 829 base pairs 

(B) TYPE: nucleic acid 

(C) SIKANDECHESS: single 

(D) TOPOLOGY: linear 

(ii) MDLETULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1283UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 371 : 

CATATOGAAG AAGC7CTIGA TOCQGCTCGA QCTAQQOCTC ATACTOCT3C TOCQOQQCGA 
GO^TGGICAO^ 

CGAGCAGTCT GQQCTGCCAG OCQCIGCTQC TCAGItaATAA TCCXXIACTTC TAQQCOCACA 
ATTO3GTEAT TTAATAAQCA ATAAATftCTC CAACACTAAT AOIATAOCC C7ITK3CGAGA 
GTAAGCAOQC AQCAGGAGJT GGCAGCTITT CIX3GTA0CAC CICAAGOOOC TIGCCATIIGC 

CACAGCAGAX TAGftQGTAGC TTGIACP3SA TATTTUICTAG GATCAQGQGC I^GAGCATT 
CATOCAGAAG CTTPSAACTT AN3GTCITTC M33ATO3CAG TIM33GftCTT ATNOCGIOQtf 
TNTAAAANAA TACTITOIDC TAGTCITTOG AACAAACNIG CATITCITCT ICITOGITIG 



180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

798 
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G^TCGC^ AAGACANCCT TIGOCCIGCT AANAAGAOI3 TIQGGAAO*; NT^CO^ 
OD^NCTCCGA G^OJ^X3AACN GQOOCCNTIW QOTTCNNCN GQQ3SINNt^ 
(2) INFORMATION FOR SBQ ID NO: 372: 

(i ) SEDUENCE CHARACTERISTICS: 

(A) LEN3IH: 817 base pairs 

(B) TYPE: nucleic acid 

(C) SflRANDECNESS: single 

(D) TOPOLOGY: linear 



780 
829 



(ii) M0L£TJULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 
15 (A) ORGANISM: PAG1284RP 

(») SEQUENCE DESCRIPTION: SBQ ID NO:372: 
C^O^C^CA^ 

TACCAICCAT TICAOTTAAC AATT3GTTAA CGACICTAIC AGAGGOGOCA CX^GCAICAC 
Ce^GCC ACCICIAGCC TTItXAATQG AAICTAGTIC ATCCAAAAAG ACAACGGrTIG 
a^O^ TCTAGCTTTA TCAAAAATAT CAOGAATCIT QGACICAGAC TC^CA^OC 
^^GCITAG CAACICIGGA CCCTICACAG AAATGAAATT AGCAGAIfcCT TCfOlTOOGA 

c^ccmoc caacaaogic ttaccactac ciggaggaoc gtaaaacaac acaccitiog 

ATOGQGATMj ACCAAACTTA ATOIATTOCT CAQGAIOCAA GACGQGAUAC TCAAOGGTTT 
CCTXCAACIC CCGCXTTATO ICAKXAACC CACCAACA!C CXOOCAAGIA AOGITAACOG 
ATX CAACCAC GGITXCACGr AGCGCGGAOG GATTQGAGIT CCCAAGIGOG AATCIAAAGT 
TATCC^ATTGT AACIOCTAAG GAAICCAAGC ACHCAGQGrT OGAITTCATC CCTOGrlCCCA 
ATCAATTM2A CICATCTICT CICTAA1CIG TIGCAI^CA CSXTCIGAAC ACAAAGAGGC 
ATATCAGCAC CCACATACCA IGCHTICAGC AGCTAGCACT TOCAATCAOG TCAICAGOCA 
TCTCANTIUr TCOT3TOGAT GTTTAAATTC OCAOOCTOCA GTOCTUIGGA NACCANITTA 
TO^NNGICAA TTTACCAACT TITAGN3QGN INNATQG 
(2) INFORMATION FOR SEQ ID NO: 373: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 831 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOUOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1284UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 373: 

GATCAAGCIG ATATCTATTC TOOQQCTACT GGIOGTATOC GTOGTAATCT TCTTOQaOOG 60 

CX3CTCCCAAC CAOGACCX7TA CTQQCTTCOG CTACTQGAAG AAOCO3G0C3C CCTTTOCGAT 120 

GAGCCTOQCG CCAG3AAGCA 0QG3C0GTTT CTIOGAOGTC TOQOQOQOOG TGATCAAGIC 180 

GGCCTTCGCC TTCATCCTAT CACCAGAACT TAXAGGCAXT OCATOOCTOG AG30QCAQGA 240 

CAOOC33GCX3G AACACTGAGA AQ3GATOGAG ALU1T1UOA TAOCCTATEA TCTTTITCTA 300 

TCIGAGCTGC QOQCICATGA TC333CETICAT CTTATCAAGA ACIGATOOGA AACICAXAGA 360 

QQOQCIQ3AG ACAGQOQOQC CAOC30GCT3C CICTICTCOG TTOSTC3CAQ3 Q3ATK3CCAA 420 

CQCAGQGATT CC0CT3CTCG AOCAOCTCAT CAAOGTCGOG AIUITCTCTT CIGOGTOGTIC 480 

QQCAGQCAAC TCCTTCATCT ATOCATCCAC GOQCATOGTC CTAGOQCTIG QQ0Q0GAG0G 540 

AAATOOGCCA AAGITCCTCA OCAAGATCAA CAGATATCIG TOCXTTACAA O30QGTCATC 600 

GICTQCADGC TOCHCXX3CTG 1CTK3CCTAC CTGAAOGTCA AGAOGACFOC GCAATOIGTT 660 

CCNJKXXTVG TCGAACATAT QCACCATCTC 03CTTCATCC QCTTCTCTOGC CAT33CTC0C 720 

TTATATQOCT TOOCNC3GCX?r TCTTTTCACA CIOCKANOCN TO0OCIN0CA GITOCCT9CA 780 

cctrrrraxx: actattcgtt tntaatoiot cittttngac aatcttcoct c 831 

(2) INFORMATION FOR SEX? ID 1*0:374: 

(i) SEQUENCE CHARACTERISTICS: 
30 (A) LESJGIH: 817 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDECNESS : single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TOPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1285RP 



40 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 374: 

GATCOGGGIC CGOCACAAQC TOCTOGTCCA CATOCTGCTC CTOCGOGQOC OOOOOGAOQC 60 

GOCOGGAAAG AAAACQGAAA TCAAGQCCAG CATTQOQGTT ATOCICTACA TATO3C03CT 120 

45 CGTACCICTG CAG3QO0QCA COoPOCTOCT TGATAAOGCT GGOOQCTrOC ACATOOCTOC 180 

CQQQGIQCTG ACAGAOCTAT TOOQGAOQOG GAGCGOQGAC TCACTTCOGA GCTOGGAOQC 240 

GCCX3XGIOC TAOGACTQGC GCGTOCACGA TOQQCTCTAC GATO30GACX3 TA33CTOGCT 300 

SO TGCTT00QQC AG3GGQQCOC OQOCCGATIC QGO3QOQ00C OGOOOOOCX3C CCOGAGATTC 360 

OCCACTOGGT CTCCTTOOQC CCCTTCAOQC CTTGTCGTIG GATCATCTAA GCAGQGTOOC 420 

CACGTACCAA CAGCAGCACG ATOGACACTC QCTOCCATTG CA3CAOOTCT CCJOaQOOCTA 480 

55 1QCOQOCACC GOQOCAOCNG O0QQQ3QQCA ACAGOGCAQJ TGACAATCAC TINIGQOGTC 540 
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a^axxxxx: cccx^ccc crri^xc rmriciooc cccoccaaac o*cxot 

(XCAATAQ3G (2tfjTK3GNAA TTI1*CTK3^T CM3^NNt^N3 l^OXXTTTIT 

CCCCCNE^SQG ACCWTINSQG NACNATT 
(2) INFORMATICS PGR SBQ ID NO:375: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LE3SCTIH: 831 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1285UP 



600 
660 
720 
780 
817 



(3ri) SEQUENCE DESCRIPTION: SEQ ID NO: 375: 
GATCTICTTC ATGACQCTAC TGTAGACAGT TICACAAOQG AIEAQOCIGAA GftCftCfiGEftC 

^A^TITIOX^ 

(Xcicitpgg agatocatqg catcjiggtitc gacachggt ctogteaitog aaaogaaaaa 

TACCTQOGTA AATTATGATT ACATCTTAIA TATAGTTAAAA GATAACAOQC O^X^ 
TAAATCX?TQC AICATGCCIC TAG3ACIC3T TOIC^T OSACAGAACT GC^QOCTA 

TATCCTCCAA TICTQG&ATG AAAGACACAT GTAOCACTAG AGGTTCAGOC OGAT3QCTGC 
.^QCAT ATTICTCATC CAAATCATGC OGCIGGIOCA ACSGITIAAT AATOICICIG 
G^aCTIOGAC TAOGICOG3A ACTQGTCTAT CATCTGGAAT AOCNOCTOCT GITATGGnT 
ACCATAOTCC CCTCXCTT3G TCXXXNAATT CTTAWSCAAT TITIGOTTAA AINCOCCC3STT 

g^^^ccc Aaxrrioxx: oxaataot cxcx^dggs aagn^ocic en*™ 

(2) INFX^MATICN FOR SEQ ID N0:376: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEH7IH: 802 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 
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<vi) ORIGINAL SOURCE: 

(A) ORGANISM: EB31286RP 



(xi) SEQUENCE DESCRIPTION SEQ ID NO:376: 

GATOGCACCT ATAATCAAGA CXXXJimTT TTTATCAGAA ATftGCAGOOC TOCAGQQOTT 60 

ACTTAITAAA TAGCTACftGT AAGATTAQCT TA3TOGITIG CAAATTCATT GGTAGATCAA 120 

CTICTACACT TCAAATAATC CITO3CT33C ACXCTCAIAA AACATOTEAT GCXXGGISIT 180 

GACAACTACT CTGAAGCTAT AGICAGGGEA G"1UUL?JLUQCA TTAGCT3GAC ACAOCITATC 240 

TICACTOCOG ACCAAGACAT GCOCTCK3CA CCCQCTCTOG AGCAAAGGTG GGCX33TTAAT 300 

TAGC7ICTIGC CAGGCTAGAA GATACICAGT GAIQGA3TK3 GTOGAAACIG CTACAOCX7TC 360 

GTAGAACIX3A ITTAGCTTOC TGTACTIGTT OCCCATCTIG GftGAAAAWSA ACTEAATICC 420 

GGAGCTCTTC AAOOCTICAT CIGGTOGAAA TTOoIOCTTA TGAATTIGAG AAGCATGATC 480 

AAGAAGQQCT TGAAGAATGT TAGIGAAAGG TTIAGATATC GCTOGADGAT ATOCAACTTT 540 

GATTIGAGAG TTCTAGGIGG OQ30QQCQ0C AATAGAATOA TCTTTCTQOG TICAATTOTT 600 

GAOQCOGTAT OCTGAAQQCT AATGCCAAGC CAAATOCACC CCATCNATTC CC3CAAAACTC 660 

GCACNGACAT TA1TATGGTT GGODJDGfEftGA CCATCAAICT AAADOQOCTA TCACNCAOQC 720 

COOOCACftNG GtfTADCATOG OOCMCTOOC TTCOOCANOC TCftGNTCNAC OOCATINIQC 780 

CCCTA.TTTOC CACATAIU^T OC 802 
£2) INFORMATION FOR SEQ ID NO: 377: 



(1) SEQUENCE CHARACTERISTICS: 

(A) L£NC?IH: 835 base pairs 

(B) TYPE: nucleic acid 
3S (C) SraANDETWESS: single 

(D) TOPOLOGY': linear 

(ii) MOLECULE TYPE: ENA (genomic) 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1286UP 



(xi) SEQUENCE DESCRIPTION SEQ ID NO: 377: 

GATCTTOGCA GOCfiGQQOGrT AGIOCAO03G QGICAGIOQC TOGCAGAAOG OOOOQOOTIG 60 

CAOCTACA3C ACCACCG3GT CCTCIG3GTG OO3CTTCT0G GQQOGCGACA CATACAOOQC 120 

GCGCQCAGTC OQCTOCGQOG COQCftGOOGC CGGCCOOCOG AGCTOGAACA GCTCX3CTATC 180 

CTGCACAAOG TACGTCTOCT CCAGCADCTC GOCQCOGCGC TOGAAOGAOC CXXX30QOGIG 240 

OCAOCADQGC AOQCAOCTOC CX3A0CGAOGC OOQCAG030G GC030CGCOG OOQQGTOCGC 300 

GTOOCGCX30G GCCTCTACGC CCAGCftGTOC CAGCftGOGTC CUXJUUOCC3G CGOGCQGCAC 360 

CACCGAGTAT AOCAGQ03CG OCftGOQCIGC CGQCADGCCC AAOQCATAGA ACITCftGCAG 420 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENC7IH: 799 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1287RP 



600 
660 



AAAOQCGAGT ACGCTCCACG TlTlUmUj AGATCOCATC ATOOOQQOOC GftGGGAOGTC 480 
GACGCCCGCC ACCTCAOQQG GCGQCTACIT ATACAOCACA AGATICIATA GAAAAGGAAT 540 

5 QCGACCAACG ADGAACGCTG TATOGITTOG GAAAAAAAGG AGTCTCOCAA CTAAAGCTTG 

CTIQCIQQCT AOGAGITTGT GITTCAGGnT TCTTCATAGC ATOXAGTTG TITIGTTTGT 
TIQGCAAAIC GCATATCAAC CATAAAANAT CAAANNTTCT ACAATTQCTC OOGACOoITC 720 

10 cccCATCCNC CG3QGAAANA TQCfiGAAATC GAGANAATTT CAGADG0Q3G CTTTC3CCAAA 780 

NICCCGAAAC CCCAAANICC CAACATTOCT QqCACATITC ATTCTOsINNC NNNSA 835 
(2) INFORMATION FOR SEQ ID NO: 378: 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 378: 

GATCCCACIG GTATTAGGTG TCIGAACAOG QOCAAAIAAA ATAOQCAAAA TGAAGQQCAT 60 

30 TAATAATCTT TCATCACTGTT TGACAATAAC CCTIGACTCA TICTGAGCAA A1AACTTTGT 120 

TACTIQC7ICG TTGAATAACG TCICATCEAA TAAGITCTTC AGATTGTOQC TATATTICAC 180 

AQCTACK3GA TQCTICTATC CTAACAACGC ATCTAGQ3CC ACTTTCT3CA CTIDCAGOGT 240 

35 TCGACIACCC AATAATTCCA TCAACCITIG QCQGACATCT TOQGATTIGT AAATAGCTTT 300 

GATATTCITS AACTTQCOCA ATAATITCAA AATTAGATIC CTATCOGTCT CAGACCATCT 360 

ATCQGCftGAG TOCACK3CTA ACTCACQCAG AT3CTCTICA TCITQOTIGG CATOGAATIG 420 

40 ATtATTOCCTT TTTAAGACAA AAGGTACAAT GAA1CK3CTA ITITGCTOOC GOGAGCICTIN 480 

GCAGCGCGAT TAATATCTTC AAT3CTIGIT TCTAATCATA COQGATATCC GftGIGAACQG 540 

CGANCCCCTT TAAGGTTTTC CAACCAA3GA TTTTIOGAAA N^ACAI!SCN TTnSGAACNT 600 

45 TCCNAANNCA AATAATINAT CCTAAAAAAT TINK3COCNA NICCAAAAAN TCOCCNAGC3G 660 

GTNNAAfiGAG T3GCCCCAAA TTCNAAATOA GSSNITITIN OJUN1T1N0C NAAAAAAAAT 720 

CCCNCCCNAC O^CG^OTTTA ANAATIMTIG GGAANJ0OCAT TCCCCCCCCA AQQQGAAAAA 780 

50 AQ^GTGNNOC CNATTITNA 799 

(2) INFORMATION FOR SEQ 3D NO: 379: 

(i) SEQUENCE CHARACTERISTICS : 
s5 (A) LENGTH: 817 base pairs 

(B) TYPE: nucleic acid 
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(C) SIMNDBCMESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: EMA (geracrtdc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1287UP 



(Xi) SE&JZZCE DESCRIPTION: SEQ ID NO: 379: 
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TADCGTGADG GAAATOGATC TOCTOQOCAT arx^Q^AfiATA 






ACACAAOGTPC 


(JlUL'lLXaAAG GGOCTTCATQr Q3DS2tf5ftfiTG fTPAATTr^Ar: 




AGQCAQGTAC 


AQ3Q030GAA 


CMQGTICACA GAOCCAT3G3 ACAlUlLTiT QGAAGTOGQG 


180 


AGAAGATAOS 


OOOC7IGAOGA 


OGAQCIGGAG CAACAGAOCT OGCTACIGGA (XTCAACTIT 


240 


GAACICACTG 


ACATOCAGAA 


CTCCAAATCT TO30GTCAAG OGAOGCACAA TTCOSAMAG 


300 


ATCAGIGCCA 




AGAGTOQCAA OQOCAGGAGC TOOOOGQGAA 0GAGG3CA1T 


360 


GAGQGTPGAAG 


AGGATCITGA 


TIQ3AATCTG QGAXICADGG AACCAGCAAT TCEAGTOOCT 


420 


TCAAGOGATT 


TK5AACADGA 


TAACAGCATA GAAGTQQQOC QGAGAGCAGT CCOOGAATOC 


480 


GGACCTTCAG 


GAAACICTGG 


OTIUGGMT OGACTT33AT ATIGOCAGGG TTGACATTGA 


540 


GQCEACAQOC 


GGQ3AGCAGA 


TGCTQQCACT TIQCATCTCA GCITiUJUGA AGTATAGTAC 


600 


UrilTIUL'lUi 


AACACTGINC 


ACANOCAAAA CAAGAAAGQC ACCTlUb'lTAT CAATTCTACA 


660 


TTCACXXXCA 


OOQGATTACT 


GAAAGGTO7T CNAAAAOCCC OOCNACANIG CIOCNK3ANT 


720 


AOCCATCOCN 


NCCCCATTCN 


NOOCNAAAAC GC2TTOT0GAC CCTTINAAAT GATOCTNCAA 


780 


TITIUCNIGA 


CAICCIOCTC 


NITIOCAAOG AGsCCCA 


817 



(2) INFORMATION FOR SBQ ID NO: 380: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH*: 787 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1289RP 

(xi) SEQUENCE DESCRIPTION SEQ ID NO: 380: 

GATCOQGATT GAOOGIAATA TTTCAGCTIT TKMQIGAA TK3CCAAGAG GAOCAQOGAT 60 

TTGAATC TC G CTGACICICT TGTGAC7TAAT TAGTACAAGA AOCITJIX3GCC TGICACAATT 120 

AAGOCCTGGG AATAGGACTT CAACTTCAGA AGOOCAOGAT OGTCAAGOGA TGATACAAGT 180 

GOCTAOCAAC ATTGACTTAA CATGAAAATT GATAGCATIT TTAIAACAAT GGAAGCAAAG 240 
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GACTAAGTCC TICAOGflQCT OGCCAATGCA QOCICTTAGC AQGTTTCQQC AIATTOCTOG 
AAGATGTCAA CCTTOCAAAA ATATTCCTCA GAGCATTAAT TATCATTACA CAAQOOCTTG 
GK?IGAGACA GAATCTIGAG AGGTOCTQOG ATAAAACTCA AAATCQCAGT GCTTX33ATTA 
TAQGGCTTAT ATACTGATIT AAGTOGTOGfT GC^ATCTAT TCAGQGTTCT ATAAATTAAA 
ATATCACAOT CGGTATACTC TTACACACEA ATTATAATCA CXTPGATATTT GACTATTTAT 
TACACCAGGA CADCTOGCIA TGAAAATAGC AACAQQCIGA TQGTATTAAC ATCTGAAGAT 
ATCGCCAACA TTAGAACACA CTACTCACAC AAOQGCCAGC CATTCGAGAC TATOQCTQGT 
ACTACTGCAN TACTGICATG CITATCTGAC ^r^^GACrNC TGATTCTIGC QGAAATCCOT 
TTCATCNGCA AAATCATNIC (3JIT3ACCNCA ANTTCTACIN TAITAAOCCC CQCAOOGGCA 
AOLTHG 

(2) INFOPMATICN FOR SBQ ID NO: 381: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LtENGflH: 788 base pai r s 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1289UP 

(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 381: 
GATCCCAGGC TOOOCCAGGA TCADGGAAAG TIGCATOTIC TTTTOOGOGC TACAQQCTOG 
CTTTCCXrTAC TGAAGATTAA ATCGATGATC AAAAAACTOG AAGAGAOTTA TGGTIGOGAC 
CATATA1CCA TICAACTCAT ATTAACTCAA QOOQCTGQQC AATTCITIT3C TAATAAAAAC 
CCCAAGAAGA AGAAOCTITA CGTCTCTAGC GAAACAAACT CATTCICAAA CTCOGTIX3QCT 
CACCAGGQGA AACTTCCAAC AGAACAACTC AGACQCATOC TACACTGQQG TAAATAGOCT 
CICCAATACC CCTQCAGrTTG QQ3330GCAC AOCAAOGOCA GCAGMCTTC TCCAGGGOGC 
AGCGCCGCAA QGOGCGGGCT CCGoTCTAAG CCAGGGOGCA GCTOQGQQGA AGATTGAGCT 
CCXTCCACAC ATACAAGTCT GGAOGGATCA AGAOGACTQG GAOoIGIGGA AGCAAAGAAC 
AGATCCCTAC TCCATATIGA ATTACGCAGG TOGQOSATAT CXTTICTOCTC GOGCCACTTA 
CGCGAATACA CTICCAAATT GCCCT33GCC TTGTIAAAAC CCGQGAACAT GITCNIOGQG 
NNTraJAACCA NTTTTOCAAT TCINCNOCCA N00GN3ITIN GWattNTINA AOCQCCCCCC 
TACCCCCCNA AAAANAANAA NAAAAACCCC GTINICNGTG TL'ICACCNOC CANAAAANAG 
QCJIWCCCCQG GAAAACGAAC TGGGGGGAGA GAGAQC3SIANN AAATINCNAN AATOCTTTTA 
NCCCNQQG 
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(2) INPORMOTICIN FOR SEQ ID NO: 382: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 761 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEMESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CNA (gencrnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1290RP 



75 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3 82: 

GATOGCTAGA TOCCCAQGAT GAGACTCITC AGGTTAGGCA GGTKJTICTAT GOGOOGOCAG 60 

AG3SAAAOCC AATGACTTTG CATAGAACAA PCCCGCCATC AOOCATGTCT TOOXTCTAT 120 

AGAGACTAAG CEATCTGADG ATOCCTEAGC GACTCTC7ICC AO03CT0GAC GAQQCCATIG 180 

AGCTCTTAOG AACTOCACAA AOCTACTOGA ACTCK3TITC CAGaCTICIT ' IL ' lUmmC 240 

TTCAACIGCT TTOGCATCAA GTACCCCCCA QGCTATTTTT CTEACCQQCC ' lUb ' iUmui ' 300 

CTATATACCC GGTICTAnT TIGATAAAAA ACTCAQCTCT TCCICTAOQG CAGAAATATA 360 

TATCCACTCC TTAGOQOCAT GOGAAAATCT QQCTITTTAC ajJ lUlTiL V OOCA G ' iL ' l ' l A 420 

GCACTGGCAG AAAAAAGATG TATOQOGTAT AQG0GCT3GC OOOQOGGAAA AAAAAAAAAA 480 

ATAGAAAAAT AGAAAAATAA AAAGAOGT33 OOOGOCCCQC Q3GCAGAOGA AGAAAAAAXA 540 

QQOQOCCAGC CCTCCAAGCA GA0GACAG3C GAGACATAAT AAATOOCACA OCAAGGGAAG 600 

AAGTCTTCIG (^OQCTCCCG GCTCATAQ3C CTOOCATICT GITOCATOCC QCTTQCAACC 660 

CAGTATOCAT GICAAGCAOG NIOOGAGCIC OGCTQCTTOG AGIOSAATCT CTTOCTAOOC 720 

AGOOGAATOC CATACTIGCC TICACATACA TAOCTTTCAT T 761 

(2) INFORMATION FOR SEQ ID NO: 383: 

(i) SEQU^JCE CHARACTERISTICS: 
40 (A) LENGTH: 639 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 



20 



25 



30 



35 



45 



(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1290UP 



(xi) SEQUHflCE DESCRIPTION: SEQ ID NO: 383: 

GATCAGACAT GGTlUl'l'l'lGC GQOCCTOQCT CCTICT3QGT GGQSDCAOOG CAGTTCACIG 60 

GGCCAGCATC AGnTTGGIG QCAGCAGAAA OCCTTAGGAA TOIGACTTTC TCTTOGGAGG 120 

AAGICTTATA QCCTAAQG1T ATACIQOCAA OOQGGACTGA QGACIGCGGC TTOGQGCAAG 180 
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GA3GCIOGCA TAATOGTTAA KTGCCGCOOG TCTIGAAACA OQGAOCAAGG AGICEAAOGT 240 

OTATOOGAGT GttT l UjG' l Gr AAAACCOCTA CGOGTAATCA AAGIGAAOGT AGGIGAGGGC 300 

5 CTCTTTAGAG GIQCATCATC GAOQGATQCT GATGICTIOG GAT3GATTTG AGTAAGAGCA 360 

TAGCK7TK3G GACCOGAAAG ATQCTGAACT ATQCCIGAAT AGGGTGAAGC OCNAN3AAAC 420 

TCIGGTQGAG QCICGTAQOG GTICIGAOOT QCAAATOGAT CGTOGAA1TT GQGTATAQQG 480 

70 GCGAAAGACT AATOGAACCA TCTAGIAGCT QCTOCIGOCG AAGTIOCeiC CAGAIACAGA 540 

ACICCTATCA TITTATGAGT TAAACNAATC ATAAGTTAGC GQGTIGAAAT GACCTGACTA 600 

TCoccACirr aatacttaga atcccigttg CTTATIGAC 639 

75 (2) INFORMATION FOR SE3Q ID NO: 384: 

(i) SEQUENCE CHARACTERISTICS: 

{A) LEN3IH: 813 base pairs 
(B) TYPE: nucleic acid 
20 (C) SIRANDEXJSESS : single 

<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genotdc) 

(vi) ORIGINAL SOURCE: 
25 (A) ORGANISM: PAG1291UP 

(xi) SEQUENCE DESCRIPTION: SEQ XD NO: 384: 

30 GATCGIQCAC GQCAAGAQGT C3GAGCTQOG TCACGAGGQG CGOOGQCICT TCCAGQQGCT 60 

ACCCCAO30C CTG3CACTSA CAOQGTACCA CTO3CT3QCT GGACIGGOGT CAACGTTOOC 120 

GGCGGAGCTG GAGGIGAOQG CQOQCACOGA GACAQGQGIG GITATGQQOG TOQ3QCAOOG 180 

35 CAAGEACACC T3CAGTT0CA CXXX3GACTOG ATTCIGAOQG ACCAOQQQCA 240 

GCTAATGCTG CGCAACATOC TAG03CT9GA AQGCGGTAD3 TGGGCTGAGA AOGACAAGCT 300 

(XAGCTGCGG GCAOGCGCGG GCTCTGIGCT GAGQGftGATA TACQCICAAC GACAGGAGGA 360 

40 CATG3CAG0G CAGA.TG3CTA T3COGGGAAC TOCTATQGCG GACCTOGAGo OGAGCITTOG 420 

ATTGG3GGTT CIGCCG9QQG TOGTGGACTT OCATGAGOGG CTQQOGQGQG AOGOQOQGGG 480 

CT3GCIGIGG TAGCCGAGAT AAAACTGOCT CTCOGTOGOG TQGCAATATT AGOGAGGOGC 540 

45 TIGGCNCCAN AANANGOGCT TNOJIOTTGC OGAAGGOGGA ATTTTOGGQC ATCTCOGCTG 600 

CTTTACCGAA CXXACICTTC TAAAGQGACC OQCNAGANCN NAATTATTNC COGACOCNOC 660 

LTl ' lG ANAAA AACNANACTG OQCAAANAOC GCQOOGITTG CTNCTTIANG ANATCTTTAT 720 

50 TOTXXNTTCC AATNTTTCAA GCCCGOTINC G30CNACAAT TTOCCTTATT TINAAATTTT 780 

NAAOCADQOC CCCCCAGACC NlTnTlTlN CQC 813 

(2) INFORMATION FOR SEQ ID NO: 385: 

55 

(i) SEQUENCE CHARACTERISTICS: 
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(A) LENGTH: 773 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

5 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1292RP 

10 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 385 : 

GATOOGICTA TTTTTTATTT ACATTATTCA ATTAAAAATA ATCATTTAAA TAAATATTTT 60 

75 TTATAAAAAA TAATTAGK3C ATT3TTACAT GITCATTAAA GAATCAITAT TATCAAAACC 120 

ATCAACTAAT TCTTATATAT TTATTAAATA TTAATTTCAC TEAATTAAGA ATTAGGAACT 180 

TTATCTATEA GICIGQGCIG TTTCCCTTIT GA3TATTAAC CTEATOQCEA ATAA1CIGAA 240 

20 ATA3TEAATT TIAGATTAAT AATATKTICT GAGATITAAT AITTTTAATA AAATAAATAA 300 

TTATTCOCTA AATAATATTA ATAACTATAC CATATATATC TAATATTTAA ATAATCATAC 360 

TAACATATGT TTCGTAGAAA ADCAGCTATT TOCAAATCAG ATTIGACTTT CTCTTACITAC 420 

25 CATTATTCAT CAGATAATAT TOCTACATTA ACCTGTTCAA TOGTTTTEAT ATITTATTAT 480 

ATTTTAAATA TAATAAATAT ATA'i'l'lTAAT CATTIGATAA TAGTA£GATC ATCTOCTTTC 540 

GC7ITTAATTA ATATTAACTA AATTEAATTT ATTITAA1TA ATTTEACAITJ GTTAAANATT 600 

50 

TAAATTAATT TTAAAACCAN TTTTATITIN AAATTTK3sJC AAA3TAATAC TOQQ33JOOC 660 

CTTTCCAAGG GGCCINNTJIN NATTTTITOA AAAAAATAAA AAAGG3C3MNN ANAAADCTTT 720 

TAAAANITOC CENGGQOOOC NNAANANINA AANATTTOAC CCNAAAGCTC OCN 773 

55 (2) INFORMATION FOR SEQ ID NO: 386: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH: 798 base pairs 

(B) TYPE: nucleic acid 
40 (C ) STOANEECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencmic) 

(vi) ORIGINAL SOURCE: 
45 (A) ORGANISM: PAG1292UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 386: 

50 GAIXDCAGTEA CTTAGTAGAA TGATAAAATT AATAAATATT ATTTATIAAT ATTTOGITAA 60 

CAATAAAATT CAATAATTTA TTTAAATAAT GATTAAATAA TCTCAATAXA AAATTATTAA 120 

TATAATGAGA TATATATTTT TAAAAAGAAT ATATAATTAA ATAATOOCAA CCAAAATITG 180 

55 TOOCAGCAGC TOOQGTAAGA CAAAQ0G3GT TAGOGTEAAT OGTEAATOGCT TAAAGQGTTC 240 
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GTAGAATCAT TMTTAAAAT AATAATTAGA ATTAATAAAA ATAATTTAAG AATTATICAA 300 

CTAAAGATGA AATAATAATT ATATCAATAA GACTIMAAA GTCAAAATTT AAATTATATA 360 

TTAATTGACA TTGAQGAACG AAG3CTAAAG TAGCAAATCG GATPGGATAC OOGAGTEftGTT 420 

TTAGCAGTAA ACAATGAATA OCTATTTATT TTITATTAAT TAAAGAATAA ATIAAATCAA 480 

AATTAAAC7TA TIOCXXXTCA TCACTAQGTT TOCAATAATA AAAATCAAAA CAATAGAOQG 540 

TICCGACTEA AGCAGIGGAA CATSTTnTT AATTOGATAA CX3XXTANAA AOCTTAOCAN 600 

TITINGAA1A TTTAATTATA ATAATTINEA ATTATTACGG N3T3CATKIT NICTTOOCTC 660 

CQGQCOGCNA CJl ' l ' l ' l ' l NAAT TATCNINAAC GAACAAACNC OCATmT.LT TTTNANAAAA 720 

ATTATTTATT TTTTGAATAT TOAAAAAAAA TAAANATCCT TIOTOCTTTT XAATOC25W3A 780 

CalWlTlTl'lT TTNITCNN 798 
(2) rNPORMATICN FOR SEQ ID NO: 3 87: 

(i) SEQUENCE OJARACTERISITCS : 

(A) LENGTH: 762 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1293RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 387: 

GA3CACGGAG CAGCIQGTIG GCCTCGQCAT AAGOOOQCTT GGICICTQQC CACIGITCTC 60 

CAAGACCAAG CTQCICTGOC TO3AACAACA QCjTTTCIGAG CTGfiOCAOCA GGAATITCAT 120 

CTTTGTACAC CICIQGGTOG QQQCCCTIGA GGHXXX3CTIC GAAGCATCAG TACAACAGTC 180 

TCATCTCCGC CCACTATQCG TCTAGTICGA TOQCATGAIC GGGGIOTACA COQCTGQOGA 240 

TATCGCCACC CAATGAGQOC TGCAAAQQCG TAATOGAGGG CTC3GGACCTT AAGCCAGACA 300 

TCGAGITOGT GGCGACGTICC ACAACATCGG OGOCftGAGAT QGOGCATK3G ACCATIGATG 360 

CGACAOCICT GCCIGCAGAA TCATOICTAT GCACATCAAT T3GGAGG0OT QGATACITIG 420 

OOCTGATOGA GCCAATCAGT AGCTTTCCTG CACOGQGCIT CATOGTGOOG GOCATATCTT 480 

TAATACCCAA GATAICTGIG CCCCATQQCA ACAATCTTTT CAGTCAATCC ACTAGTAATC 540 

AAGGITOTAC TICTIGCCIG CICTAGCATA TCACCTGAGTT TACAGATAGT GCTCAAOCAC 600 

CCTCCOQCTT TCTTCADQ9G TNNAAADOCA CTICACTGIT CTAC7PCOTCA CXXNICNAANf 660 

CICIGAAATO TCANNCATCC OJ T I U L' I U'IT TGACAAATGT CATCXXOTTT OOQCNAAAGA 720 

ATTAACACCC CTQQCCOCAA CNOOCTGAAN GATTTIGQCC N3 762 
(2) INFOKMATICN FOR SEQ ID NO: 388: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH: 805 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1293UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 388: 

GATCTTACAT CIGACAACAA TAGGCTOQOG QCAGATCAGC TOCATTCATC GAAATTITAA 60 

CACAGCTOGG GCAAOCAGCT ACAOGQGATA TATAAACTCA ATOCAOGOOG CTCITTACIG 120 

ACACACTOCA TCAGCATCAG CAOCAOOOCC AAAAATGAAG ACTACACACA TOCTMOOCT 180 

AGCAACAdT QOOGOCTQOG CACCIUTTCA GCOOGCADCT GTITCAGCCCA OGGADCTOGC 240 

OQCftGOGGCA AAOGTOCOOG AGAAAGCTCT ICJOGGCTIC TTOCAACTGT ACAATOIGGG 300 

0GATCT3GAG CIGCICOCAG TOGADGAOGG OGCACACTOC GQGATCCTIT TOGIGAAOOG 360 

CACACTAGOG GAOGIQGACT ACTCCTCOGA GCATOIGGTT CAAAAATOGT TCOGICTGTC 420 

TCTOCACCAT GQGCAAAGIA TGTAAGQCOG GAOCAGAGAC AGTITQOGTr GAGAXATCTA 480 

AGITIACTTG CTCTOCTACA OCA1GCATTA TGACADGGGC TTAOCTACCT CXTICEATAA 540 

GCTAGITTAA ATCITTTCTA TOOGTATTAT ATOSTTTAOC OGOGCOGATA CTTO3CAGAG 600 

QCTGCroiOT TAAGQCCNAA CTTTAITOCT AANAN3GTGG ATTACOQQGT N3AAANAATG 660 

AATCIGAATT GGOGAAATIC OTQCTOC2NJCT AITANCIOQC CNWOOOGTCC NAATAAA3QG 720 

AANA'lUb'lUG GGTTTAAIAC AAAANQGM3C QvTTGOOGGCA A1t2^ACT3GA TTAATTTCAA 780 

AAACCTCCAA NTACCCCCAA WIGGN 805 
(2) INFORMATION FOR SEQ ID NO: 389: 

40 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 764 base pairs 

(B) TYPE; nucleic acid 

(C) STRANDECMESS : single 

(D) TOPOLOGY: linear 

45 (ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1294RP 



55 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 389: 

GATOOQGAAT GTOGCICAAG OTOOGCTGCT TTOGQCTQQC CPOQCTGTIC TCICTGGAAT 60 

OGTTTCTQGT GGnCTOCTIC TOOCOTGTIG ACCTTGGGTT CftGOGTCTTC AGCTOGTACA 120 

CCTCGAGAAG CTTCGAGITA TCGAATOCAA AIGGoITTAG CATCTOGACC ATATTOGCTC 180 
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CGCCACCTOC CTOCOOCTIT GQOCITACAT CX33GAGIOCA ACnCAAOGT AATQCTATAG 240 

AAAAOGCCAT TO3CCT0GCC GICTTATCAC GIGACIGTIC ATICAQITOG ACfiGCIACIC 300 

GACTAGCACT GCTOCTOCTT TAACTOQGCT ATACACTTTA TATOGITACA TTACTTTUTC 360 

CGTOGICCGC QSATOGGTOG TOGTOQCTIG TCIGCftGACT CACTCTTGAA CAGftQGAQOG 420 

TICITAAACA lOICTOCTAC GACAAAGAAC CTTAOGT90G AG0CIOO3CA OGAATACATG 480 

GICCATA1CT CTCAQCTGGC OGTTCQGT3C OCT0QCTOK: ADGTCICTEA GCK3QCACTC 540 

ATGnGTCCT O3CTG0CCAC CAACTTOCOC aSAXAGTTTC (XXX3JICGTT ACIOCAGCAN 600 

ACCGIGINQC TIOTGCTIOC TTCACACTTA CAGGAA3Q0G GAANIQOCAG ATCOTACTIT 660 

■na am oQC ajmccwrr otpgacanaa aniuutitat atttigcoqg aaaacstttta 720 

ATTTIACATT TTCNAAACAA CATANGTTOC NITTITACNN AACC 764 
(2) IKFCRMATICN FOR SE£> ID NO: 390: 

(i) SBQUE3M2E CHARACTERISTICS: 

(A) LEN3IH: 800 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL 90URCE: 

(A) ORGANISM: PAG1294UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 390: 

GATCK3GAAC TQCAAGTIOC TGATCTCCIG CTTAOGCTTC TCTOGCKX7T CATGAATOGA 60 

cracrocnc cacogaatca aogpoggctt gtocacatta ogatctaoct ogaigtccga 120 

GTCATCCGAG ATTICIATCT TCTOQCACIT TGAGTEAATOG ATK3CCATTC CACTAOCTIG 180 

■mOJ i ' I CTC GCTICACTAC TCTIGIOCIT AGATCTICTS GATOCADCAA TAACIGATAT 240 

CAAAGATTCA TATAIGCAAA CCTCCAACEA AATAATCITA CACftEAAGGA AGGACCAAG3 300 

CAACGCCTOC CCTGTTCTAG CAACITCIGT GICTCACICT CAA03ATAGA AGICTOCTCT 360 

CGAGATOTTG AGACCCTACT CX53CCACAGC GCTXTCAGG TOGTTGAOGG TCAAQCTGAC 420 

CI'lUl'l CQCA TTOGTCTTTT CGTTTTCTTG GTOCTGCTGC TGQCTCATCT GCICTCTOOC 480 

QGQCTOCIX3C TGACCGftQCA TCACTTTCTOG QGOGCQQQCC TOGOOGITCT TOGAGITATG 540 

GACGCGAATC AGGAGCOGAT ACGGAATACT CGTTAGGCGTT 033CCQCNAT GTOQCTAAOG 600 

AACICTOCjrT GCCAACGCGA AGAAGQCCIT GACCOGANAT CNCTQCACNC OGAAQOGTOC 660 

TOGTCAOTTA TTATCCATCA CACOTOQQGA AAAAGQGQGG GGITOCTCCT AACTCttAAAA 720 

CNCITGANGT CTCICCTPGC GGTGAATOGG ATTTQCAAAA CTICTTINCrr M3QGITTQCC 780 
CCNQC3QGOCX: CCW3C3GGN3A 
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(2) INFORMATION FOR SBQ ID NO: 391: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 796 base pairs 

(B) TYPE: nucleic acid 

(C) CTRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1295RP 



IS (xi) SEQUENCE DESCRIPTION; SBQ ID NO: 391: 

GATCTTIOCT TCAAATBGGG PCGPOJTGCT TAAGICATCC TGATOCTQCA CAATCACGTC 60 

CATATTOQOG GAGATCAGTG OOQGTCTOGC ACCAGAATCG CTGOOOQQOC AGGTCACEAG 120 

20 CAATCOGAGC TOGTCGACAG TITCCACCTT TAGCTTACAC CAAAOCAGAG GAAAGTCQCG 180 

CGACAGCTOC TOGTOCAACC GITTGAACKS CTTOIMCTC TOOGTGTOQG ACITCAOCGC 240 

TCIGCAQCAG TCOQCTOCAT CC^OCAOOCA TOOOSAQG3G ATCTOCACIG CACQCTGTAG 300 

CTTCTOGACA GTCAGATTOC TGAGOGTOGA GITGTOCAGA ATTTOCTQGA GCT3GTCTCC 360 

AAAGCOQCCC TCAGCTTTOG ACAOCTOQCA GCACGATOQC AGIGAOGOOC CAGTCACCTC 420 

OGAAGAAACA ACAGCACIOC GOQCTGICTC AGCAGAAAAG CAGQOCAGCA AOQOCAGOGC 480 

OGTTQCAAAG GATATOOGTT GCOOCAAAGG OCAAGCTOCA AACATCATTC TQG1GCTCAG 540 

OGACTOCTIT TOCCAOGAGA TCOGK33QGA CCATOCX30CA GATQQQQOCC TTAATATAAG 600 

COCCTCCIOG CCAGCATGAC TICIQOCAAC TOOOGAACAT TCTAAATOQC CAQCTOCTQC 660 

ITIGAT9GTA OCINCCGCNG CIN3090CAA AATINATATA OCATAATOOC QSTTCCTAAAT 720 

ATNCTTACAT AOCACX30CCC AAAGOGCTCC CCGNAGCTOJ OOCGAGCCCC CACTITCNOC 780 

NNAAGNANCC GNK20G 796 
(2) INFORMATION FOR SBQ ID NO: 3 92: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 808 base pairs 

(B) TYPE: nucleic acid 
45 (C) STOANE3ECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencroic) 

(vi) ORIGINAL SOURCE: 
SO (A) ORGANISM: PAG1295UP 



(Xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 392: 
55 GATCAACTIC AGTICT3QQC UiTIGTOGCA TOGAQGOOCG OCAAOQQCAG ATAGCTTCTC 60 
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AACTCT330G GIACCCTOCA 0QG3CT0CAC GAOOQCTGTIG CAGIGGAAAC QCTOGTAAIT 120 

GnCTIQGSG TAGKJLTIIA ACTACIOCAA AGMCACACE AATOCGAQQC CK30GAGGAT 180 

5 ATAGAAAACC AGCETCCOGTr ACCTACCGAT TOOCATQGTT GAAGCAAGGA TICCACTOC3C 240 

CTAAGTACTC AATTATTGAG TQCTAGCAAG CICATCTTGA TKTKalGATA TCAAQQGTAA 300 

TCGGICGTIA AGGAACCTTT TCAAGAAAC3 CAAAAGAAA.T GCX3TQOGTAG GTQGAGCAGG 360 

70 TCACAACCIC ATATIACTCA TAACftGTTAT CTATCTAAGA A3CG3CACTA T03ATATACT 420 

ATCAGCITCG TATACACATA TATATOQ3AG GITTATAATC GCAAGTTAGC TATAATTQCC 480 

A1CGAGGTCT AATACATOGA AjATTCICTA C3AAACTACT CTCICAOCAA CACA1CAQOG 540 

75 TATGAACAAT AACAGCAATA TTATCACAGG CAA3TOCATA AAAGTATTCA AAGftGQGITA 600 

AACAGTTTAAA 1TOOGTAAAG GTICAG33AN TATICOCIGA CAlXOCATAC OGAATOGCCC 660 
T3CACCAA1T GTTCACATGrT TCANAGAXIC TOOQQGACTT CATAK3^A0C ATGTIQOQQC 720 
20 CCCNAACTCN CATTATCTSIA ATOCTTCTINT TCCIGACTCC OOOGCITOIC CCAAATGQCA 780 

TCXTAQ3CTG ANAGCTQCIC CTGATCIC 808 
(2) INPORMATICN FOR SEQ XD NO: 393: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LEW3IH: 779 base pairs 

(B) TYPE: nucleic acid 

(C) STKANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ESMA (genomic) 

(vi) ORIGINAL SOURCE: 

<A) ORGANISM: PAG1296RP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 393: 

GATCCATTCT GCGTTT3GAG GICAOQOCAC GGAOGTOGAC AIGTAQGHDSA TCAGCTTOGA 60 

CGQGCAGCTC TICATTOGTIG OCX3CAOQCAA GAAGCTT3AG TIOCOGACGT CTQOQOQGGA 120 

GAGTK3QQOG TADCTIQCGT ATTACAGCQG AIACAAATTC GAGOGCA.TGG OQCIOCTOGA 180 

CCGICCGOT3 GCCGAAACIC Q3CQOGA33T TCTOGAGAGC OGOTQCAAAC AGCTOGTCOG 240 

CAACGSICCG CAATACAGGA CTCTCATGAG AACOGGOCTC GG3GAGCACA AQCTQGflQCT 300 

CGGAGCIGAG ATCGA0Q3CA TCATTGACIT CCGOGAGCCT AOGQGCGACA ACCIGAAGCA 360 

CTACGT3GAG CTCftAGCTCT GICAGAAGAA CCQGAACTTC TCAGAGAAftC TITICTCTIC 420 

TIQQCIGCAA TOCTTICTQG T333CATAAA CAGGCTTATT A3TOGATTOC G3GATGAGAA 480 

ATICCICCIG AAGAGOGTCG A3GAGTTCAG TAGCTCAGAG ATOOCACACC TCTTTAAAGG 540 

GCACGGAATA TTCCATCTAT GITCTGGAOG (XATAGATIG TATOGTOCTC CTTACAAATT 600 

GCTAIWTGAC TCCCCCGGGC CCIGAAAANA NITCAACTCT TACACTCTCC TOCNNCATQ3 660 
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TGCTTACTTT TOCCCCACIG COCAACAAAA AOOOOCAATG QGANAAATIN TO UL 'IMj I 'lG 720 
GTCOCCAAIT OOa^gGjgCCC OCANATANAA AATTO0C3JAT TATTOOCITG TTCOCTEAN 779 
(2) INFORMATION FOR SEQ ID NO: 394: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 815 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PW31296UP 

(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 394 : 

GATOGTAOQG TKX3CTGCT3 OGGTCTACOG ATATOGATOG CTTCTITOCA GITO30GAGA 60 

GCACGGTOC7T aXTTOICICT OQOGAOGICT CGGACAT3CA ATACCTACAG OGCCTOCTGC 120 

AGGACATOGA GATOGAGAAC AACTAOGACA ACAQ0CAD3C AGAOQGCGOG GAAQOQCICA 180 

AGCOGAGCTA TATTTTTGAG TAOCTTGOCT OGCTCATCTA CCAG03C0GC TCAAAGCTGA 240 

AOCCGCTCIG GAAOGCCATC ATOGICGOOG GOGTOGAGGA OGGOCAGGOC TILUIUUIT 300 

AICT3GAOCT CAAGGGOGTTC AAGTACPOOG OCOCAAGCTT GGCTACTOGC TTIQGOGOOC 360 

ATATO30CAT TC3CTCTCATC CGIAAAGTOG CAGATOC30GA AAAAGACTOG 0CQ30GTOGA 420 

CCTCTCAATT GGQOGAGOGA CTATOCTOGA CTOCATGAAG GTCTTATICr AOOGOGATGC 480 

QQGTSGTTCC C3GTIOGLT1CT CQCTTOOCAT CATCGACAAT GATO0O3GTC TICAGCAT33 540 

AQCAACTOGA AGTK3GAAAAC ATGADCTOQG GTITOGOCCA AQGAIATTOC GGGCX A T3GC 600 

NQCCAAA3OT TITGAATTAC CN333COGCA ACQCOGCACC CPGTTIACTA 'II T KjTIUJL ' 660 

Q37IOTCN0C CAACCGCTOG QS7IATCCCAT ACNTTCAAAA NGOJIAATCA TCTOOCCTGA 720 

ACttXNCICT TTTNGINGAN AOCTTCNOOC CTITTCCNGA TTTCCCQGAT TGNCAAAAAC 780 

OCITTGAAAA AACATTNOCC NTTGGNAAAX CGATC 815 
(2) INFXDRMATICN FOR SBQ ID NO: 395: 

45 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 766 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

so (ii) MOLECULE TYPE: ENA {genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1297RP 



10 



IS 



20 



25 



30 



35 



40 



55 



(Xi) SEQUENCE DESCRIPTION : SEQ ID NO: 395: 



RNRnnrin- ^fp karri tqa? i 
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GAJCICCICG ACOCTGGflGA CCTTQOCGGC CTICACAAGA 03QCOCAACT TOGICACIGG 60 

CACCCAGCCC rrCTCCTOGA OCTCTCTICT GOOCTTOOGG CXXnGAOQQC CCTTCTITICT 120 

GQCGCCGAAG CX33CX7ICTIC TTTOTICTOG AGCIGACMC TIX3CTATOGT OQGAATOGAA 180 

CAOQGAAAGC TOGQQGAGTA ACITIOGATC GMQCIQCTG ATCIECTTAC GATACAGCIC 240 

OQGCCGQQOG CTT3CCTQCT GAAAACCTOC OCAOOGIUIG OHCAOCAGA AAGGAQGICT 300 

GOGItXTTACC GCTGTTTQCG GOCICAOGAC GICTCT30GTT TTCACACTGA AAOCCACACA 360 

TCSGACAAAC QCACT0C0Q3 AOQQCTOGAA AGCAAAACCC (XX7IGAfl3GA GCAACGOGGA 420 

AGCIQOQaCE TC0CT3COGA ATCTCGTCAA AAACAQ3QGTT CACAAftGQGA TiaXX3CIQG 480 

CQCCAGGACT GCTACG3Q33 CATTO30CCC QQOGQCftGOC OCGAGCAA2G GAGCAAOCOC 540 

CITCQOGftflG TAOGQCTCftC ACK30QCTAT AAAGQ03QQC AGfiGOQCTOG AftGO£BCfiG 600 

TCftCACACAG GAGftGGACftG ATCT03GAOJ NCAAAATGAC AAIKXTATCA ANftGOCOGT 660 

CGGQQ2CAAA CTATCAftNaG NITOGkAGTT OCAAfiCINGC CAGftTCAAAA QQCOCCAAAG 720 

GGAAAAAACT TCCCCCCCAC GACCCTITGN CAri'l'rrAAC OQCCN3 766 
(2) INFORMATION FOR SEQ ID MO: 396 : 

(i) SEQUENCE CHAR/CTEJOiSTICS : 

(A) LSOGTO: 795 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOIjOGY: linear 

(ii) MDL0CULE TYPE: ENA (gencrnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1297UP 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 396 : 

GATCCAAAAA CAATGAACTG TTCACAATGrT GGAAGCOCTG ACftCAftGTIGA A1QGQQCICA 60 

GGACCGCTAG GAAGGAAGIC TA1GTOCAAT QCATGOGCTA TCTQGTACAT GAAATTAAAG 120 

CAGCGGmTC GGGftGGAGGA TGCIQ09GTC ATTATOGAAT ADOQGAGftXT AACTAATAGG 180 

CAOGATGATC GCftGQCJTOCX: CAAGAAATIT GAGCTOOCAT TQOCIGAGCT QGAAAAAGTG 240 

AAGftGAGCCA TAAGftQCTOG TGTIGK33AG TATTIGAAIG ATOITGAAAT OOCGCTTAAA 300 

ACGAQGMGC GG30GTTATT ACATAAAQQC AAQCCX9GGCA GITOGTIAAA AACA3AGAT3 360 

AAAACCCCTG CCGCATCAAG CACIQGAAGG ATCAAACCAG TITCTCAGCC GGAAGGACAA 420 

TACCQ30GGG TAGGAAGGTA GAGACTATOC TUT3XA1UT AAGGAAOGEA CTTTTAITTA 480 

TCTAACATAA CTAGQGnCT TTTG&OCTGN TACCTTICTA TTATCCTTPG AANAACTGAA 540 

CCCCCNCCTT TTAAAAAOTT TTCNNNITGN AAATAAATOC OdTTAAAGA AOOQQOOXN 600 

NAANCAAACC cnNMTCT IW3GCCAAAC CCAOCCAGAA ATITTOOOC CNTINOOGftN 660 
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ACANCNGITN CGAGATTCOC OCN1T1MJUC CNAAAAAANC TC0C0COGAN TNININOCAN 720 
AGNGCCCITT TNCNCTOOOC NOCNANAATC OOCAAATEAG AAGGOU'INIT CNQQCNNQCT 780 
CCCCGAGATC CAAAA 795 
(2J INFORMATICN FOR SEQ ID NO: 397: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 601 base pairs 

(B) TOPE: nucleic acid 

(C) STRANDECNESS; single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1298UP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 397: 

GATCTTCCTA CT3GACTO3C TOCTAGACGA TAAACGATEA TQ3CTAOGIC AACTQOGGAA 60 

CTOGTOOQCC GOCTTOGAGG AAGQQCAQGT QGCAOOCTTT OCAGGIGGOG CTCIGGTQGT 120 

GGTEDCTCAAC OCXSAGTCAGG TGACACAACT GGAGQGAAAC AOGATOGTCT GGAACTOOOG 180 

CXCTCTGGAC CTQCTACAOC AGACACTOCG AGCTGCAT9C CICAACAOOG QCTOQQOQCT 240 

AGITACACTT GATOCEAATA CIGCGOGOGA AGftOGTCAIG CACAEATCTG 03CTOCTTGC 300 

ACATOOCX7IC OOGnOOOSAT GCTAAQOCTG CAAAGTCTAT TCATOOOOCA 360 

OQGTQCAGAT TOCATCX3QCA AGATCIGCAC CATCGCGOCC GAGITOOCTG TTTGCTAOQG 420 

TCITOGACAA OGATTTTtjIT GAGCTOGACA TIDGAQGCOG CAATIQCTOC AGAACTTACT 480 

OCAAGAACAC TTGK3CCATC TGACCACOOC AIQQCTAACA GAOCTACCAA OOOOOCTTCN 540 

GAAGCAACOG CTIGNATTIC NATCIOCNAG GICNCTCOCT ACXTTATAOCG CICTTGTCAN 600 

A 601 
(2) INFORMATION FOR SEQ ID NO: 398: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 753 base pairs 

(B) TYPE: nucleic acid 
4$ (C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genctnic) 

(vi) ORIGINAL SOURCE: 
SO (A) ORGANISM: PAG1299RP 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 398: 
55 GATCTO0CAC ATIGAGAOQG TAGCAGOOCA CATATIGCGC TTGAAOGOCA TTAAAOQQOG 60 
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CCAITQCTCC CATAGAGCTT TCAGATITCC TOTEAGGCIC CAACICAAOG TCATACTGGA 120 

GTTTAAATCG AGTOQCT3CT GITCATftTOC AACTTGGAGG OCTTICTTTIT GICCTOCTAT 180 

CGCTIGAATA QCOGCOCftOS TCCOGTOGOG AAAATOCATA TATATCCATA TIGQOCAOOC 240 

AGCTIGICAC ACATAGAGQC AATAGIGOCA GTAATOQCIC GAGOOGAAAC CATOCAGCIC 300 

CCCQC03AGG AG3CGCCCOG CAGOCT0Q0G TICCATAGAC GQCAAGOOQG G0GAGTX3O3G 360 

CQCACGCICA GCACGCAGTT CCICCCTCIC AOQCTATCTC (XJCAGOCQQC G3IGCX3CACA 420 

CCCAGAIACT AACACAGCAC AGAOQCTCTA TCAGCTGA3T GICCAAOOQG CGTACEATTT 480 

CftOJlT I CTS GCGAATCTCC TAGIt3CAOQC GIT0CXX3CftG QQOC3003CAG TO30CATAGC 540 

AGiaXX?ITC TOGATC7TCGA QQGTOG3CCT OQGCATTOOC GCaXOTTIG CCATTICTQC 600 

TGCOQCACOC QGTOK3GCAG GGTICTCTOG TO3GTOCX3GT GIGCIQOOQC AACTAOCAOC 660 

T3GAGIACAX QGAGACCTAC ATIQOGftGOC TCCT0CT3AC QGGftGAGQGG GACTOCK7TT 720 

TraCOSATG QQCICCCGGC QCT3QQ0QCT TOC 753 

(2) INFORMATTCN FOR SBQ ID NO: 399: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 751 base pairs 
<B) TYPE: nucleic acid 
(C) SIBANDECNESS : single 
<D) TOPOLOGY: linear 

(ii) MQLBGJLE TYPE: ENA (gencmic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1299UP 

(xi) SEQUENCE DESCRIPTICN: SBQ ID NO: 399: 

acgcititog TrncGQOGr gatogtgqgt GGTOCTATAG AOGATOIGAT CTOOQQCIQC 60 

AATICTAAGC CTICICCICC QGAGATATCC OQCADQGAGA ACJIQGTOTAA ATTTAACATT 120 

ACCTICATOT AATCACAGGG CACCITnCA AAGACACAGA CGATCATOOC ATICTTACX3C 180 

TTK3CQCACA TOGACGCCCA AA1GAATTIC TCTOTATOOG AGGATOCIGA CGATCCAGCT 240 

GAAflCAGGAG ACGACAGCGA TGTGACGCCT GGTTOTATGA C3CCTACTAT TTCADCIGIG 300 

aatacttoit ctiqqcccic tgtagacata atcttottaa ogacaaagct octoctctog 360 

GIGICTATCA GGTCAAGTIAA AGEAAGCOOC TTAAA3X3CCA ATITOGAGAT ACQGAAGATT 420 

AAGCATOCOtf AATCGTTAGC OGCCCTAAAC TOOCATOOGT GATOCTOGGA ACAGCTAAAT 480 

ATOQCCIGAG GK3CIX3TCTTA CTTAOCIGAT ATAAAAGTAT GCAGIATOOG OQGCGCnGG 540 

TACCTICTOC TOIAGTTCTAT CQGATCCDOG ATAGATGTTA GTICATOC3CT AAATOGTITQG 600 

AGATAATTTT CGIXXTCCGA GGCCTOTATA CTAGTTICTG TCITCAATAT TCATOAAATC 660 

CITOGGCTAA QCTTICAAGC AGCIQCTICT TTAGITCTTG CICATTACIG ACTTICITOG 720 
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CAGGATCTAC GCCATOCX3CG TTOGTOCTSA C 
(2) INFORMATION FUR SEQ ID NO: 400: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENOIH: 777 base pairs 

(B) TOPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1300RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 400: 
GATCTCTCTG OGC3GTOCAC AAATGAOQCA GAAACAGQCA TICAOQGAAT TGAAGAGGCC 
TCAACIOOOG OCGATCQCEA CAQQOQCAGT GQGAOGACAT CCTITCTrro GTOOOTATGA 
Q3ATACCTAA ATAAGCACAT ACAAAAD3IT AAATATOCAT AAGGftGAIAT ATQOGAAACT 
TAAAGTCTTC* TEAGTO30CC TO33CCACAG TP3CGTOTTT CAQOGATAAT 033AGAOCAG 
COOQQCAOGT GATCAGATAC GGTTGTAGTC GOCATAOQOG CTIGOGGAOG AATCTAOQ9G 
GTATOGTQOC TSAOQCTGCG 00Q30QG0CT CTTAOQCIGA GITOOOCACA QOCCTIOCTC 
GTACTOGTTC ACX3TCTTQGT OGTOCACAOC CXX7IOGTTTG OXTftGOQSC COOGACIQOC 
CCCCGCCTTC TOOQOCICGA GATOGTAAGA CICGITOCTC CTX3CTOGAAA AGOOCTICIT 
GCGCTO3CTG TACTACIOCT CCTTGOOCTA GTACO30Q0G GOCT003QOG TEACEAOG3G 
CT3GTATAOC ACTICTOGCG OGGAGCATAT ACTIGTOCAC GCTOCTTCIC CTOOOGOOOG 
COQCTOQ03G TOQC3GTCTAT AGCAGCAGCA OQQOCAGCAC AAGAGTOQCA GATKX3SJCIC 
ACCCCOCCAT AAACNCOGAN TTACAOOCCC TATQCNATAC OCAATIGACG CTACNCATCC 
CNCTATACOC CATCtmOCA CNCGGTACCT ALTIT1COCN AAOTGACOOC CACNTOC 
(2) INFX3EMATICN FOR SEQ ID NO: 401: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 812 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG130OUP 

(xi) SBQUDSrjE DESCRIPTION SEQ ID NO: 401: 
GATOGftGGAG TTTCCACTOG AGGTO3CQ0G CTACATGACG CTOCTGOGCG AGATAGACGC 
CAACT30CTG CACAOGGTOC OGGAGCTTAA OGOQCAGATA QQQOQCTTCXr T33CT3QCTC 
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GCGGCAGCCG GGAAGCCCQC AGCT3CAGAC CATCAACOQG CICTTCCAQG AOCTGATOOC 180 

GICQCTO3AG GAGAAGATOC ACGTCTOCTC CATTOOGflTC GAGAOGCTOG ACCX3GCIOCT 240 

G3CQCGCX7IC GAGCICQOGT AQGAQCTOGC GCICAAGAAC CAGGAGATQC CQGACAAGCT 300 

CXX3CTTOGGC AACGACAACC ACCCIOCCAT GCACCTQCAC CACGAGCTTA T3AAGAAGAT 360 

CGAGIOCAAG CAGCAGAGCA AGIOQCAGCA QQOOCTOOQC TCOGAGTPOCC Q0090GAGQC 420 

GA1GQCQQCC AAGAAAATOC AOGTOGAO0C GOOQQOQCQG a^TSCTCT CAAAGQCOCC 480 

CGCTCCCCNT GQCCCCCGQG OQOCCCTT3G C03CCMGQG OQOGQQCAAA CITICOCOCC 540 

CGCCCGCCQC GOQAGCQCAA GAAGQCCAGG AACAAWEACT CXX3000G0GC CCNAAACAAC 600 

AATTICGGGA AGQCCICTTA CTOCTACTGC AftCX3VTICNC CCIAOQQGAA AATOIOQEjIT 660 

GCGAANGOGA AAAATOCCNC TCNATOCTOC CiUXCTOGA TCACICNAAA OCTEftDOGRN 720 

GQGAAATCnT CTQCAANAAT GCAAAAAAAC CCTACATACA C2KCQGTTAC TANOTCGCCC 780 

CCCNCXHNCN TOCXTTIISCAA TQQUTIOJSC NT 812 

(2) INPCRMATICN FOR SEQ ID NO: 4 02: 

(i) SEQUENCE CHARACTERISTICS: 
25 (A) LENGTH: 786 base pairs 

(B) TYPE: nucleic acid 
CC) STRANDECMESS : single 
(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOJRCE: 

(A) ORGANISM: PAG1301RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 402: 

GATCOGCGAG ATICATCGTG GACCCGCCAC AGGCAATTAC TATAACAACA TOCIGCX3GTC 60 

TTAAAQGAGC TAACTCACGC TCAAGTATTT CAGGA3GATA TCCTAGA2GA AGAGCTOOQC 120 

CACAOGC7K3G TTCOCTTACA ATATTOCICT CTT00QCAAA ATTTAAACAT GICTOTACTA 180 

CAQOGAGCIG GTCAAQCACA ACAGATTTIG TCCK7TATTT TTQ3GCCTAA CICAGACTTAA 240 

GATCCGTCAC GAAAGATCTC CATAAAGAAG TAGCAACX3CT TTTAGGATIC ATOGAAACCT 300 

TCCIGCCCAG CAGCAAAGAT CICT3CAAAA CCTQQCAOQC CTL'lUflTKJC ACTOCTACAA 360 

CAQQGATAGA GICIQCCAAA OCATCTTTCT QCAGOQCATA TACAATCCCA TIATATAAOC 420 

CCCCGCCACC TACQCTOCAG ACGAIACCIT TCAOGCTCTC CAATIGCACG CCTDGGAGAT 480 

QCAGIGCTIC TACTACITCA TCTACCATTG ITOCAIIGOOC TTCX3CAGATO AGK3GTICTC S40 

GAATOGATOT GCATATATOG GAGQGACITT TTCTAATICA CATTCCCCAT CAACTOCGGA 600 
CCGTAAGITA TCATOGCTCT CTTTCAATAC ACTICCCATT GANATCACAT C3^30OCO0GT 660 
T^NCQCTIC CGCICEACCT OCNCXX3CCAA TIlOTICNGN CCTACN33GG CAGGINIOCT 720 
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NnNNOGTGA CXXDGTOGTOC TOCADCXNPG CNIGCNCOGA CTQOCNAAAC MTTTOC27IQC 780 
GNGAAG 786 

5 

(2) INFORMATION FOR SEQ ID NO: 403: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 782 base pairs 

(B) TYPE: nucleic acid 
10 (C) STRANDETNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EWA (gencmic) 

(vi) ORIGINAL SOURCE: 
75 (A) ORGANISM: PAGL301UP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 403: 

20 GATCATCK3C GTQQGATACT G3CAAAAAAT GAGAGACAGC ATCAIGAAAA TATAGTTAAT 60 

AAGATATTGC AIGAIATAAG CACAGQQGGG TTIOGIOGAA GAGGAAAGQG TOCACTIGAT 120 

CIGGAAATGA GIGAAAATGA AGAOCAAGAG TEACAACAGT TTAGACAGAA AAGAOGAGAA 180 

CTTTT3AAAC AAAAGATATT GGAAAATOGT GATACTAGCA AGCTOGfEATC TAACOCCAAG 240 

TCATACGCCT TTTT1CAGAC GATQCT3GAC GAICTTACTG AAGCATCAIT TOGAAATACA 300 

TTTGATOOCA ATATAGATCA AAAAACAGAT OCATCTQCTG CAGCTOGGAA AATTGTCATA 360 

TCAGAACAAT TTCTAAAGGA AADQCTOICA TICTICTOGA GCAAGAGIGG OGACICAGAA 420 

ATCCCIGCAG AAACEAAATC TATITCATOC AGCACAGTTC AAOGIGAAGA AATTCAAGAC 480 

TICATACAXT GAAGCAAAAT AGTAACATTA ACA3TIGAAA GSAGTICIAGA CTTCCTT3CIC 540 

AGATQQCTGA CIC&3CACTG A3ATAGAQGT GATTACNGCT TICTTTANAT ANATICOvCN 600 

GOQQCNAAAT TTTTATATCA ACEACTICAC AANAWITTTA AAGTTOQOOC CAGQQG33CN 660 

ATCTTAAGGG AATAAANATN GOGIOCAAGC OCAATACTTT TNINGGAAAN NGTWGNGGIC 720 

OOOOCNAAAG GATTTAAATT CNACCAACIT NICCNCCANN ADOOOCOOOC TINI'ITICNS 780 

N3 782 
(2) INFORMATION FOR SEQ ID NO: 404: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 785 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1302RP 
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35 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 404: 
GATCGAAGAG CITCIOQCIG ACITCGAAOG GCACAAGGTA CXXAMCTOC TGTTAAAGAGT 60 
TATCAAACTC CGTAGCGGAA AG03TCAAOG AACCGTTAAT ATCASTOIOC ACATATATCA 120 

irxoccwrrr cticacgcgc tigtataaog aageaaactc agacaaght AOGGTACCAA 180 

AGCGCGICGC OXAAACAG3 CTAATTAGOG CCTOCACOGA ACICATOCAG AACTQQGAAT 240 
ICTCATCATT CTGTAGCAGA TOCIOEAGCT GCICIGCTGT GAGACGCTOC ATCTICCQGA 300 

cgiotigatt catcaataat ticttiqcig ttatmcatc o33GncncA tiaqgaaoqg 360 

TOQCGQGCTr GQCTK3QGTA T9GTCOQQGT GM3C7IGCIG AGCTOGCTGC GGCCTIT3CAG 420 

OCAAATTATA GCTCTGIGQG CIQQGIOGTA TTGQCTICCC GIQGCOOQQC AG30CA330G 480 

GQCCTCTOGA ACGCGAGGftG GAITIOOCTG AAGCTQCCCA AOQCCATOCG CAQGCAACIA 540 

CTATCICTAC AAAAATT3CC GTGNTOCTGC AAAAOCTCTG GICTCIACAG AACOmNXC 600 

ATQQCCCATC GAAOGE2WIG G NlTm GOC OCAAATIAAN CCCK33ANAA NIQ3GNAA3T 660 

TTIGGCCAIN TTTTCCNAIT AAAAANGGNG G3GTONAACT GCNAGGGN3C CCA3NIN3QG 720 

QQGNAAANIC CCXX3CCITIT INITTINCAT AANQGNGCNC NlTCfiNNNOC GOCXXMSINNC 780 
COCAC 

(2) INFORMATION FOR SBQ ID NO: 405: 

(i) SEQUENCE CHARACTERISTICS: 
30 (A) LENGIH: 803 base pairs 

(B) TYPE: nucleic acid 

(C) STKANDELNESS : single 

(D) TOPOLOGY: linear 



10 



15 



20 



25 



785 



(ii) MOLECULE TYPE: UNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1302UP 



40 (xi) SEQUENCE DESCRIPTION: SBQ ID NO: 405: 

GATCAACAAC ATACTICTAA AGACATCAAT ATACQ0003C ATCTCTQQQG ATGAAAAACA 60 

TGAATTGGIT GAGAGGITQC ACTCCATTGG ATACCAQGIT QQCTTCTQOG GCGATOGIGC 120 

45 GAATCACIGT GGIGCOCTTA AAGGQGOOGA CATIGGTATA TCTCTATCCG AAGCQGAGGC 180 

ATCTGITGCr GOGOCATTTA CATCOOQCTT GITIGAAATC AGC1U1UTIT TOGAOGIAAT 240 

GAAAGAAGGC CGIGCCGCX5T TOGTCACCTC CTIOQOCTGT TTOCAATACA TGAGCITAIA 300 

50 TICTGCCACA CAGITIGITA CAATATIGAT CTTCTACfiGC CGTOGATCTA ACTTAGQQGA 360 

CTTCCAGTIT TTGTACATCG ACCTCTTCIT GATQGIGCCG CTAGQQGTCT TCATCTOCIG 420 

GICGAAGCCC TATCAAGTAT TGGCCAAAAA GOQQOCAACG CCAATTK3GT TTCICOGAAG 480 

55 ATATIGAFIC CITIGCTCCT GCACATOGIG ATTTGTTOCT GTriCAGCTT GIOOOGIOGC 540 
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TC3CPOTCCA QCATATCAAG TOGTACCGGC AGOCAGICGT OQOGAOGACG AACATCTTOC 



600 



TTOOCANGAN NACNCAAOCC TTTCITOCTC TTXACTTOCA TAAAOOCK3G TCOCAATCNT 



660 



GCTTOCGoIN GICOCCOCN NCOOJAAOC NAANITOGAA AA3TTTOGTT TATOGCANTT 



720 



COCCCITCCC raOCCCTCCC GGTOGANNAT TICOCOOCOC OGAAACAACT TOQCNNCTTT 



780 



CNCTCCCXSAA CTTNCTOCAT NIC 



803 



75 



20 
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(2) INFORMATION FOR SEQ ID NO: 406: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 773 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA {genomic) 

(vi) ORIGINAL SOURCE: 

<A) ORGANISM: PAG1303RP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 406: 
GATCAGGTOG CCTTTATOQC CATACTPoTT GGACTCATAG TATAICTOGG OGACTQCACT 60 
ATTACIGGAC TQCTICTCAA GATCTTOCGC AOOCATCAOG OCGACTATAC TACATOICIC 120 

GrrroGQcrrr gogtogctaa cooqcagaaa agataoctit atactttata ataocagiga 180 

Q3CGQCCATA OCAOG7EAATC CATCTITGTT OOCAAATAAT TACAATKTIC CTriTAGCIA 240 

CTOGAATK3G GCTTATCCTT ACAGfTCTPCAC ATCAAITTTC TATCGTAATT OQCTAICICC 300 

GCTCGCAA1C ACTOCACTOC AAAOCATEAT OGICCIGATA GATAAAGA3T ATAGGGTOGC 360 

GATCAATAGT AOOGGTAAAG QOGTCACCAA TATTCIQCIG OCX3GTOTITA GATOQOCGAG 420 

A03CTAGAAT GT3QGAGCAT GCTOC7TTTAG OGATATOGGA AGQCTTCACT AGAAOCCTGC 480 

CACTAGTAGA GCACAGAAOG TIGAGACTIA CAGCTCTTCG AAGEATAAGT TOTAAAITTC 540 

CAAGGCT33C AAGEAAXA3C AAXIGATICN AAA3GACTTA COJCTAOGTT GAACTOCTTA 600 

CTITAANriG GGTO3G3CCC AICAAGCCCT GACACICTTG ACTTICQCCC ATGAAAAAAC 660 

TOCCGGGIGG GITCNANCOC CATTNCOCAA ATACANICCA TANGTCCIGG COdTAAOCA 720 

CTK3tfIC0GG AOGATTmT 1NDCAAMAAG ANNNNACTIT TNAATTTN3C CAC 773 
(2) INFORMATION FOR SBQ ID NO: 4 07: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 807 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDETNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (generic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1303UP 
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(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 407: 

GATCEAAGTC CTECTCCCCCA AGQQCTGAOG CAAGTCGACT GICIGPQQCT OGGTTAATAA 60 

AGTTATCGAG ATQGTCCACA AGCTCATCCA CJCPOGGMAT ATCTOQCCIG TGAGTAG30G 120 

C3GAGICA0G TGCQGTGPOG AAQCTSACAT CAGACITIOG GGADQQQCTT (XTAGCTCAG 180 

QGTCCAAATC AATOGACACC TTTICCAQCT CIGCCAGOGA QCGCAAGAAC TTnTCICTA 240 

ATATATAGIC GITAGTITOG ACCAOGCAAG AAAOOGGIOG TTCX3TOQCXT CCIGAOGCIC 300 

TCCOOTOEAC CTCG3CTO0G CIGATCACTT TQQCAGIGGA TOQCTCAGOG C2CTIQGAGA 360 

TCACTIGATC QQGOGACIQC CAdTIGOCA ATOGAGGATC GICEACAGIT CTAAAOQQ3C 420 

QCACTTICTT TTCIGTAGGT QCTOQOGCTG CTOCTACK3G ACTCCTOCTG GACTOICIQG 480 

GCCTTACTGG ACCIQCTQCT GCTOCTCTTA CTOGAACOGA AAAAGAAAAA TGACTTQOCC 540 

20 l erm cfigA tcacattcoc ngttotgana cniactatig gcxxxnagaa aataanteag 600 

QOTGAAATAC ACTCNCTATC TTP3CCTA3A TTKXCNTAC CATATACAGC CTQCTGATIC 660 

CCAGTTTTAN AANITIAAGr QCGTTACCTT ATAIGTTCAA I^CCXJTTATA TOAAGAATAA 720 

25 CCCCCCAAOT TTGCAANGAA COCOO^GGC AT1UCTQCT TCANCANNAT TAAO^ACATT 780 

TTGTCCTTTC AAQSIACTTTA TAAGSX 807 
(2) INPCRMATICN FOR SBQ ID NO: 408: 

30 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 778 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOCT: linear 

35 (ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1304RP 

40 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 408: 
GATCAATCAG CGIQQCTACT ACTGATQCTT ACTOCACTQC TO1CTCAATA TTACATATO3 60 
45 GTOGATAGCT AGATAAAAAT GCTATACATA TATCTCTOQC CATICTQOCA A1CTATATCT 120 

ATTTGTPQCCG ACGTIGCQGA CCAGTAQGAG GITCK7TIOC G0QCX3GTO0G CAAATTO03C 180 
TCAGATCAAG CCATTGCCIG TGCIUTIQCC CTOOOOIAGA TOGTAGGIGC CACTTGTAAT 240 
50 AAAACCGAOG AGATCITOTA OGQQOQGCAG AGQCIGATOG GCX2ICATOGG TCOGriTIQOC 300 

CGCAGCATIG TATTTOCK3G AAGCGACTOC CTOCCAATQG GOGAGATQCT TGACAGQCAC 360 
TGCATACAAG CGQQCATTGTr CCCIGAAATC GOOQOGTTOG AGQQCTCTAC AGACAACQQC 
55 GATCACQOGA AGITOQCTQG TCACAACAGC CAGTIGGAOG GQCAAGOCTG TCIXXATAQG 
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AGGTTTTOGA AAAAGAGACA ACTQQCTEAT TOINAAQGnC COG3QGANCT NCNAAAANAA 540 

TCTTOGTOGC AATACCAACN CCTAAGSATT TCMsUUNJlT OOOCAACTOJ ATININITIN 600 

1N3CNOOCCT TTCAAATTCA TATNQ3K3QG TTOCNQGOGN GAATOTTCIT TICNATITCA 660 

AAOCAACGNG GG3C3gQCCOT TTGAGAJTTG GANACNCCCC TCNAAANANA Nl'lUlUXTT 720 

TTCNCCNNAA AACAAAATIN NGGAGGAAGA GGTITIANOC CNNTAXATNC OQQCNOCN 778 
(2) INPORMftTICN FOR SBC ID NO: 409: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTCH: 792 base pairs 

(B) TYPE: nucleic acid 

(C) STKANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1305RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 409: 

25 GATCAATGrTA TCCATTATAC CCAGCTTTOG CAGOGACATA ATATATIGAC TTGA3TTTAA 60 

AGCGGTAGAA CTTTAOQGQG CTAGGQOOGC TAGGTATCCA A3G7ITEAGCA TCAQGAT9CA 120 

OGTCTOCAAA GCACTTCT3C AAGGCTQGAA TOQQCTOGAG TACTTOGAGC TCAOCOGOGA 180 

30 ACTTIQCAOG AGGT3CTTTC ATOG3GTCTT CAATQGATAT AGA03CAACT GAGAAAGACA 240 

OGITGITATr GITTTTAGOG TITACITCIT GTAGIGTOCT GTOGAOCATC AAAAAAAT3G 300 

GCIGGOOGIC AT3CTCTACT COCTCACATC 1GTOQQGAGA AATATAGEAC ATTCTAATAC 360 

35 CATATGGAGT ACOGTTTTGA TIGMTCITC TCAACTOGAA AGAALTI'lUG TCTTTAATTA 420 

ATITOCTGAG TIQCACIQCT GCITOITCIT CCT0OT3CGA OQCTTGOOOG AAAGOOGAAG 480 

TAACTAGTGC CAAAAAACAT GTAACTAATG AAAAAATOGA CTTCATICTT GCTAIT3ACT 540 

GOCAATAGGC GAGACICATC CATATCTNAT GAAAGOGriTT ATANATCNTT GTTNK33CTT 600 

GAAAGAA1TA TTATACTTTT CCNGGOQGTT ACATTATdT CCAACCAAAT TCTTICCTIT 660 

TOGANAGGNA ATCOOCAAAA TlTl'lNAAAT TAATIWGICN N0QCANOQGT TITl'lOQOOG 720 

GNQ3GGAAAA NAAAGCNQSJ NAO0OG0CAA ANOCGAATAA AGGATTKXA TNAAAAOOCA 780 

ATTOTOCNAA AC 792 
(2) INFORMATICS FOR SEQ ID NO: 410: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 812 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 



BNSDOCID: <EP 08661 29 A2 I > 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1305UP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 410: 

GATCCCCAA3 AAGAACATCA AGATOCAOGG CTICTAGGQG CTATCTACTT TCTICTAACTC 60 

AATACATATC CTCCTCOTOC TXXACCACCA CCACCTCCIC CTOCACXJIOC CTOT303CCT 120 

CXGCMACTA CCTCACACAG TACQQGAACA GCTCCTO3CT GAACMCCIG QCCAGCTOGT 180 

CGCCOTIOQC AAACTCCTOG OOOQGOQQCT OGCXTICTCCA CCQGAACCAC QCAAAGAAOG 240 

TCccGicom goqcitoggc cactocaict ocacooocxx: qctecoqcact tcxoogtoct 300 

CXCCCACOGT GAACT3CTTC CICAQQCTCT QOQCCOQCAG CXTOXCTOC AOCTOOOOGA 360 

ACTXACCGT GATOQCAAAG TCCCACQOOC OQQOOQCOGC a^CTOCAOC TCCAOQOQQC 420 

GGATCQOCK: CACCTACOGC CACTCCQOOG CCXDOCACGTA GTTOQQGAAA MCXXOSTOC 480 

TQCGICAGCA CGAATCOOCC AGAACCOOGC GATOOQCTCJG ATOGOCITQC 1000003000 540 

GTATACCGGC CCCAGOGOOG CK3COQCTCC AOC7ICCAGOG O00QGTOCTC CCGCTaOOQC 600 

NCCGCIN3GA NICOGGAAGN GCTCCACGNG CG3QCCT3CN CCOGnftCTC OQCTOOOOQC 660 

CATmOGNO G3GNNQ0Q0C T1NNTIGITT NNNGAAGGNA (^CTTOOOGOT T0CM3Q300G 720 

GSTINNGITIT TQQGNN3GAG NADGGNGTTT TTOGANCNOC CAOTCNG3GA NIOCIG3SK3C 780 

GAANQGNNGT TNOCNCCNNN TTGftGOOOOC CT 812 
(2) INFORMATION FOR SBQ ID NO: 411 : 



(i) SEQUENCE CHARACTERISTICS: 

(A) LOSJGIH: 778 base pairs 
35 (B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPODOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

40 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1306KP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 411: 

GATCIGATAT TO3CTAATTG CAAOCTTK3C ACCGCTTTGA AAAGTACTTT AGGAAGIGCT 60 

ATITCCAA1A TAGTICATCA TTCEAGIGGA AGCAOGAGGA TACCTTACAC TIGGrEAOOQC 120 

AAACCGIGCA GCAGAAGTGT TCCTOZTCAT ATAQCTTACC AAATCTATIG TAATACACQC 180 

CGCICAGIQG CTTATTGCAC ACATAACACA ATAGCTKJTT COGOGIGAAA TAATOCTGCT 240 

GQCATAGCAG TACCACTTCA GAQJTATCCG QGAQCTCATA AGGGAAGAAC 1TOQGGOGAC 300 

ACAAAGCICC ACAATOGTIGA CAAACCAGAC AGimCATG CTAGTAATCA OCAAGOQOCT 360 
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TCAGGGAGTIT CTGOGTGA£A AOOCCCTK3C AITCTTEACA GATTITQQOC GITnTIGAG 
ATG#3GTO3C GGITTATQCT OOQCAGACGT TCGCATTACT TOCIOOGAOG CACTC7K7ICT 
ATOGTIGATA T3GTCACIAT AOGTOCflQCA ATAGCTOIQC TTCICTAEAT TAGTCA3GAA 
AAACAGTAQC ACIOOCTATC TTAOCCTTOC NGATOGTATT QCTAOOQCCA AATOGTEAAC 
CCATTTTGCA AGAACATTCN AOCNCTiOLXi TITTTQOOCA AAGAGMGTItJ TOCTATATIT 
GCCAACAAAA GOOCAACIGA AATINAANAA ACOLTlTm' OXXXTniN TTTCTOOOGA 
GGAflCCnTT QGQCAANTCT CNCCCEAAAT TCIOTQQQC33 NTGANANOOT AGAAAANC 
(2) INFORMATION FOR SBQ ID NO: 412: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 806 base pairs 

(B) TYPE: nucleic acid 

(C) SraANDEXNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EKA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1306UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 412: 
GATCATTTCA GT3GAT330G ACATTCATAT GGATATCAGT TOGACITTTC TTTOCAGflCT 
TATTCCACTG ATTTTCAGCT TIAGAAGAA3T QGGAMQQCT CTOCATTTTG TfiGQGADGAA 
CA ATIG ' IA AG A'IGTCICAQG AA1TCAAGAC TCAGCTTGAA AOGAAAACEA TTATCTTATC 
OCTTCCIUEA GQQGAOGATA COCTACAGAT GATTATCCAA COCMCICIT AOGAACTOIC 
ACTACATACA GITTTCACIG ATITIMTIC CATATCTAAG CTACAAAGCT 03GAAACTAG 
GGATATCGCA ATTATTQQQG AAATTAAAAT TOGATATCAA ACAGCCAATT TICAAGIGAA 
ATOCTACAAC TTGAAATK7T OGGAGAOQCT QCTAACATCA AAQCTAOQQG QGAGTICTTC 
TOGAGOOSTT GAACTTTATT GTTCTCAIAG TCACATCAAG TP3CTTITTC AOGAATCTCC 
OOOOOOOCGA AATGAATAOC OGCNAIWINC ATTOCINAAC OGAATIOOCA AAAOOCNTIN 
TOAANTAATC CCTTEAAAAA TINA'l'l'lTlC CCNAAGWITT AOSJOOOGCNA A1TTTTTTCC 
CAAATO33CC 0CTTANAT3A AAAAANACTO CAOOOOOOCN NOGAAAANAA ATTTCNCTIT 
QGAAANITsNN AAAOGAA3TA TTOOKXXT TINICOOOOC (XOGAAANAC ANINITTOCT 
CCCCCOCTTT AGGAAAANTG TTTTOCXXNA TTINANANIN TOCNOOCWCC CCCNNAACNA 
AAA3NITAAA NCAOQOCNIN TTNING 
(2) INFORMATION FOR SEQ ID NO: 413: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTCH: 753 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDELNESS : single 
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(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EJSA (genoilic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1307RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 413: 

GATOXTTTA TCTCATATTA TSGTIDCATAG TfiO000CT3G AT30CTADCA CACAGAGJIC 60 

OCTCTICTOG AOCTGftGAOC T&GATATCIT QOGATATCAT IGAAAATATC GTTCAAITOC 120 

TCCTCOGTCA GOOGCTTAAC TTC0G0CTO3 ATATCAGCAT OQGGTGTTIC CGAGATCTQG 180 

AAGITCICAA CTTTOCCCTC CAAAAACTCC TCAAACTTCT CTICTTCICT CAGIOTOQGT 240 

GGCAACAACT CATAAAATTT OGCAMCITA TACAGCTICA CATTSIOTAG ACTTTOGAAG 300 

TQGQOCAACG TGAGftGOGAA TAOGOGGICC TICAOGIOQG GAATCTCACC GICOGOGTK: 360 

GGCAAT3GAG CCAAGAAGTC CTICIDCTCC GACTTCCTOG AATICACTAA GOQOOQCACC 420 

GADOGCICTT CCATOC7ICTC AAGCT3QC0C TGAAQCTOOC CCACTftGCTTG CACTAAGTOC 480 

TCATTOGTOG OGAAAIOCCT ICTATCAAAC TTGOOGGOQC COCCTITAOG AAQGAACTTT 540 

TOG'lCT A flgT TIX3CCATOIC ATCXHTTTQC TTGOTGACCT CTAGCTCCAG CADOGACTGT 600 

CCTCTCTTOG T3ATTAGGAC GCICT3GQGT TTAACTAQOG CCIGIAGCTC CTCAACTGTIT 660 

TCTICAATOC CTOGTICIGAC ATAAD3CACT TCAAATTTAG TAGAA03CTT CT3AATATIC 720 

CTACACXIAAA OQOOGCAGftG AGAAT3GTAA AGA 753 

(2) INPORMATICN FOR SEQ ID NO: 414: 

(i) SEQUENCE CHARACTERISTICS: 
55 (A) UENGIH: 811 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDEENESS : single 

(D) TOPOLOGY: linear 



20 



25 



30 



40 



(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM; PAG13 07UP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 414 : 

GATCCACCAA AG3GTATTTT ACTATATQQG OCTCX09GGGA CAGGIAAGAC PCTTTGVGCC 60 

OCTQOOCTGG CCAACAGGAC OGATQCTACA TTTATCAGftG TCATK3QCIC GGAATTAGTA 120 

CAGAAGTADG TCGCTGAAGG TOCEBSAATC GTTAGAGAGT TCTTCGAAAT G3CCAGAACA 180 

AAAAAGGCAT CTATTATTTT CITOGAOGAA GTTGGACGCAA TIGGOGGTQC TQGITTIGAC 240 

GATG3AGCQG GTGGTGACAA TGAGCTQCAA AGAACTATCT TQGAACICAT TAOGCAACTA 300 

GACGGATICG ATCCACGTQG TAATA1CAAG GrGATOITIG CTAOCAAIAG GCOGAACACC 360 
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TTAGAOOCAG CATTGTTGAG ACOCOGTAGA A3AGAOOGEA AGGTCTAGAAT TCIC' IU T I U C 420 

GGATTTOGAA GGCQ7TC3CCA ATATTTTQOC GCA1TCACAC AAAGTCOCATC ACTCTTGftGC 480 

GIQSTATEAG ATOGAATIGA TTOCCAGITC OCA003GOGC TGACTANATC 540 

TO3TITOGCC CGAGGCTOGC ATTTTTOCAA TCX3VATIOOC GAOOCAGGTT AOCTACAGAA 600 

A>EACnPOCT TAAACCNGIG GATAQGTOCT QCACQQCTAT AAAAATICAC NCCXXTICCC 660 

oGTmmGc aaaoocnaan c^^^7^CNcocx: ccirarooG ttttitiaaa gsttiaitia 720 

TCXXAAANNG TNITCCTTTT ACNAIACTAN TCTTQCAATT TCTAINAAAT Nl ' IN lLUJUL' 780 
OOGTGAAANC CINCCCOGTT NQCACCCCTA T 811 
(2) INFORMATION FOR SBQ ID NO: 415: 

(i) SBQUHSCE CHARACTERISTICS: 

(A) LETC7IH: 791 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1308RP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 415 : 
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CTOGTACACC 


GATCAAQGAA 


ATAATICTGA COGTCAOGGA CTTOGAGAAT 


60 


GCACTTCQ3A 


AGATAAAGCC 




GAXAAAGATA GAATGAAAXA CAAIAA3CTA 


120 


AACAAAAAAA 


TGC3QCT3GAA 


TCACGAAQCA 


QQOGTOCAAG TCGAAGAA3A AGCAIAGAGC 


180 


AGCAAGTTAA 


ATAGQCACBG 


CTATGTACAA 


ATAACCAAXT TCAACTTGTT CAAAGPOGflC 


240 




AGATTTCACA 


CATOGAGAOG 


G03GAATITA CTTGITATAA TGOOCICIOC 


300 


TOOGAAOGTT 
ACATATOGTA 


TTTTOGAATC 


TIQCAGACAT 


ATICOCTATT 1LT1UJ1T1T OGftGAAftSAA 


360 


TTTCTCTATT 


CCTCTAACIT 


GAGCTTAGCA AmUOlU? ATATAGTIOC 


420 


QCAAAGAQGT 


AGATQCCT3G 


CAOCICTGAC 


AAGAAOGAAG TTMTCTTCA GftGAATSAAC 


480 


ADOGQOQGAT 


ACATOOOCAG 


AATCTATAIG 


TICATAAACT TG03CTQCAA CATCAATOGA 


540 


ATOGATAAGA 


GOCAGOGTAA 


CAAGTQOCAT 


ACTRGTATAG TCCAGOGGAA TOCTTCAACA 


600 


TTOGAATAOC 


OQCACAICTC 


ATATCOGGAG 


CICITT3A3T GAIATAACAA COOOCNDOCT 


660 


NTTNK30CNC 


AAAATTCO0C 
AGOCNAAAOC 


CTCATOGEAC 
CTTTADGAI3J 


OOCTAANOGT TCTTOCAAAA GOQGAACCCT 


720 


AlLXJLX-'iXJOG 


AACNNATEAT QGOOOQGIOT TINAOGTOOC 


780 


TONOCTCTCN 


N 






791 



(2) INFORMATION FDR SBQ ID NO;416: 
(i) SEQUENCE CHARACTERISTICS: 
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(A) LENGTCH: 817 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY": linear 

(ii) MDLETULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1308UP 



<xi) SEQUENCE DESCRIPTICN: SBQ ID NO: 416: 

GATCAOGK3G GCOGTCAACTC QCAGAGAAAC THXAACTGA ACIQOCACIG GQ3CTGATGC 60 

ACC^CCAAGA GQGITAAQOG OGAOCATATC AOCTCOCAOC TOOGTCT3CA TCITCOOCTC 120 

AAACCCTTCA GCTGCTCCAC ATOCAGOOGT AAGTTTAAAC GOCCGCAAGA CTDSAAGAAA 180 

CACCTCAAAG TQCACATOGA GGACAOCATO AAAGAQQGOT OGOGOGOGGC GOCXX3QOTOG 240 

CXSTOGTCITC GCAAGACAGG OGTEAACAAG QQCICIGOQC TACAAGAGAA GQOGOQCAOG 300 

TTACCCAACC TGACICT3GA GAGCTTTOIC AGOCAQGAGA TQCAAAAXEA CTftDQOCTAC 360 

TACAAAM3CA GACAGCAOCT AGftCGAAACA CTCTOGCACA TTATICTQOC GOOOCCCAGC 420 

CGCTCTAQ^T TGGTACTTIG QCCTOOGAAC OGCCAAGCTA CACAD3GAAA GCAGTIGlCrr 480 

CTICAD3ACG CTCT03CAGG ACAIOICTOG TO9CITGCCT TCTCITOCTC CTTOCAACfiG 540 

QOOQOGGOCT GCX3GTTAAGA TOCTAATOCT TOOOCXX3CCC CAGAACAGCA AIATOCACGC 600 

CGTOCXXTAG ATATOQCAGC GATGOOOQGA C^OOCTCCXT TIOTIGACIC TOCNGGANJOG 660 

AATCCCANOC TITOCCCGAG ANACACTIOC GACXXNCKr ATATCCCIGC TCTANCIGCC 720 

OXTTCACCG CTITCrCAIA AAAT0GCATT GTTQCXX3CAN OOTATOCTCA TCAAGCOQOC 780 

TGATANAOOC TCNAAAAGAC TCANICOQCC OCAAACC 817 
(2) IKFORMATICN FOR SBQ ID NO: 417: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENG0H: 795 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDHKESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1309RP 

(xi) SEQUENCE DESCRIPTION: SEJQ ID NO: 417: 

GAICAATTAT TAGAGGCAAT ATCAAAGAAG TOCCATATTA CIGAGGAGAA CAGGGAACAG 60 

CCTGGAGAAA GAAIGOCGCA GACGTACAGA TACAOQCT3G AAAATCAGCT T30QCAGTCA 120 

CTQCTCGAAC AGOOGATAAG ACTATTGACA GIQGTAGCCT GCAAGAG?TCA ACGACAAAAT 180 
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GAACAGAACA TCATACTTOG GQQQQGAGAT GTIGAAGCTC GftCTlQGSlOC GOOOGTOGAC 240 

crrrrriGAA gaagttiqoqc caggatccca oGGaaGccrr gogogaogca gcmggacig 300 

OICTCCAGOG Q3CCAG2AGC AGGGAGCITC TCAOCACGCT CACAGAGCIC AIOOOCATAC 360 

OOQCGQOGGC AGCCATOQQC GQCAATK?IA TQOOOCAOQS AATGAGGAQG CXTATOCTCA 420 

CITQQGAQOC ATGAGAGAAT TCTACAGGAC TGCCCAGAAA ATOTICAGCT TGAOQOOGIT 480 

AAOGTOGOTC GOGOGAGATT OGATOQCAXA CAGAATGOGS TTIAGOQQQG GOGCOOGAGG 540 

AATCTOOCAA AOCAOGATIC COQOGOGrTIC OQCAOGAPGT CACICTTOOC QGACAGOQAA 600 

ATACOGAGIT CNCTTICACA ATIGCCACAA 'ITlLTi'lGAN GOOGTCTOCC GATAAGGCAC 660 

ATAXIN3TIN TITI'IUOOGC ACIGCCGCAA N3TOCCACTT G00000CT9G TACTITOXT 720 

GAACAITI'IG AOQGA1JSCOC AANOGOOCAA A CTC1C OCKC OOOGIGITON OOCATAOCAT 780 

CCAWITITIG QOCNC 795 
(2) INFORMATION FOR SBQ ID NO: 418: 

(i) SEQUENCE CHARACTEFaSTICS : 

(A) LENGTH: 797 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA (geocmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1309UP 

<x±) SEQUENCE DESCRIPTION: SBQ ID NO: 418: 

GATCAGGAOC GLUGIOOL'TU A3TOGATTQG CCATCAGTTT AAOIATGAOC CAGAG3000G 60 

OXTGGICTA TCTAATCTCA TTAACATOGT AGCIGGCATC CAGAAGAAGA CTAIOGOQQC 120 

GGTOGAGGCA GATATIGCIG GATTTAAGGA CXAGGCAACT TTEAAAAACT ATOITACAGA 180 

CATCCIAGTA GCTGAGCTCA GGQGQOCCAG AGAGGAGTIT GGOCGOTATA TGAATGATAA 240 

ATCATACATA TAOGAGGTIG AGOGCAATQG GGCTGAGOGA GCAQC7IQ0CA TAGCTGCTAA 300 

AACCCIGGCA GAAGTCAGAG OGATAATG3G TIMTAGrEA TATICAGATT OCAACTTIGT 360 

CTATAGACTA GCAATAATTA TAAAGATACA TCAAGAAGAC CAJ¥3?*3C2GA TGOGEAACTG 420 

GTICTCACTC TTTGGACCTC 003GATATCA GCACATOCAA CCAATATCTC CITCAGCACT 480 

CCTOCCGCTT ClUaTliftQCT ATICTGOCAC CTIGTATICT OCATCOGTTA TACAGOCAGC 540 

TCAGCACATC ATOCATCTAT TTIGAGCCCA TTCTQCTAGG CTGATOCAAT AGAC1TXXAT 600 

AITIGGEAAT CATTGTQOCN TTATTITITA GGWEACCAOC ATCTOTITIC CMATCAAAAN 660 

CGTCACAATC CNSSvCrmT TCMAOXTOC CTOCATNAAA IWPCITICAT OGIGOGITTC 720 

QSATCAANQC ClNNGCaSflOSI TCXXTINOGC CTCCATCCNG QnMTTACAC OQS7TIOTTIT 780 
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CT00CXX3CIC ATNAANC 
(2) INFORMATION FOR SEQ ID NO: 419: 

(X) SEQUENCE CHARACIERISTICS: 

(A) LENGTH: 830 base pairs 

(B) TYPE: nucleic acid 

(C) STRANEffTNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISE: PAG1310UP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 419: 
GATCCAAAAA AATTTTAATA CTGAAAAAGA AATOQCACAA CTAAGCTCftG CTACCTEAAA 
GAATCQQGAC CAAAGCTCIA AGQCAACAGC TCTTQCAATG TI03CK3CAG AACCTTOGAC 
CCGTOQ3CGT TCATCATAAT CAOCCTGAQC TICTTOQGKT CAAGGAACIC OOGCAGGAOC 
T3COQQCAAA TOOZACAOGG GGTCftOGAOG TOQGADGftGT OOCCACTCAA TQOGATQCAG 
AOCCAATIOG TATOCCQ3GC TGTEAOOQOC TTTAOGACOG CICT30OTIC OQQQCAAATA 
COQQCTOQGT AACTOGCATT CICGACGTTA GOGOOGACAA TATACTQQCC TGAOGCTCIC 
AAGAT3CAGC AGOCCAOGCG GAACTTOGAG TTAIQQGCTG TAOGAGAGCT CCTIOaQQQC 
TACTGCTQGA GCAAOOGOGC CCTCATATOG C1CIOOCICT GTOCITOQCA TI03CTIOCG 
TQQOGnOGOC TGCEAQGTAT TQ3QGOTCOC CXAAGTACIC QCTOOGAAOC OTEATOrnT 
TT3CAGQQGA AOGAATTGOG OOOGAACOGG GIGAATCCCG GGAACAINCA ANIAOOCNCT 
TTT3C3SrrNNC G33SAAAQGG NNATOTTCCN NNCITNQCNC OQQCN33AAN AAANAAICTT 
AACCA1CTGG AOTAAAOCTT TAANATGANN OCIATQGOCN CTTTAACnT ATCOOOCXNC 
COOCCCTTTT AAANGTONNA NOCOOQOCOT 1NTAOCTCTA NNOCN30QGG GGM3CNNAMC; 
OCACAAATON TNIUI'IGNQC GCNOS1GOGTO NCTAATATOG AG0CIN3QGN 
(2) INFORMATION FOR SEQ ID NO: 420: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGflH: 799 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEEJSESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1311KP 

(xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 420: 
GATCITATGG TICAGCGTAC OTICIGCAAG AATCTGAGAC ATAAACTK3C GCK30GAOGA 
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AATTLTlUbT AGTCACICTQC GTTDoICOQCT TOCAAOQCTT OCTIO0000G 120 

CTTCTACAGC AGCTOCAOCT TTIOGGIGGA GAGOQGCTCT TOCTCGOGAG AMOCTOOGC 180 

GTCTAGOGGC AOCIOGIGCC AGQGCATOIC CX3CAOQCAOC AGAAGGITQC OGCTGOGAAC 240 

OGAGCGCAGG TCATCGACCA T30O3OQ0GC AG3ITOCTCC O0GQ0GGACT O3QCAT0GAA 300 

COOQGCATOG GACTOQOOCG OCTCTOOC3QC GGACTOQ30G GCATOQCICT OCTOCTOGQC 360 

TTGCTCTICG QCTIGCTCCT CQ3CITGCTC CTOQGCTTGC TDCTCTOCTT GCTCCTO33C 420 

TIGCTOCTOC AGOGAATOCT OOQQCTCQCT GCTCTCP3CT GCK3CXX3CTC COUL-IUCriOJ 480 

OTOOQGCAGC OCATOTTOGC AGCAGCXXX9C TGAQGKX3TT CTOCAGOCXG GCATOQOOCT 540 

CTCCTTOGTC GQOGCTGAAT GQCTKJTTOGC TGftGCTOGIC TGOGTTOQCT CftGOOCrTCC 600 

ACAGCGCCAA CTICTICTIT CINAAOCCCC CANNGOCAAT NGTK3KX3GG CNICATOCOC 660 

CNl'iWlTlLC CIGGITICOC ClTlGb'lMGN C00CN3GNAN ALTI'l'l'lCCC TGGCTINCNN 720 

CAATTCCTTT TTCATTTGGT TTTCCCCCCA AAATTTINAN ANNGQGTEAN CINWICANNN 780 

NGGCNGNNNA GAGAAACCT 799 
(2) INFORMATICM TOR SEQ ID NO: 421: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 790 base pairs 

(B) TYPE: nucleic acid 

(C) SHWNDECNESS: single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA {gencnric) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1311UP 



(xi) SEQUENCE DESCRIPTION!: SEQ ID NO: 421: 

GATCTTCIGA TCCATATTTC CGCTCTCAOC TTOQOOGTTA AGTITTTOCA 1CTAGATAGC 60 

40 TC^AAGICAT CATCCQOGIC ATCTTITTCA GTCJTATAGAT TCTCTCATAC T11 T ULT11 T 120 

TCXTTCTTOCT CTICTTOCTC TTCITCCTOG TCTATATGAT dTOGOCTCT CSGTTCATIG 180 

TCTATIOCAT AATTOGGTIC AACTTIOQGC TIQQGCTOCT TTTGCTOGCT A1GATCTIOC 240 

45 TOGATAOGTT TCTGTOCATC TOCCAATCCC GITITCTCAT CAGTAGCTIG CGAA003GGC 300 

ACAGTATOGA TITCTTTTGA GCTAATTOCA TTACTACOGT CAOGATCTTC AAGAQGICCT 360 

TIGCCAGCAT GACTTTCCGA AGATTTCGAG OGrHTAOCIG CAGGOGCACT CTTACCCCGT 420 

TTATCT3CAG GAATGTAGIC CICATOGICT TCATCTTOCT GEKICGTICTG TATOCCTCTC 480 

CTCACGATOC OJUULT1 SA OG CTCTOOCTAC ACTCTTCATC AICCIXXTCC TCATATCTAC 540 

CTCTTTTOCA GTCTTCTCCA CTCATACTAT CICEACCACA TATCAGGATA AOCTAIAATO 600 

GICTGACTTT TTTGGATAGC ATOCIGQCC CTAGGAANQC TOG3GTT03G AATATAATTT 660 
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AACATCTTCC CAATCACAAA TINCTCAGTTA ACNCT3CTAA ATINAAAOQSr AANlTm'AA 720 

CITKXATAC GGTTTANOgc CCATO3CTCT TCAAANOQGA AAAATCOQQG GCOCCCCITO 780 

GAACTTCTIT 790 
(2) INFORMATION FOR SBQ ID NO: 422: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTCH: 788 base pairs 

(B) TYPE: nucleic acid 

(C) SIKANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1312RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 422: 

GAICATTCIC AOCAGTACAA AToEATATTT ATATCTAATT GTCTCTCTCT GCTITTOCCA 60 

T A1T1T1T1A TTTTTrGTOG TGACAGOGTO CACTGA03CT GAOGOGCAAG OQQCAGQ0QC 120 

GATTCTTOGC AA Cl'l'l'l OCT CAAQQOOOGA CAGACAOTCA GAAACTAAIA GGAAACAATT 180 

AAATACGTTG TEATC3TATA T3AAGTITATA CATAAGT3QC TQOCATCAGG TTATAIATIG 240 

CTTTAAATAA CCCATIOCTC T3GAAAOCTC CTCICTGAAT GQCIOGCICA AAOOQGGATC 300 

GTICTGTTOG ATCTCQ3GCA AATATTACTG ATAA3TGATC TACAGQGflCT TTKJTCTCTT 360 

GAGTQOGIGC TCTATCAOQG ADGOGTOGTEA ACICTAGOQG ATAACATCTT TAAAGAAGTT 420 

TAGrrrocnc tgtcaaqgag cagcagctit gagtqcctit tcatcaiaat aticticaag 480 

CTAGGAGAGG AQGTAATGIT TGTCTCIQGG TICTTIGAAG GQCT3GAIAA TAATGACITS 540 

ATTCTGACIC CTGCTGATOG TACATTTAAC ATOOCAATCC CAGTTCOCAA GTTAGATICT 600 

TACCGGTITT GITATAOCTT GTITOATAAG GGITACTTIG OOOCXDCNACT TQOCAAGAAA 660 

TCATCTTATC C CITIG ANAG GICAOCTCIC CCTTAATIGT AAACCTACNC CCTTTACAAT 720 

CTATQCITAT AOOCNGCCAT TGTQQCT3AA GGATITIOTT ATTAACOCIG CNCACATCCC 780 

TIGQCTQG 788 
(2) INFORMATION FOR SEQ ID NO: 423: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGEH: 769 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

55 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1312UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 423: 

GATCAGQCAA AGGAITICTA CICCTATCTT OGCAAGAAOC TCTCACAGAA ATCXX3ACAGC 60 

AAGITOCTTC CI03GAGGAT TCAATITCAA CTTCAGAGGT TTCACTATTT TCACICTCTA 120 

CTCCAGTATC TICTAGGATG TAAOGCTOGT GATITK3CTG TOICACITOC GAQGITTCAA 180 

TCTTQGATOG ACCCTAATAA TAAAAAEACA AACATOCACC TOGIGAAGAA GTATOGITOC 240 

CATTTCTTAC CATTTAACAA GAIAAAGAGC CAACAQOQCA TAAQOCTTIC TAAAGICTOC 300 

AACTAITCTC ACTIGAATGA CTICTACCAA CTIQOVICAG CTftOTTCAGA AOCAAATASG 360 

COCCICAAAG AAGGACTCTT ATOGTOCTAC AG3AAIAATC GAIQ9CAXAA ACAGIOGGIG 420 

GTACTACAAG GATCACAQCT CTCAGAATAT TOQGATIGGA AGAOGAAAQC TAAGGTGCTC 480 

AQODGAOOGG CCATTAATTT GAOGTTCCTG TCTCTEAAAC GITC3GAGAA AAAGOCTAAC 540 

GGATITGATA TCATAACTAC OGAOQQOGAG GClOGrTTCTT TOCMGCAGA GICAGAQGAT 600 

GAAATSAAGC ACTGGCTGTA IXXOCTICAC TCTQCICTOG QGAXAAIAGC CATK3AG3AG 660 

ACAGATCAGA ACAAAGATCC ATTCTCTATT GTPOOCTAATC CGGATOOGIC AAATACT3CA 720 

TQCT3TGACT GIU3GAGOGA TAAGCAAGIG AATOGATATC TCTGAATAT 769 
(2) INFORMATION PGR SEQ ID NO: 424: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENSiH: 799 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1313RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO:424: 

GATOGTCICT TOC7IGACITG CATGICIAGC TCAbTlLTIT ATIAOOOGOC TCATCTTTCAA 60 

ATTTTCCAGG AACCATOQCA CCAAATGTAC OGATGAIATA GATTACATCT ACCCTTOQGC 120 

AAGOCTOGAA GGAAGCTAGA CCTCTAATCT AGTAGC7TIX3C CATOTACATC OCGOCATOOG 180 

ACCCGOGAAG ACCAGOCAAG GIGAOGQOOG GCCAGCTCIG OGAGCICT3C CAOGOGOQCA 240 

AGQOGCTOGT AAAGOGOCOC AAGAACITQC AGAAAGTCTG TAAACTOK3C TICTTOCATG 300 

TATTOGAAAC OGAAATOCAC AATAOCATTA TOGAGAACAA GCTATTOCAG OGCGGGGAGC 360 

GGGTOGCAGT TGQOQOCTOC GGK39GAAAG ACTOCAOGGT GCTTGOCTAC ATATIGAAQC 420 

T3CTCAAOGA AAGACACGAC TATGJKTOG AGATTOIOCT TOC7IGAGCAX OGACGAAGGG 480 

CATICTGGCT ACCGAGACGA TTOOGCTAGC TACTGIGAAG OQCAADOCAG AGCAATACQG 540 
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TTTOCCCCTG AGATIGTCTT QCTACAGGAC CICEACGAAC TQGAOGAATG AQGAATAGTG 600 

ocroasoxN GGAATOCNCA ACACTGCNOC TEACIQOQQG TITITIOGAC CCAGCQOCTC 660 

5 ATTOQGGQQG GGNAATQCTT GAATCCACCN N1TIU1TAAN QQCCATACCC GAAAAAATOC 720 

CNAAAGNGOC CANAAATCCT GGCCGGGAAA TTIOQCNAAT CNAAATAACN CTITICCOCA 780 

AANAGGIOOC GOTAANttfTT 799 

70 (2) B3P3RMATTCN FOR SBQ ID NO: 425: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LE3SGOH: 819 base pairs 

(B) TYPE-, nucleic acid 
15 (C) STBANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 
20 (A) ORGANISM: PAG1313UP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 425: 

25 GATCAAAAAA GATAOGGATC TTATOCTTCT TAAAATATTA TA1QCTATAG TACAAOGIAT 60 

OQCGnCAAAC ATAAOGCATC AGGACTATAT TTTEAATICA CTAACTT09G CGAAGCA3CT 120 

C03GAAGAAA TAQCCTOCTC TATGGQGCTA ACTOCATAGG CGICGGTTOG GCTCATCTCT 180 

30 GGAGACTITA AAGAA3TAAG TCOGAAGQCT AGGCTOCCAT ACOCCAAAQG OGAGIGQGCA 240 

CTTTGITOGA GAGATQCTIC T3ACATAG0C TTTCTEAGTC ACAGIGGOGG AACATGQGOG 300 

CGQGAAGGAA TACTTICICC GIQCAATCAA CCCTCG3ATA AAGGCCEACT TAGOQOGITT 360 

35 TTGAAAAATG TCACAGICTT GITCTTCATA TCTAGCTPGT ACCTOCTTOG AGIGGGITCC 420 

TTTGCAAGAC CAGTOGGITT TTOGGAAAAG CITOGOGICT TCOOGGAATG AATICTGAGT 480 

GCTGGTAG3G AACATCOGAG ACTICOCAAA AAOCNITICN CINTCCAITT TCNAAAAAAT 540 

40 QGAAATCNNJC O0G30CA3TA TJXSftlCTCTr COCAAATTAC NNOSOCNOOC TCACTTIGNG 600 

ACTIGOGNAT ANAGANQCOC NICNNAOOQC TQCAAAMAAA AAAAATICIC NINGIOXCC 660 

NINATIOCOC CCCGGGGCCN NNl'lTI'AATT CNQGQGAATT AAATITICTA TOCMOGCNQG 720 

45 TOGAAGCANG TTATOQOOOC COCTIGACXX AIWITINACT TOTTAATTIT TCOCONNOG 780 

GNTQGAAACT TTGOCNAAAG GCANGLTl'l'l 1 TGAACCACT 819 
(2) INTORMATICN FOR SBQ ID NO: 426: 

50 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTO: 791 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDHTTNESS: single 

(D) TOPOLOGY: linear 

55 (ii) MOLECULE TYPE: ENA (genomic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PA31314RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 426: 

GATCCATAAA CTATOTTCIC ACTOQOOGGA TOCAAAGTAT CAAG3AA1AG QOGACAATOG 60 

CTAATCATIG QCTCXSAGCTC AOQCAGATAT TO30QCACTT CIGATATOC3G TOOGTIGTIC 120 

GATGCATGAT QCACATCAAT AAAAGGAAGA AGCITOGAAA GAGCTACAOG QOOCQQCTAG 180 

OSIGIGKTGA GAGCICTTAG TTOQQCTICA ACATCAQCAA GITICICTAT AGQ3GAOQCA 240 

G3JTCGTCAA CATCALL 'I '1 AT TAGACACICC WXftGnTCT CTGAAAAAAA QSICT3CA1G 300 

GACAAGIGCA OCTCAICCIT TGAGATOOCG OQGATAACCT OOCTCAGOGA OGCXAGICIC 360 

ATOGTOCAAC TOOCTCAGAA AACTCTIGAT TGATAGOCTA ATQCAGTCaS AAGAAGTOCT 420 

TAAAAOCACT TTCGATOCXT CAGIGAAAOC TAATOCTOCT COGATA32AAA ATOGAAOGIG 480 

TTAQCAACAA TCITCCATAT C093AAAGIG TTTEACAAGC TICTEAOGAT TTIOCACIOC 540 

TCGATTCAAT ACKXX3QOCN AATOLTITIA CCATA3ACAC CCNCTINCN3G GCTITK3CAC 600 

GAATTCNITA TTTOTIGAAG AACIG3ACAC TTTGAAACTT TOCACATK3C NGAOTOOGAA 660 

ACNCITTTCN CNTCGAACTA ATNINAACOC CAATCCTGAC OCAAEACACT CXXCCOCAAA 720 

CATGACXXXX3 CACAN3ATIN TITITIUULN AGAATTCNTT NAAdNITIG QCOXTOANA 780 

CATTNEAAAT C 791 
(2) INFORMATION FOR SEQ ID NO: 427: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGttH: 833 base pairs 

(B) TOPE: nucleic acid 
35 (C) STOANDETNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
40 (A) ORGANISM: PAG1314UF 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 427: 

45 GATCTTQCTG CAGACAGATG OOQOGGAGCT ACOCTITOGA ATOC7ITATAT AAACCCTTTT 60 

CCAQCTCTAC 03CAGTAAAC TCQOCITOCT TCAGGAQCIC CAGQCTQOCA OQCACACTCG 120 

AQQCCIACAC QCX7IGACK3C ATTOQCTTCT GTOOGCACAC G3AACTCTEA AACGAAOCIC 180 

SO AATOOCATOC AAOCAGTICT GCTAACCTAG CTACITCTOG OCAATOQCTC AQOCCCATAC 240 

0CT0GAG3CA ATCTTTCCAA GCCACATAAA OGAAACCTAC ACAGTTACTG GQCAAGQCAA 300 

CT3CCAAAAG AQCACAQCTT OOGCAGTACC AGAOCAAAAA OCTTAOCTCT CAACACTIOG 360 

55 AACAmOGCG TOQQCTTAAC CATATOCCAC ATCAMCAAT AGAO00CTAA AATAGAAAGC 420 
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GATTGGOCCG CAACAOACAT TCCTOGTGTT GTACTTGGAA CTCACATAOG GGCTGCACAC 480 

TOCTTAAOT CCTCCCTTGC AGCTGUGGCC ATOTOCOCCT CATTAGTGAC CCACGTTGAT $40 

CTCGAGCCCG CAAATGATCC TCACCGTGCA TCCGACTTGG CATT0CAAGG GATGTTGATC 600 

CCCTOANGGG AGGCTTGCAA CAGCOCCNCC CTTGTTTGNC ATCCATAGGC TGTCGAGGCC €40 

GGAATGATCC NCTCTCCAQC GGAAGtfCCCT CCCCAACGCC CCATAGGGCC GWCCCTOGGN 720 

TMTTGCCC<*S AKACTCCBUA MCKNGGTTTA AAMNTT7TTT TTAAAtfONCC CAGTGGTOTC 780 

AAGQCCCCCK NGCCTTTTTC GANCCCGCAX WWCTUAATT TTTGNCNGCG GNA 833 

(2) IUFORMATION FOR SRQ ZD MO; 428: 

(1) SEQUENCE CHARACTERISTICS: 

<A) LENGTH; 839 baea pairs 
(B> TYPE: nucleic acid 
<C> 6TRANDSDNSS6: alngla 
<|» TOPOLOGY: lizxaar 

(11) NQXiiCOLB TYPE: DMA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGAVIflMr PAG1315R? 

<xi) SEQUENCE DESCRIPTION* 6BQ ZD NO; 429; 

GCGGCCGCTC NNCGAACTAG TGGATCTTCA TTTGTGGCCC GGCCGAGAGG TTACCACCOC 60 

TTTTCTCTCC CGTCAGCATC TCAACTAGCT OCTGTAGCTG 9EACTCCCTO TCGCCGCGGA 130 

ACACGTTGCA CTTGTCTATT GCTGTGCATG AAAOATCGTG GAOCTGAACT ACATTACCGT 160 

AAGTOATCAG OCCAAGAAGC GGGTTGOGG0 GC1GGAACQA GAGAGAOGTG ATGATCGAAT 240 

CCTTCAGCOC CTGGAGGTTC TCCTOCTOOG COOTTACGTC GACQAOCTAG AAGAAGATCG 300 

QCGCCACCTG GACCGGCCGA TTTGTGATGT ACTCAACCGT CGT0CAG5PTC AGTTCC9CGG 360 

GCATCGCCTC CTGAGACATG TTCGCATAGT GCTGCGGAAG ATOGTTCCGC GTCCCCGCAC 430 

AGAGOGCACG CCCACACGTT CGACCGCACG TCOATCTCGC AGTACOCCTT CAGCACCCGC 480 

CTTAGAGTGT TGGCCCCACC CACACACCAC CCGGTWGM ACGAAAACCA CCOCCCAGCT $40 

CCCTCCAATC TCCTTCCAOC GCGTTGOTTAC AGCATCCOCV CCGOGKCCAC OTTCCOTOTT 600 

CNCGTTCCCG TCCGGGAAOC CCGOOAAAAC ATTCCCACGA HAACCGCACC CCNTTTAGTO 660 

CTTCCTTCCT NTTTCGAAMC CACCCTTGAA COflNGA WCX" A CTTTTANNCC CCTTTACCCC 720 

CTTTGATCCC CHCCGAACCC CCB2AAATGGA ACGAANNAGC CCUTAACNNM TGGHAAAAGC 780 

GAKTTGCCCV XTTCAAGGTC CGATGCTTTG CCCCCCGNGA ANAAAANTNC HCCGCCCKA 839 

(2) INFORMATION FOR SKQ ID HO r 429 : 

(1) SEQUENCE CHARACTERISTICS: 

{A> LENGTH: 818 base pairs 
(U) TYFEx nucleic sold 
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(C) sraANDETNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: LMk (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1315UP 



(xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 429: 

GATCTTC30QG AATATQGGCT CCCAATOOSr AOCXMOCAC TIOGACACTA OOGACTOCAC 60 

OGOCAGOC7TG TTCATCGQCA CAAGCTOCTC TOCTAGGCIC AGCAOOGOOG GCACCACAAA 120 

CTAGAAOOQC OQOCTQC7ICT OCAGCTQCIC OOQCTOGTTIG OGGAACGACA OJTPGVPOCA 180 

ATACGAGCCC QCTAOGTACA CATOCACATC CACGCAGCTG TOCTCCAAGA AACCTOOGCT 240 

CAGCAGA3QC TK7IAAAACT TGTTTOQQCTG GAACTIOGTA TlULTl ' lUXj GOQQQCAGIT 300 

QGTOCACACT AGCXTOGTOOC GICTCACMG OGATC0QQ0G GCTAOCAOCA AOOQCAOOQG 360 

CAGOCCGCTG TCCTCCCCAG OGTCTOGQCC AACAGGOAAA CATOQCAAOG T3AGCACAOC 420 

ITI'lUWa TCICCTCTCA CO33CT0O0C GT1U1ULI1LT AAICTCAACA GCAOUbTl'lT 480 

cATOQcrorr ToaaoocrcT gctqcgatct aaaggaagct togctictca tocagciqct 540 

AGOCTIGQGA ACIQC3CATAG TCCTITCAOC TTGACQOQGT GTEAAATSGT GCATTTCAGT 600 

ATACACAATT TGACTTAOGN NCTOQCNCNG TQCEAACIGA GGGANATTAC OCNAAAOOOG 660 

GAND3GANNA TAACNGNINA NAAITTOOCX: GGTIM3CACNC OTQCCNIATC NITOCNirTT 720 

TOGAAANAAA CCCINOQGNN GGTODGTK^ NAAAAAOTGA AAAC0CN33sI TOAATACTOC 780 

OTINROSfriN TOGGAAAACA AAANINOQQC OCOOOOC3SI 818 
(2) INFORMATION FOR SEQ ID NO: 430: 

(i) SEQUENCE CHARACIERISTICS : 

(A) LENGTCH: 798 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1316RP 



(xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 430: 

GAIOCAATAT AT3CGATOGT CTGAA3GGIT GTCCAOGTGA GTAXTTAGC GAATACTTTC 60 

OCAAGQOTIC TGOGACATCA AGAAGAGTCT CAAGATAATA ATAGTOdTT TIG9GCAGTA 120 

AGOGAAGATT CTTCCTOQOC TITOICATTT CK3GC03GIC CCTGGACOCA TTTOGTOQQC 180 

TCTTGAAAAA GGGOCAAAAG TACTTCAAAA TSACOGATIT TIOGAOCTGG AAAOCTOOCT 240 
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QGAGAGAGAA GTIUGIGCAGC AAOGOAAATT CACIGAGAGA CAGCAGTCIT TQGAIAATIG 
CAGA' l ' l C l 'lU ATTCIOCTTC CTTAATIT1G QGTACAATTT AGATGAGCTT AATAAAAATT 
CTAGIG1CTG GACAGATOQC GATTCAQOCA ATAAATAATS QCIGATQGAT TAAATGATQC 
CAGCT3CQCC AACICATCTC CATTQGCIAA GGAAOQCATT GATTTCAGAC TATAGITATT 
GGCAGCATCC ATGTTACTTTG TTGTEACTOGA TCAGCTOCTT CACIGAGACA OOGICAGAAA 
GCCTCAOOGT CTCCTCAATC AGTTA3AQCC ATCCATAGAT TTOOCOGAGG CACTTCOOQC 
CATGAATTTC CACCCACITC CCCCCOQGTC CATACOQCAA TTIGAACATT COCGGICAAT 
ACCTICTTOC TOCXXXQ3STT NTIOCNCAAN AG3GAAGTIA NATTQCTCNC CTlTlTlTiN 
AAAACOCAAT TO^CACCTTT TCNQQGAANT TTPCCQQGTT GAG^AAAANT QCNACNCCCG 

GINQCOGGIT TAATINOC 

(2) INPOBMATTCN FOR SBQ 3D NO: 431: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 820 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNF.SS : sijigle 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1316UP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 431: 
GATCAACACT QGTACAAAOG AATATAGICA CATCAOCAGA TAATOGTCGT GACT3QCAOC 
CATACATOGG CAOOCATQCA OOCACATGAT GGTTTTCriG O0QQCTQ3GC OCTQCIGOGC 
QQGCTQCOOG GICTAOQCTC GGOQGK3EAG GCGGOOGQCT GQ30QQCCAG GOQGAGCAAT 
GQQOQGAQGA ACAGCGAGOG OQOCAGCAGC GGTIGOQCAGC TQGAGOGTOC GQCATCTGIG 
GAAAATCTGT AGAATATAGC ACTCTEATAC TGAACACTAT ATAGAAAGAG CACTICCICT 
AGGTTIGAAC ATACTATACA AGCTOOCAAT CATCGAOGAT GGCTGTTQGT AAGAACAAGA 
GATTCOCAAA GQGCAAGAAG GGTTIGAAGA AGAAGCTOGT TCAOOCATIC AOCAGAAAGG 
AAT3GEA0GA CATTAAGGCC CATCCACCTT OGAGAACAGA AAOGTOQGTA AGAOCTTGTC 
AACACTCCAC CGTTTGAAGA ACGGAQCTNA CTICTTQGAA GQGCNWTTTC TTCAAQGINT 
N3CD7ITOGCC AACCANCNOG TTCOTAQGAT TTttOCTPCC NAAAGGTTCA ATTANAAA2T 
TACAQCTOCC NQG3CAAAAC QCTTINGACA CCITOCCCG3 TTIQGGATIC COCCCOCCNA 
CATTTEAATT CAAAQ3SCCA AAAITIQQCN ACCTTAATTA N3QSZENTOC TOTTNAAAOC 
NGNAAAAANN IWINIAATIN TTTNNQCTIG CNINOOCAAA AAAA3TINOC CATTINAAAA 
AQ flTl'I NNC cmCCCCVW NTINAACNOC NAAGGTITIN 
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(2) INFORMATION FOR SEQ ID NO: 432: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 807 base pairs 
5 (B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

10 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1317RP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 432: 

GATCTTTATC TTTOGATGAT ATCTITOCTC AAGAATCGAC AAACAOCTOG TOCAGCAAAT 60 

TGGAAGCTAA GTCTCTOCAA TOQGAIQCAA AATAGTTGAC ATAD0QOC3CA TTTAACTICA 120 

CTAAC0G3GC QGCACCAA3A TOCTOCAGAA CTCTATTIAT TTOQCTAOGC TGAADGATTT 180 

GTICAATCAG OCTAATATIC GICAATACAA AGAACCCAAT TCICIGCATC TCAG3TATOC 240 

TTTTATGIGG AGCIOOGACT TOQQGCICTA AGTTPQGATT TAGAATCTTT TOQGGCTTOC 300 

QCTCTAGAGA TATOGTTAAG TAATCTATAG CATOGCIGAA GAAGCAAGAG AGCAATK3CT 360 

GK3CAnCIT CXX3TGICATA GATATOGICC AAACATTCTT TGATICATIG QQCAGOCATIG 420 

ATTCGOGAGT CATCGATICT ATAGTAGCAA GGCAACCAGA CTTGIKCTCA CTAAACTTQC 480 

GTftGICIGGA CATAACOTCA ACIGTOQOCT CX^GTTACAC CATEATCACT QGTAACTGAG 540 

COCAGAGAAG OQGTTTTTGA COGATCTACT TOINTCNATC TTTTTGAACA NGGACNO30A 600 

AATnCATlT CANGTCNGGC TOOOJCTOC CAAAAdSCTT OCWK3GTPCT NGTAAAGGTT 660 

m^CXXTAAA AAINQOGSTTT CCCNNGnNAG NITOOOOOOC AATTCNAACN NAANADOCNA 720 

'ITIUUNEAAT TOCOOCMOCA AAATICAA3T ATAOOOOOCN TTTINQGTAT TOTAAATTIN 780 

GGQ0E3OCN NTICCAAAAA GGNGCM3 807 
(2) INFORMATION FOR SBQ ID NO: 433 : 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 835 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1317UP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 433: 
GATOGTIdT ATATTTCTTA AAGAAGAC7TT tTCTTCAAGC ACITTGAGCT GAATAATCIT 60 
CTCAAACATA TTGTCAGQQC TCCGCTOGTC GITAACOGCXS OGAAAOCICT TOAGSAAOOC 120 
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ATCTAAGAIC ATAATIO0CT TTTCTOGCIC OGATAAAGCT TTAATAGATT GATQGTTTGTC 
QCCTCTTICr GCAAOGCGQG ATTTAGTTAT TICICTAAOG GATTOCACAT OCTCCTAAGT 
CAAAAATGAT AAACACAOGA CTITGACTOC ACT3TIGTAC QGAAIATAAT TCTCCTICAT 
CTTTTCCAAC CATIOGAAAA GTTGTTTQOG CTCGAAOQ3C ATATCATTOT TlCTOIOCAC 
AATTACAQCT CTIGAAGTAT OCTTTTGTAG AAACTCIAGC GOGTCAOGCA TCAATTTGCT 
CTTATCCITA GTAACAATAT TATCATTCTG TATGTP3GCCC CAGGftCTCTC CAAAAATATT 
CITCAATQCC AQOQCGACTG TOCTCTITOC ACAAOCAAOC GTQQQCACAG GGAATCAAAA 
TGAACTTQCT ATCTOGTOCT ACCTTATQGA GCIOCAGATC CAIACIOCTC CXXXXNSGCT 
CCTTTATATC CTCCGAATIT CCATAATATC CAATCCCAAA AIOOOCAAAT CNTIOCTAQG 
AANATTITCC NNNACTOGAA ATCCQCTTAC CT1UIOTATA CCCXXTGNAA ATTOGGATO 
TIGATTQCNG CCAGQGAOTA CNATTCOCNA TITTTNlTIG TGANNAACAA N3CITTIGAA 

'I'rrriCT Occ cnoocncigt GNAmAccra ccctgctocc OCOCINITIN TEftCN 

(2) INFORMATION FOR SBQ ID NO: 434: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LEN3IH: 748 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEO^ESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1318RP 

<xi) SEQUENCE DESCRIPTION: SBQ ID NO: 434: 
GATOGCCT0G TCGITCGCCC GGCTOGTCAG GCVCIQCGCA AGGAACTOCC OGAAOOGACC 
AACCAAATCT GGCATCTCCT TO30GTAGAT GAAACOCTOC TOCTIQCTCT OCACOQCATC 
OCACAOGTIG TTCAGAATAC QCTCTQOCTC GGTCATCACT OCTGAQQOCT GAGIQCAGIT 
CCCAAGGCIT TTCTTGTQCT TGQCAGTIGA AAOGAOQCTC QCAQ03QCAA AACAACAOOS 
GOCOOQCOGC AATTGCICAC GTQCOTCCVC GQQOCACATA AGCAOGCACA O0CIGACOQC 
ACACGCACCC TOCAAAGTAG GTCATCACCA AAQQQQCAOC OCGCCIGACC GITQQCTQCG 
TCGAGCAGCC GCCCQCCACG CGCCAACGQC CACCAGCAIG QaQCTICICC GIAGC03CCG 
GQGCCGmOG CCATOQOCGA AAATACCTOG CTTT33CCCA CTCATOCOCT CTGOOCTOOG 
CCGCGCCCGC OOQQ0QO0CA QQCAD03GIG CCTGCTCAQG QOGCQOQQGC QGGOQQQGTC 
GGTICACGTGT GCGGTTAOCC GQQOGIOGIT TAGATO3AAG GITCTAGGIC TOIQCOCT3C 
TOCCOCTIUT TCTGCTACQG CX^ACAGIQG G0GCGC30GTA QGOQGCAGGC ACC^OGTGQC 
ACJ1UL3CTATC ACGTGAAAAG AG3QQQGGTA AOQCTQGITC GCOGCTGAGA CACATCQCAA 
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CTATTTACAG GQCACTEAGG NGTIGAOC 748 
(2) INFORMATION FOR SEQ TD NO: 435: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 758 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEEX3ESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1318UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO:435: 

GCAAAAAATG AGGTQQGOCA TOCG03QCQG CTCGCGCCCG TQOOOGAOCA AQCTCO300G 60 

COCGTOOGOG CCXXACAGGC AOCAQCTCGC QOCTOOGOGG TAGCTOGCX3C CCAT03DGCA 120 

GTOGOGCAOC QOGCOQGOQC GOOGCAAOGT CCACAICTOG OQCACCACCT TCTOCTOGflG 180 

CACAOOQOOC CQ3CAOCT3G OCGGCGCTOG OGOOQOQOQC QQCA0CTO3C GCTOGIGCX3C 240 

AGOCAACTOG CX7ICTCATCA ACAAOGCTCT AGGAA1GQCC M tTOULXr TITCOGCTOG 300 

CTOCOGCTCT GICTCTOCTA TAOQCIGCCT TATATACCTC OCAGGAGAAA TCICTGCTAC 360 

TATCCC0Q03 AAAATATCCA TCCGAT3CGA AOGGOQGAAC TOGCCG3AAA CCT3GAGOOC 420 

OGOCTCTGriC GATOGEATOG AGAAACAGCT AAAATOGCTC AGCIACICAT CTCTGGOGCT 480 

GIGGTTCAOG CTOQOOGCAA TOOGGOQCAT QOOCAAGTOC G'l'l'i'lTlL'lC TCTOGQGUGG 540 

CCAGQGAGAG CGQGQCGCAG ADGGOCAGAT TTICT3CACG GCAGADOQCX3 TK3GCTGIGG 600 

TAAOGOGEAT GAAATAOGQG GAAGOTGOGA TTAOCAGIQG G Tl'l UUL 'lU T CAGGQGIGCC 660 

TOQQQOGOGG GAAOQOQGTT ATOGICTATA TTACAGAA1G TGTACAAAGG A3TCAOGIQG 720 

G3GQ3GIOQC QQGCNGGACA GCT3CCTCIG TTTCTICC 758 
(2) INFORMATION FOR SEQ TD NO:436: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 801 base pairs 

(B) TOPE: nucleic acid 
45 (C) STRANDELNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: IMA (genomic) 

(vi) ORIGINAL SOURCE: 
50 (A) ORGANISM: PAG1319RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 43 6: 
GATCTIOCTC OCTITTGACC TCTTCATIAA TCTTCTCCTT TAACTICTIT TOOGTOTCAA 60 
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GAATCTCIGT TAQCAgTICC 'l CTlU- 'l UlT TQQCTTICTT OCTCITCCTC CIGOCAAGAT 120 

QCH3CAT0GA GnTIQCTQG ATCX33ZAAGA AATTAGAATT GAIATOQOOG ATCOCIACGA 180 

5 AGAAATOGTA CGGCACAACC TTAATCAGAT TCTCQCAOCA GITOCAGACA TCAOCTCTAT 240 

OCTCAATGAC TAOGACCATC GACTGGTOCA TO333AACAG AOGdOGAGT GKI'ITITOUG 300 

TCAGQGAAOC GiriTCATOG CGIGACAAAA TTCTATOGQC AAAGAGCTTC (XATO0Q3CT 360 

10 CAATTATCTT GQCAAICICT AG0QCATAG3 CTOGACTAGC CATQCTGOAT ATATOCAGCT 420 

CGAAATOOGG CGOGATCTIC QCAAAGAATT (XTICAGQOC TQQCOGTAAT TICACCTTAG 480 

TACCAACACT T3CX3COGTTTC ^ ' l ' HJUL ' iTlT GGOOCCCATA TAGAAOQQOG QCAGCACAQC 540 

75 TCCIOCATCC GANAGANAAA AACK3CNCAT CXTIAGOGCC COGTE3OTOGG UlTlUlTiNS 600 

GrnccxrrrrG accactqcoc cato^toggt tcac^ooogc nainsattcn oosiciggtt 660 

CAATTTTACC CCCAGCA1WG CITGQQCNCN TOCNNNCAAC TTTGftOTQCN CCNCPGACCA 720 

20 AAA!TOCAACT TOCNITOGAC OOGATTTCIT TI'ITINITIU AAAOGNNZOT' TOCTNGTDCNN 780 

CTTGQGNOOC CNCTITQOCN A 801 
(2) INFlORMATiasr FOR SBQ ID NO: 437: 

25 (i) SEQUENCE CHARACTERISTICS : 

(A) LENGOH: 834 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

30 (ii) MOLECULE TYPE: ENA (geranic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1319UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 437: 

GATCATQQQC ATGCIGGftGA ADOCAATTTT CCACTCTCAG ATGAADGAAA TGCICAACAA 60 

CCCGCAGATG ATOGACTICT TSATACAGCA GCACCOGCAC CIGCAGGCAA TOG3Q00QGC 120 

G30G0G0GAA ATOCTOCAGA GCCOCXTTTT OOGOCAGA3G CICAOCAAOC OOGACATCAT 180 

TOGCCAGATG TCTOGOCTGC AGATOGGCAT GGGQGGIGOG G303COGAGC AGGGCAOOGA 240 

CTTTCCAGCC COOQGCICOG CQQQCACAOC OGAOG0030C GCOOCTOOGC OGAAOCCGIT 300 

GGCTQOCATC CTAGGCITGC AGCCOOQQQC TOCTAACCOG CTGGQOQCIG CGCCOGCAGA 360 

CCGCG3CCTT GCAAT30Q0C CICTAGftOOC GQCTATOCTC TCITCOCTCT TOGQ0QCTQ3 420 

GCGCTOOCAG CQCTGQGQOC GOOGAATAAC AQC3QCINCOC AAGNANGNGN TANCAAACAA 480 

ANATICGOOC ANSCINAAflN AATIN3QCXN TOTOCAACIT GAANAAANAT TIOOGQGCTT 540 

NAAGOGCNOG AAGA.TGTICT NTOJNQGGQG CCCTINIATT CTTONTAAA QQ^AAANTIN 600 

TAGGTCNNGA NTINTCTOCT NCNNGGGGCG NOGTOGQOGT TTTINTITAT TOCCOTITOT 660 
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TTCTINTICTC CNINL'ILWIT TOCNAOQOCA CNCAAlTJ.Tr 1TIN3CT9QG GQCTOC3CNIN 720 
TTTTCAINNN TTOCWANNAC QSOGNEAAIT AIANTTGlNr ATCAOGICCT NITIOTTTIT 780 

^I^J2C^3AC!Sl^a tk33GTTOCc octtinanot gaggniggig tagqgaaaca aaat 834 

(2) INFORMATION FOR SEQ ID NO:438: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 791 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDECNESS: single 
(D) TOPOLOGY: linear 

(ii) MDTiFTULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1320RP 



20 (XL) SEQUENCE DESCRIPTION: SBQ ID NO: 438: 

GATCTTITCA AGAAGTTTAA CAATGACTIT AAAGCTAGCA TIGATAAAGT ACICAAGAAA 60 

CCTAAC^3AG OQGAGATGEA TGATOCTCTT TTCTCAATEA AOGnOCATIC TAACAATATC 120 

25 AOCTOQQGAT TGAATAGAGC TAICPOCACT GGTAATTOCT OGTEAAAGAG ATTEAAGAT3 180 

GAAOGIQCIG GIGTTAOOCA TGTCTIGAGT AGGCTTTCTT ATATTICIQC TCIGGCTATC 240 

ATCACAAGAA TITCTTOQCA GTFICGAAAAA TCTAGAAAGG TTTCTOGICC TAGAGCTCTC 300 

CAAOOCICQC AGTTOQGIAT GTIGIGTACA TGOGATAOQC OQGAAQGTGA GQOCIGTQCT 360 

TQGTTAAGAA CTTAGCATTG A7GACACATA TEAGCAOQGA TCAIGAAGftG GAGOOCAAXA 420 

AGAATCTTIG CEACTTACIG C330GTIGGAG AACATEACAT TGQCTAAANA ANQQCNDCCT 480 

TCCTTTTAAA TNNNQQQQCT TTTATTTOGA AAGGGTACTA O00003CTJC ACAAAAICOC 540 

QCQOGNEjIIT TIGTICOOOC TITIAAACIN TANAAAAAAC GNGTAAAJTT OOMMAnTCT 600 

TITCOCNISriN TCOCAANNNC CTCAAAACIT NITCTTTIQC AAGGAQQQGG GAAA3TININ 660 

AOCCCTTINT TTININGGAA GAGAATTTTT GTCOOGGNQG CCDCCAAAAA TlTlT AftGOG 720 

GAANKNTTA NATICOCNAN NQQQGWINNT AKITITAUGN TTITANAAAA AAANOOOOCC 780 

CCNCJOC3SINAA A 791 
(2) INPCRMAnCN FOR SEQ ID NO: 439: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 844 base pairs 

(B) TYPE: nucleic acid 
SO (C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
SS (A) ORGANISM: EAG1320UP 
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{yd) SEQUENCE DESCRIPTION: SBQ ID NO:439: 
GATCATCAQG GAATCCTIGG AAGAGGATGA CAAGAAGTCC GACGATCAAG GIQADCTOIC 60 

5 TATICCAGAT GQGOCTIOCT CIGAGGAGGA TTAGOCATAT AATOGGTOGT TTATATCTAC 120 

ATTAATTAAC ATTCOOCTIT AOCl'lTI'l'IA CTCTIMOCr TAQ3CTAGCT CAOOCATATC 180 

TCTAQCOCT3 CICAGTTATC ACTAAAAOGA GTOCCAQQCC CTACTACTAT ATAATCOOGA 240 

t0 GTTCGAGCTG AGAAACAATC TCTGATTO3S CT3GTTTOCA TOQGAGTACC GOGATOCAAG 300 

ATCCAGATAG CACTITAGTC GAQGAAAGC7T TOGOQGCEAC GOCAAAAGTT ATCAACAAGG 360 

TCAGCAAGAA AGGTICAAQC OQOCTITCAG ToITTAAGTT TAAAGAGQGG AGOCIATCCT 420 

GCCNAAANIG CX3CCAOQGIN COT3AATTIN QGAGAAAAAA NK30GTTTIT TCCQGAAAAG 480 

QQCOOCNIGA NNOCAAAATT TATTOGQGAC QdOJACAOC NOGftGAAAST TNNTINAAGJ 540 
GCGCCCTCTA AAATOCCCAA TNICTK3S1AA ANNATTIGAG Q3QGAAAGAC ANITIOTTIN 600 
AATTNOGOGG GGGGTINTTTT TK3CCGCCCC QC207TCNIC OCNOCTCCAC NANTTINAAA 660 
NATAGGK3GA ANOQC203GNG GOCANATTTC CACCTTPCNN AGTINGANNG CCNGNAAANA 720 
GNOTQGMt^ CCACCAATNC QOCTatflNGA AAANANINCN NACTGCTTCT ACACAAATTT 780 
TTTTCT300G CNQGTGACAG AAAAAAAGAN QGATTTTTIN ACAADCNNAA AAANAAAAAA 840 
AAAA 844 
(2) INFORMATION FOR SBQ ID NO: 440: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LEM3IH: 788 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1321RP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 440: 

GATCACCTOG TIOCTQGACT TTCEATOGTIC GACGGTX3CT3 TTCITCAGOC QGGAGQQGAT 60 

AOQGCTOQOG ACGCTOCGCA TCAAGAOGGG CG3GGACQGC GGQOGOQQOG GOGAGATCTC 120 

TOCGGAGCT3 CAGACQQOQG TGAA1TTTGC AAACATAC03 ATOIGCATOG GGQCX30OGCT 180 

GQCGGTOCTG CIQQOQGrlCT GGCAGTACIC GAAOCTCAAC AQCTACTICA OGCAGCTGOC 240 

GITCTTCIOG TGGTCGATCT ACCTIGTOCT GCTGTCGATC CTQQQQGMC TQQOGAQQGA 300 

GCCQCTCTAC GIGCTGAACC AGTICATOCT GAACEAOOQC AAGOQCTOGC AGTIOGAGGG 360 

TOCGGCOCTA GCAGOCTCCT GCCTGGTTGAA CTKX3GGGTG ATCTACTOCTT ACGAGAACTG 420 

GTTGAATQGG CQCGGCAGAC CTGCACGACA GCTACAQOCA GGAGQCATOG QGCTQCTTOC 480 
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T1T1NOO00G GGGAAUb'i'lU OOOOCNCCAA AACTTIWOCT GG00CX37ICT ACTIGAANAA 540 

CTK30GNCTC TO3300CCCA AAAALTIT1T ' lUX-Tl ' imT TNACAAGTTC iTl ' l ' lUJUbN 600 

NATTTTTIAC GQGNI'INl'lC OTJOOGNAAT TIOTTOOOOC TIXXNAAGGT TTOTOOOOC 660 

TNITINITIA NCarNDCITO NCAAGG9GGA AANNrTlTIN CTTOOCOCNC O0OQGGAGAA 720 

ANNGGGGAOT TTOCTTITIT TTAAAANQSI N300O0OCX3^ CCOCCNAGAA 780 

NKITITIT 788 

(2) B4FQRMATICN FOR SEQ 3D NO: 441: 

(i) SEQUENCE CHARACTCRISITCS : 
75 (A) LHKJIH: 815 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS : single 

(D) TOPOLOGY: linear 



10 



20 



(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1321UP 



25 (xi) SB2U3SCE DESCRIPTION: SEQ ID NO: 441: 

GATOGAATTC GATITOCTTT GQGK3CAAQG AAACAGMCC TTOGTIAAAG TOQGATAOGA 60 

AGAOOGIX3CC CAATTTTOGT CGGOOCTTIC TACATACATC TCAAGOGftGG AACTTATOGG 120 

30 OGTOOCATTA GTOGTCCATA TATTOCAAGA A1CTACAAAG TEAGAGAGGA TGAAG3TIGG 180 

GGAQGAOGAT GAGCTATOGT TCAAAAGGAG TTTOGAG2AA NAACTANOGG A3TOCACTTG 240 

TAATIAGCTA CAAAAGGGGA A0Q3SICACA CEAAAA3TCC ATO09CTAAC TTTTOCACIG 300 

35 AAAGAAGOCA CATCAAGCTT TIMMCTIC TO33QCTCCT CTOQGAOQCT TACAOCTCCA 360 

GAACTGrCTIC CCAAAATTOC TCGAOGTTTTT OGAGGTrriA AGAAO0GATC GGflCIDOCalG 420 

CTTQCAGAGA GGIGCATTIG ATOGGGOGAA AAATOGmT TCAAOOGOOG AGGGTOGITG 480 

40 TTCAGGAQCT TICTTAGTIC GAAGTIQGAG OGOCATIOCA TIGATIG0OC criUL 'l CTlU 540 

CTO0CTOGCA CTIQOOQCIT GCTQCEATGT TXACTEACTA NAAGCAOOGA NDCACACTTA 600 

TCiGGrrrrr ttitoctatc CIGANACTOC CTIGAATTAT TOCCTCCTTT TCACTTICOC 660 

45 OCIGTIOCAC GTINGITACA amTOCTTT GAA1ATCTTT OCTTTOOGAA GCAOOCA3NT 720 

TTATAATTAG TCCTATTGAC COOOOOCAOC TOGITITIGT TITOCTO0CA ACANGTICIC 780 

riciocACiw AasrrrroEAT aougaatoic naooc 815 

50 (2) INFORMATION FOR SEQ ID NO: 442: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 773 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 
55 (D) TOPOLOGY: linear 
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(ii) MOLECULE TOPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1322RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 442: 

GATOCAGGAA ATAGTACAAC QOOCTTQGAT AATGCCAGQG ATTOCIGACT OCTAAOGAAA 60 

AGCCTCICCT CTTCTAATTT CTTATTAAAG TAGTTAGCIG CAAACTCIAA CAAATCOCXX: 120 

QOOCGIdTT QCICCACTIC TTTCTGGAAT GOGICCAGIA GCTCAGQSIG TTCXHGriGAT 180 

75 AAAACCATCG jCm b'lTM TCIGIGATOC AGAAAACCIG (XTAXAGOGG AAOCAAAATC 240 

CSCIAGT&GT GIGACG3CAC OGTITTATCC AGITIQCTAA GC3GCIQOQC TBGGITAGGG 300 

AGACTAGAAA GICTCATTGG AOOOGAATTT OCTTCIGOGC GCOQOGAAOG AOGTTAAATC 360 

20 TCATICAOGT GATCAOQCTA CTO3QGCTAA CTAOCAATIG AGACAQQCTA GTT3IOGAAG 420 

CCTCAGGAGG TCTOOGAAAA GCTIGATGIG AGGATACTOG TOTICAGTEA TCTICTATOC 480 

CICTMTGAT CICTCOGTIGA GAOCTOGAGC TCTTCoTOOG TCAATQOCXX GCX3CCTAGAG 540 

25 AQCTAGGTIG ACICOGAGIT CTACAAAATT TCNAAACNCC TIGAAAATIC NCAACAT1GT 600 

OOTGGACCAT OSANTiaOCC NOCTIOQGAA NNAAGOOCTC CHMXTlTiT TOAOGTIGCT 660 

NACTTOOOCN CTGAAAAAAC GTICNATTTA CXX7INTOTIA CNOQQCAGGA AAOOOOOCAN 720 

30 TTCTTTTTCC ATOAACOGGT ANCINAAAGA A3TTICNNQC CAUGNUbTIT ANG 773 

(2) INFORMATION FOR SEQ ID NO: 443: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH; 817 base pairs 
35 (B) TOPE: nucleic acid 

(C) STRANDEdSEESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: ENA (genomic) 

40 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1322UP 



45 



50 



55 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO:443: 

GATCTICACA AT0GAOGCCA CGIXXATCGC GATGOTCQGC CQCACTGOOG TCACIGIGAG 60 

ATATTOGTTAC QGAGAGAGCC GGTAOC7IGIT GATCATGAAG TIGOQCACAT CCTTCTACQC 120 

TTTO3CCGIC TIGAADOGCA CQGACTQGIT GAAAAAGTOG GOCAAOQQOC GACQCTCCAG 180 

CTCAIGGATC TOGTTTGAACT GGAAOCAOGA GQCAAAOGAC G3CAOGATCA COGGGTOCGC 240 

CIGCITOGCT AAGAAGOQCG OOQCCTICTC CTQCAATTTT IGQQ0CIOCT QCTOGTAATC 300 

GATCTTQGGT TCTIQCTQCT GCIQCIGCIG CTGTTGCAGA TCK3QCAGCA CAGGTACAGA 360 
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TOGATICftOG CTGOOOCTror TOOOOGACGA AK30C7ITOCA lOGOCftGCCT TOICAA3MT 420 

QXATCCTOG ACATOCATIG GCTOQCTCAT CCTEA3AAAG AGTCATOCTAC OCTftCTITOC 480 

CCCTITAATA QCTTTCAAAC GOGTCTTO3C 1CIQCTAOOC OQCTTAANIC GACACTOGTT 540 

T NlUl ' mi C NOCM!AOOCA AANITJLTAAA AOCXMTTTT OCACATCAGC OCCATATOCT 600 

CXXTXTIUJI N <2JGGAAA3TT GAAAOOCANC CTTOQOCIGG 03GAAAANNC INCTTATQGA 660 

CCCOCTTCCC NICTTTCAAT CXX7T0QCC1T NACCAAGNWT TTAGCXXXXX: QGNRNftNGAC 720 

CAATIN3C7IC CTim^ICNC TTIGOCTINr TAAAITCAAA AAGGfTTODQC TTCGAAAATT 780 

AAOGCNGCCC NCNTCCCOOC GAN&AAIGCT ' I ' lTlWl ' 817 
(2) INFORMATION FOR SEQ ZD N0:444: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH: 759 base pairs 

(B) TOPE: nucleic acid 
20 (C) SraANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 
25 (A) ORGANISM: PAG1323RP 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 444: 

GATCAGTITG C^33GACCAT GAGCA3Q30G Q3CGADGAAA GCftGCTCTCC TTOGTACACC 60 

TCCGTQCAGG GGCTCAACAC GOOOTOGCAG QOGGADGAOG AOGAGGAAGA GGAAGATOOG 120 

GCACOoITTT ACATCCATCC AGAci'i'iuAGG ACATCACAGC TCTACITP3A GAftSATGATC 180 

35 GAIGAAGAGC QCCKXXX3QC GOCTCTIMG OCXX7ICTTCT ACAOTAATOC GTEATOGftGAG 240 

GAAATTTTCC CTCTOQOGAA CTCTO3GTICT ATCCADCAGC TCAAG0GA3G CGATATOCTT 300 

GICTATTOCA TOC33GTCCTT AATTAOCAOC TATIGOCAJIG GTCATCCIOC GGTACTIQOG 360 

40 AGGTGCTOCT CCAAGQGAAG ATGAAAAAAT GCTACTOGTC NCNOCAATCA A3NNCNAAOC 420 

TC03ATTAGG GQQQQGGGOT TOTTTITTIA ATTTTAAQOC CCCTIV333G TGADOCC^n^C 480 

NAAAAAAAAG GGGOCTTPGN NNNTTTITTT TOGNCXXXX3C CN0CTNTIUG GNBaWTJLTr 540 

45 TTTICTQ303 G3GGGQCOOC CX^NNQ3GAA AAINTININC AAAAGGAM3* ATITN00QCN 600 

NAT0G33GAOT TTTTTTNITA NMAAAIWNAA AAAAAATINN TTCCATPCCC NNAAXFINNN 660 

NI'l'lTlNNNN CIOTINOC3C3Sr TTTCNAAOTT NAO0OO0CNC NANAANITIN NTl'lTl'lCOC 720 

CCCCCCCXXX TOOmTTTT TINNNGAIN 759 
(2) INFORMATION FOR SBQ ID NO: 4 45: 



(i) SE1QUENCE CHARACTERISTICS: 
(A) LEM3IH: 834 base pairs 
55 (B) TYPE: nucleic acid 

(C) STRANDEXNESS : single 
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(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EJOA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1323UP 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 445: 

GATCOGTITT TCCAATATTT CACOCTCCIG TAAATCAACA GTIGAAAAAC AAT3QOGK3C 60 

TTAATOGAOG AAQGCAGCAC AAOCAGCAAT AGQCTTCGAA QOUbTKXAG AGGIGATATC 120 

GCAAAGITOC TCGAGCACTA GAAOGGACIG GGTCATTATA TAGGTOGTAG TAAGAAOTGG 180 

GIAGAAGGAA GQQGACTAJG GIRCAGOQCG QQOGIGGAGG GAGQGAOGOC 0CAGIO3SIG 240 

OCX3CTCATGG GCATOQGCAT AIQOQQCAGT TGEAOGACTT GGTTEACAAC CX33GQG30GG 300 

TOQGGAOGTA. GftCGITTACT GCCX33ACCIG 0CG0QQCAO3 GGAOGCTTGA OOOGAGCAAT 360 

GTICTGTOCA CGCTAGIQGA GCTGTAOCAC TO3ATPCQQG GOGACATCCC QCTGA3TAAG 420 

ACGCATICNk T0G00QGT3G GIGTOICTGA NCNAAGTIQG A30CNGGAAC CTSA37ICTTT 480 

TGIGQCNAGA acacatococ tigtioctgg acccaocoga NAATIAAAOC GCCCCNCCAA 540 

GACNAGOOQC CCTCCCCCCN C20XCTTIGG GTTINNNGOCA TITvETOOSGA CNTOCAAGAA 600 

OTTTACIW3C AC02«X3GNG GCAOOQOOGN OGQQGCACIT NTTKAACNC CNTICOCOOC 660 

COT3Q3333G NCOOCCQCTT TGAAAAANNG T333GQQGAC OGGtfTOQQGr OCCNTTOCOC 720 

CX^TTCNATT TTIOTTEANA NANNACCAAC CCGCCTCOCT INNCCOCACN CAAANNINGT 780 

TOGTTAANCT NQ0CX3OTAT TCTSCCXOOC CX3NCNCNTAT TOOTAOOOGN CNGT 834 
(2) INFORMATION FOR SEQ ID NO: 446: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 785 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA. (gencmic) 

(vi) ORIGINAL SOURCE; 

(A) ORGANISM: PAG1324RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 446: 

GATCCTACCG QGAT3CA0GA OGCATACAAG TATATCAGQG ACCITOCCGA GGAAAT3GGA 60 

CATAAAATTG AAG3A0CAGA TCACAA3T3G TOGTTOCTTA TCATAGOCAA GATATATATA 120 

TATATCTGGG ATAATTACAG OOCIT3GTAT GTATACCTCC TACATACAAA TACTTACATA 180 

CACATAAATA TAATACAGCT ACTTGTAAGG OGAGAAAGGT TACITCTOGA GAQCCATTAG 240 

AGACGCAACG AATGTCAAAA TCAAOCTOQG GCGGACTICA TTGATATCTT CAGGAACCAA 300 
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OCAGATTAAA GCACCAAGTT TTCTCQOGAT AGAAATTGOC AAfTTEAGaCT TIQCATACIT 360 

CICTIOCICT GTEAO3Q00G Q3AGTAAOCA AGICAIAATC CACATATOCT GGAGCTAATC 420 

CGTTCAATAC ATCCAATA3G AAATO9GCAT TOCICAAC3A GAAAGACAXA 480 

TOCTOCTOGA TITOOCAOQC TIX3GCACTIG CCIT303QCC ACITEAGATC TGACA3CIGA 540 

ATOCTCTAOC AAACAAACIN TCAGGftNMN TCTTTIGACAA CTTTTTTOCM OCICACTOOC 600 

AAACIAAACT AAGCTCACAC CINITIUGNT COOGAATICG AACOXCTON QOOOOOOCAA 660 

AAAAACTINA ATTCCCAAAT TCANNCXXTTN TTK37ITICC CXXXXAAINA NQJINAATTT 720 

CNNOXNTON C1X33^CCCX3G NNGAAAOOCN TOAAAIAACC COCOGAAIAC CINCNITQCX: 780 

CGAAC 785 
(2) IOTORMATICN FDR SBQ ID NO: 447: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 866 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOIjOGY: linear 

(ii) MOLflCULE TYPE: DNA (gencmic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1324UP 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 447: 

GATCITAAAG AGQCTCAGTA TOCAGAGQCA CTTTOCAGAA GAAGACAG3C TO39CTTCGA 60 

AATOCCTCAG OTOOOQCCGT G3AAGACT0C GCftGATOAAG CAACACACAC AACAGQQOCA 120 

GCAAAOQOOG CTQQQQGQQC CQOQCTOCAT OCTOQSIQOC OCTIATCAAC OGAGCAGOQC 180 

GrrOGTOCACr QCT3CAGGOC AAAAQOQOGA CTAOGACTAC TOQCTGTTCA ATOAGAGCftG 240 

GCTCCICACT GAGAGCAAGA TAGAOCAGTA CTIGAAGAGC GAGGOCGCAA OQCACAAAOG 300 

OGTATIOCAC OXXSAOCCTC OOCAOSAOGA CAGCTADCGC CX30GAC7TK3C AQCOXTCIG 360 

CTOOGACAGC TOQGAOGAAG GAAGQGAGAG OCCOQ3030G OGCAGAG03C GCOGITGAGA 420 

AOGCOCOGOT TOCTQQCTCN AQCATCXXOC OGANAINCNT CCCAGAAAAA ANINTCTOGA 480 

ACACGOOGCC CQOOOGCCCC OCNCftSAACC TCCOOTAGC GAACNITONA AGAMAATNT 540 

1N0CANITTG OC3vD0CTNCT TQGANAAT3G TOQQOCNQCT TNACNAAAOG C7TAQGTTC2^C 600 

GOQOCGAAAA NCAL'ITIUCT TNAOOQCATN CTCCOCNGAA AGANAGANAG mtXOCNCAC 660 

TTTTNGQCAA TITIOTXOC CGCGANAAAG GITCOOGTTO ANCOGANGGG NGQOQCANNA 720 

ANAAAOCTAC NCANTTINAA CATTO3CCCC CNTTnTONC AAAAAAGANA ATaJNTLTlTi' 780 

CACOTTGACA AOTGATNNCT TTINIGAAGG Q03a>JACTAC CCCC03CTT3 OCTNIDCTOC 840 

CCTTAGANCT raMTTOT TTTHSTT 866 
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(2) INFORMATION PGR SEQ ID NO: 448: 

(i) SEQUENCE CHARACTERISTICS; 

(A) LENGIH: 749 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencroic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1325RP 



15 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 44 8: 

GATCAATOOG GGAGIGQCAA AAAGQGACTC AAG3IGAA0G ICTTTCAGCA CTGTICATGA 60 

TQQQQQGIQG TCATiTiUOC GCAGOCATOG TATCTICACCA AOQCATAGAT ATCAGIGGCA 120 

20 ATGCCAAGAG QCAT3GAGAA TQGITACAGG AACAGQQOGT GCAL'ITILUT GAGCACAAAA 180 

OGTITICACAG ATACAOCAOG AGQOQGAAAC AAGGAGGTTC ACAATOQGTT ATGGAIAACG 240 

OCAAGOGGAA AGCAAATTOC GCAQQCTCTA OQCTACCTTAG ATACAATGAG G03QCATTAC 300 

25 GGAATCAOGT TCAGGAOCTG 1TAAAGAAAT QGAGGCCATA CTIGGAAOGC TGOGAACACA 360 

TATTTAITAG QGOCAAAAAT GTIGOQGACA GGAGOGTATT CITTADQGAA AATADOOCAT 420 

TGACCAAGCT TAGACCOGAG GATTOOGACA TTOOCATICA CAACCOGI7C ACCTACCACA 480 

50 AATCAGCTAA QQQGAGCATG GIGOGAGATA ACATACTIGA AGAAGACATT GAAGOOCAGC 540 

CATCACATOG GAGOQQCATA CT0CTAAAGC GACAATCATC CACTGCCAAT AAGOGAOGTT 600 

GTAOQCAACT TAAOOOOC20G OJAAAOCTTA NCAG3AAOGG CTIL'ITIUIT T3GA3TOJAG 660 

55 QQOOCNNNWT ATTOOCTNTT CNAAAANCNT WITIO30CAA CCICTTTTTA AAOOOOOQGA 720 

AAAANOTTTO AAAOOCNCNC CCCQOOCCA 749 
(2) INPORMATICN FOR SEQ ID NO: 449: 

40 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 801 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

45 (ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1325UP 
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(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 449: 
GATOGIGCCA TCICTGATOT GGIMTTOGA TQOGQQQOOG GGIGQGAGIG CCAGCTQGAC 60 
TACGAAATCA AG3ACGAACG TGAATTTTCA GCCGOGCTAG ATACTGTCAA QQGT30GCTA 120 
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gccocogaaa agaagto30c ctooogcaog accctqcagc ctogqoctgg agcag309gg 180 

aacaacaoqc cgacacgoct acctot3ioc aagcictctg tagc7igogaa aaacaocaa3 240 

ticaagqcag tcatooqcic to033vtocc gctat0q33g ca03cagtoc oqctioq3gc 300 

ogccactgpg cxxsatt03a taagacacag atagatgacc caciggtpcat gaacaaagoc 360 

gctgaogacg aagtqgaagt tctagtcgat (xtattttut caaaaaaqct acgoc2gcat 420 

cagagaacag gigtigaatt catctatcac t30gt00q3g gqcioqcaag gioogagaag 480 

gacgatgata gaacactgat gatctiggaa tatcatagig atctcaag3g ttcicigttc 540 

gogsaogaga to3gattagg gaaaaca1gc a1gaogatig ctctga3cig g&dgctacig 600 

aagcagcatc cocaggqcat ogtcigitoc daigctoqgc aattg3gggg tl ' lujltux: 660 

agocttitit gqcanaaatt <ji<jniul?iat gcooqggiga ctctcattog osaciotgaa 720 

AANGATCTCN OCNAIN3aaN QOCGAINGAAT AAATIQGANC CINGAAN3CN ATIQCNAANT 780 

20 AOOOCCCAAA ANAAAAAATG N 801 

(2) INFORMATION! FOR SEQ ID NO: 450; 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 774 base pairs 
25 (B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

30 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1326RP 
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(3d) SEQUENCE DESCRIPTION SEQ ID NO: 450: 

GATOSAATTA AGICAGATTT GATTGCGATC GCTACTAAOG AAOGTOCATT GICAGAOQGA 60 

CXX3AASCAOG TACACATIGA AACTCGTGAG TOQCTAGIQC AGACAATCAT AAATCAAAGT 120 

1CTGCXTGGA QCAAGGGAAC TOCGATOOCT TAACTTTCTC AAAACACICA TQGGIXX7TCA 180 

AAAATCAATC TATTCACTAT ATAGTAIATC AAAACATTAA ACCAAACEAG GOGOQCAGAA 240 

TATIGOCAAA ACATTGCACT GGAGIMTAG TATOCAGAGA ACTAGCAATC GQ0G9CTAQC 300 

TOGTTAOGIG GCATICAOSG ATGACTEATA GAAGOOCA3T AATCAHCTTT TW3IGACAGT 360 

AAGATCAGAC ATEAAATAAC CTATOGAATT TEAG33GAGA AGICATCACA CTIGCATTAG 420 

TATAC03CAA TAATTCGCGG ACCACATCAG TTAATACTOG GCATQGITIC TAAAAAGOGA 480 

AACIGGGTIC ACATTCAGIG TGTTTK3CAA CAXAGAICTC TCTOCTCATC CIGCTTCTOS 540 

GTTCAATAAC CATOCTICAG TAOQCACOGT TOOCAGEATT TOGTAATTAG TTOOCAGACT 600 

OCTTTATAAA GGATSAOCCG AATATGANCT TOCATTAACA TIGOCNQGAA AANANATTIG 660 

QCANCCGTAN ATATTTICCT GOCAATTCAN AOCETICINr GAAOOOCINC TIG393NOCN 720 
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GCTIOCCAAA AACGAANTTC OQOGSINaJT NIT1TATAGG INCNAAGAAA AANA 774 
(2) INFORMATION FOR SBQ ID WD: 451: 

(i) SEQUENCE OTARACTEKISTTCS : 

(A) LENGTH: 779 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE 1YPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1326UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 451: 

GATCAACAAG OG3TTOQCX3C AGCIGOOQGA GAAOCIGOQC CICAACQOGG TGAOQOOGAG 60 

20 Q33CAAQCCG OGGCTGTITG TGTOCCACAC GIGCAOGOGC GQGTTIGOQC GGCAG3AGCA 120 

CCTGATCCQC CACAAGOQGT OQCACAGGAA QGAGAAGOOG TAIATCT3QG QGATCTGOGA 180 

CCOGCOGTITC AGOOQQOGGG AOCTQCTGCT GOQQCAOQOG CACAAQCIGC AOQGGGQGAG 240 

25 CTQOGQGGAC GOQCIGCIGA AGAAGGGCTC GCOG0030G3 CAG033CIGA GOOGOGOGGT 300 

GOGGOQQOGC AAGAGQGQQG AQQQQCTGQG GGCGQCQQGC AAGCCAOQQC GQ03GCIXJTC 360 

GTICICTQ3G CAGIOQG3GG AGAGCTACOC GTCQCTGCGG OOQOQCAOOG CQGQQQQQGG 420 

30 OGAAGAAQGT GC^GTICTOG AOGOOGCAGC TQCTOOOGGT GGAOCIGAOG CAGGAGOOGT 480 

CGAOOTTCAC GQOQCIGGAG GOGAAOGGIG GTTGCAQGAC GIGAACAGQC TGTOOQQQCT 540 

QGAO3GA0QC OGGAGGAQQG GAQCTOCAGC OQQOGTOGQC GCTCT0GK33 CAQQQCAQGC 600 

35 ACAOQCOGTC (XriCTTTOOC CACOCTIUUC NUi'lUQOQGT OCTEAOGQGA AOCTP3CTIGN 660 

OQCTITPQCC CCGAATTGCA GGITOGAAGS GCTINCOOOG OGNQQGCNCN CCQOOOOQCC 720 

CQCATCQCCC OCXX?]l^NOCC AAAATTCCAA GITAAOCCAA NAACATTCCC TITCT30CT 779 

40 (2) INFORMATION FOR SEQ ID NO: 452: 

(i) S3QU£NCE CHARACTERISTICS : 

(A) LEN3IH; 763 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 
4S (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencroic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1327RP 



55 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 452: 
GATOCAAGOG TCIQGAGTAT GCTAAAOGAG OTICICATQC CAGSAACAAC GEATTATCTC 60 
GITCAACQCT GIOCTOGAGC CTOGAGCCAA A1CIGACCGT TTITTTOCTA GAGCAXAOOC 120 
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AAAAAGAAAC ATCTTGATOC QCTAAACAAC ATSACAATCA TTft3000GfG GATOOCTCTC 180 

ATGTTCTAAA TICATOCCIC GAGGICCCAG TCQGTOOOQC ATCTAGTCCT GOCX300C3GAT 240 

TAIATIQOGG OGTAGCTOIG CTGAAACATC QQOGCTAATr GACQGATAAG CAGCTCICTA 300 

CCTTATTITC ACTATTTCTT TICACATACC AA£3G?£TAA3 GfTIGATTCCA A3AGC7IACTG 360 

ACTGAGCCAG TOGACAGOoT AGTEATOQGA CTAACTOGQC AATGTOGTCAC QOCTTICTCQG 420 

GGAGOQGftGG AATGGGCT3C TCAMGOCX5A OGAOOOOQGA GCTGADGAM3 GAGCTCAACA 480 

TCOQCAAGGA OGTPGQOGAGC QOCATGAGGA AGTCGCTCIC GTACGACTIC CTTAATCTOC 540 

CTOGOQQ3GA CGAGCAGQOG AQCCCATOQG GACGOOGAOG ACAGOGACAG CTGAGGAOQG 600 

QQOOGAOGGA ACIT3GAAAAC CAAAOOGQOG AANGQQOCOC AGGQCNOqQG ANCAANaODG 660 

GAAAGQQQGA AKTITIQCX3GA NIAIXNCTCT TOQCCCNCCC QOXX3GrriCC GANITK33CT 720 

TGNCAAAATC OCCTCCTCAC TINCAAAQCT NCIGAGINNA AGT 763 
(2) mPOKMftTICW FOR SBQ ID NO: 453: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 794 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1327UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 453: 

GATOQGAQGC GKX3CT3GAG GGTOCICTIG TVCnXSKVCl* GCHQGCTPC QOOOGACITG 60 

GCAGCCQOQG 03CTCCTCAG G3TCICATAC TTOCTGOCTC CTACTTQCAT GGTITICTAIC 120 

GTCAOGGTGC AQCAACTOQG ACAACAGCAC CCAGCAAOGG TK3CATTTAT ATAGIX7ICTA 180 

CCTCTAOGAT AQQQGACTGA TOGCICK30G ATOOCTATCT ATCTCA1TOC QGAAGGTICr 240 

CGAAAOGAAA AQCGOCACTC GCTCICGAGC GACAATAGOG AACCACAA3G ACACAATAGT 300 

GOGOGTOOQC GACCOGATCC CTOCAIFSAAG AOCGAAT3CT OGAGCAGATT CTTGT3CQ3G 360 

OGICAGCGQG TAG0Q03QCT OCT0GICT3G COC3AGOOOQG ATAT30GAT3 QCACOGGYIG 420 

GCGAICT3CT QGGOQCTOQG GATIAATCTA GCTCTTOQGA GATATOCTIC TCTAGSAGGA 480 

AGAGGGOGTA GQGAGAAGGC CK3GAO303G QCITOGGGAG CTCTQCAAOG TIG0G9GGQC 540 

GTTGCOQCCGT AGGCGGOGGC ACAO0GQC2vIA AATNQOJGN GANOCINC7IN OOCKXNTIC 600 

CNCCCOCCAA ACTTOOQGQC NTIN0OQCC OGAATNNCAA GGNNGNO00C NAAATOCINA 660 

ACCCXXXX3MA QGAAAGNNTTT GGOCINTTGA NCAAANNACN 030GITOAAA NTOOOGGQGG 720 

TTTGNQQ0OC OOGAAAANGG QGATAAADCN QGCNAQJACC TITTCAAATC O LXJ I T I I NIT 780 
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TINCCOOCAN AOTT 794 
(2) INFORMATION FOR SEQ XD NO: 454: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGSH: 757 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1328RP 



(xi) SEQUENCE DE9CRIPTICN: SEQ ID NO: 454: 
GATCTCTTCT GCAAGrTTICr TTATQQGAAG CCO&3CTCT GGATTKXTT TCICAACACC 60 

20 AATQGTATIG TCTTQGATAT CAGAGAAGGA GOGCTTOGAA TTITOOGCAC CAOCATATOG 120 

ACTOTCITCA TTATTTIOCT TATTTTCTCC ATCACTTTOG CTTQQCAAAG AAGAATCCAT 180 

OGCAOCCATT ACATQGAATT CITCATTATC AGCITCTQCA OCIGITCTAG TATTTOGTIC 240 

25 ACCATIAITA TCOT3TIGCT TATTGATTGC ATCACQGOOC ACAOGQCTCA 'ITIUIMCKT 300 

GCIAGATGIA TATOGGACAT AATOCACCTT TTCCAACAGA GGACOGAATC GCTCAACCAA 360 

CTATT3ATIT AAAAQCAGGA AGTICTTTCT ACTGADCTOG GCATATICCT GATCTT3CCC 420 

30 GAAADGTP30C GAAATTADCT TAAATAAGTIC GAGCAOQCAT GAGTTOQCCA TXjITATCAAA 480 

CTAAAGATIT TCTTGIAGCA GCTGACAAAT TQGATCAAAA AGATCTTAGA TATGAGATAG 540 

TIGTCATAAA ATICATCATT TACAGCCACG ATACOCTT3A TAOOOGAACT GCAGOCAGCC 600 

35 TTAACTGTAT AATATGGATG CTTOCATEAG TITCCAATAG TCAATAGATG CCATTITCCA 660 

ATA1NAACOC CCCTTGACAG CATAATATCA GITOCNICTT NINATAATOC CCCCATTTTA 720 

CCAAAOCNGC NCW^TTCATT NCOCNKCCTC CAOOOCT 757 
(2) ID^FCRMATICN FOR SEQ ID NO: 455: 

(i) SEQUENCE CHARACTERIOTICS : 

(A) LENGTH: 794 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
SQ (A) ORGANISM: PAG1328UP 

(xi) SEQUENCE DESCRIPTION SEQ ID ISO: 455: 
GATQGGAGCT ACATAAGIGC TCTACOGAOC AA00003CTC TCCATGCATC AACCAATOSA 60 

55 
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GTTGAAACAG TIGACIG90G AGCAG300GC CQCACTAGAT QOGGftACTCA TQG3CCCAG& 120 

OOTTQQCTAC TOGCTOCATC AATTCATOGA QCTAQCAQCT CTTOOQGTQG QQCAAGTOCT 180 

OGmQOQCCAT TOQ3G0GQ03 CACAGQOGAA GAAAAAGGTIG CTICTT3CTAT GK3GGOCB3G 240 

CAATAACGGC QQOGATOQCT TOGTK3CTOC AO90CACITG OQQCTCTTOG QCTATGAOCC 300 

TOTOCTCTAC 1TOCCO033C TCTOQQCCAA ACAGOOCTIC TAOGCACAGC TIGCCAAGCA 360 

GCTACACTIC GIOQGICTOC CACTQCICTC OGAGGGOGAT GftCTOGOGIG OQCATCTIGA 420 

GOCAOGIX3AC AOQCICTOOG TICTQGATOC GCICTITOQC Tl T XClTriL ' GTCOQOOQCT 480 

GO30GAGQQC TTCOCTAGCA TICT03CAGA QCTCAAAQQC CATGAGGATG ACATOQCAAT 540 

TCPOQCTOIC GACATTCOCA GIQC7ITOGGA OGTITSAOQC AGGAOGCICA COOCTICAGA 600 

CTTATOCAOG TGTOCTGATO TCTCNIGAAC QCOOCOCAAA AGCTGCTQCC NCNCACATIG 660 

AAACTOGTIT TITACCNOOC ATTANTTTOG GNa frJU ' lTlL ATCCCNAANC aTNQOOOGN 720 

20 OCICCNUGIT TTTAOTOCNT CCOJGIAICC TGNNOOCATC CANANIGOGT TTTIGANriG 780 

CCAITOCr™ ATCT 794 
(2) INFORMAITCN PGR SEQ ID NO: 456 : 

25 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH: 176 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDECNESS: single 

(D) TOPOLOGY: linear 

30 <ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1329RP 

35 

(xi) SEWENCE DESCRIPTION: SEQ ID NO: 456: 
GA1UJUCTAC G0QCT3CTGC ACTTOQQGTT CTT03C3QCTO OOCTTCTOCT TOOOGTIDGT 60 
G3QQCTGTAC GIGCAGTICA AGAAQ3CCQG CTKTIGAGTT AAGTAGAATA TAGTKTAATC 120 

40 

CTAT3CAOQG COGOGGGQQG OQOQOOQOQC GGOOOOQOQG TCAOGTGAOG OQGATC 176 

(2) INFORMATION! FOR SEQ ID NO: 457: 

(i) SEQUENCE CHARACTERISTICS: 
45 (A) LENGTO: 176 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1329UP 



55 (Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 457: 
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GATCOCCGIC AOGIG00QQC Q0QQ00G0GC GQQQOQQGQC COQOQQCOCT GCATAGCATT 60 

AGACTATATT CTACTTAACT CACAAQCOQG (XTTCITCAA CT3CACCTAC AOOOCXaOGA 120 

AOQ3CAACGA GAAGCCCAGC QCGAAGAACC OGAftGTOCAG CAOOGOGTAC GQGATC 176 
(2) INFORMATION FOR SEQ XD NO: 458: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 767 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1330RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 458: 

GATCTTQGAT TTGACATIGT CAATOGTGIC AGAGGACTOG ACCTCAAGCG TAATAGTTTT 60 

CXXTIOICAAA GICTICACAA AAATCTOCAT ACCTQQOCTC AAGQQCAACA GCAAC7P3CAA 120 

OCTAGACTOC TTCIQGATAT TATAGTOQGA CAAOGTIGCX3G CCATCCTCTA GTIGCTEAOC 180 

OQCAAAGATC AAGOQCTGCT GG0CTQQQ33 AAT30CCT0C TTGK3CIGGA TCTICGASTT 240 

GAaJTTCTCA AT3GK7ICAG AOGACIOGAC CICAAGOGTTA ATAGTTTTOC CTOICAAAGT 300 

CTICACAAAA ATCIGCATAC CTOCCCICAA GOQCAACAOC AAGTOCAAOG TAGACTOCTT 360 

CTOGATATTA TAGTOQGACA AOGOQOQGOC ATCCTCTAGT TOCTTACCTG CAAAAATCAA 420 

GGGCTQCTOG TCTQQQQGAA TOCCCIOCTT GIOCIQGATC TIGGACTIGA OGTICTOGAT 480 

GGTGTCAGAG GACTOGACTT OGAGTOIGAT TGTCTrTOOC GICAAGGTCT TGAOGAAAAT 540 

CTGCATAOCA CCTCTCAAAC QCAACAOCAA GIGTAAMTA GACTCCTICT GGATATTATA 600 

GTCGGACAOG TTGOGQOCAT CCTCNNNITG CTTAOOCTGC AAAAATCAAA OQCIQCTNGfT 660 

CCK3GGGGAA TGCCCTOCOT GTOCCTGATT CTraaANTIT GACATTCTCN ATOQC7INCCN 720 

AAGANICCNC TCAATIOTTC ANITICTICC COCagCAGGIN TIGAANN 767 
(2) INFORMATICS FOR SEQ ID NO: 459 : 

(i) SEQUEHIE CHARACTERISTICS: 

(A) LENGTH*: 794 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1330UP 
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(XX) SEQUENCE DESCRIPTION: SBQ ID NO: 459: 

GATCAGATCT TTICT3CTAG TAOGTOGOGA TAGTACTAAA ATEAOCATAT GOQCATCAQC 60 

ATTATACTAA CTAGTOITGT TTTQCACTAA GOGGTAAAOC AOOCATEACG GL'lOl'lUliAT 120 

CACCAGAATC CAAATOOGTT TTTGAAAMA GGTEAATTGA GCAGTATATC GATGAGCATG 180 

QQGEftGACCC AATCTCCAAG ACAAGCFTCSA CTAAQGATQC QCEAATTCIC ATTOQCCAGA 240 

C^OCCCAGCA GTAOGOGCIC GCAAAOGCAG TTAACT033C TACGCTCAAC GOCAATTACA 300 

GCATCCCCAA CX7ITCTGTCA ACACTACAAA ACGAATOGGA TOOOGTCAIG CIGGftGACAT 360 

TTX5AGCTOOG GAGTDCAQCIG GATATCTOCA AAAAGGMCT ATOCTCAGOG CTCTACAAGT 420 

QOGAOGQGGC TATCOGCGTC GOQGCAOGOG GGAAACAGGA GAATCATCAA CTCSGftCACA 480 

QCTIGAOGGA QCCTGACGGA G3CACTCGGC GGGCAGGCTC CCGAT3C0CC GOOOCITOCA 540 

QQQGAATTGA TTAOOGGGAT GGCAGAAAOG CACAAGAAIA TOTOCAGCAA AGGAAAGAAA 600 

GAMGAAATG AAAQOCAGGT AGTCAOQGCA TTK3CTOCTC GAACAGQOGG TCCAAAOQQG 660 

OTGOGAGGIC AACOQGTCTr TTOGTTTAOGC GTTINOTK3G TICOGGAAAA ANAATEANCT 720 

NNCmTEAA COCAAAQGCA GGQOCNINIT GCTGAACAAA AAGGGnTTT GCINCTNNAA 780 

AATTOQCCNC TNAC 794 

(2) INPCff^lATICN FOR SBQ ID NO: 460: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 776 base pairs 
<B) TYPE: nucleic acid 
<C) STRANDEENESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1331RP 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 460: 

GGATCATICT CAGGTATTAG AGATTOCTCA T3QQCAOG0G CTTTTICTIC AAGGAATTOG 60 

ATOGGAG3CG OCTCTAGAGT TGAAACGAGTT TEATTATACT CAGCCATK3C TACAAGCATA 120 

TAATCAATAG QOGCAQOQCA ACTCTGAAGA T3ATCTAAAG AAGGAGCATC TQOCTTTTCT 180 

OGTAGAACAT TGAGAGOQGT T3CCICTATA ACTTCATGCT TATAAGTGGA AGCACTOGAA 240 

ATAACATGTG ATAAAGGTGG AGAGTK3GCC AATOK7ITCA AAGCTICIAA TICIGAAAOG 300 

GAAATTAGTG CATACOCAGC AQCTGCAGCT TEATICTTCA AATGATQGAG AGAAGGTCAT 360 

TCGGCTACIG TICTCAAATC CAGAAGAAOG TICGAATCAA GGATTTCCAA CTITCTTTCA 420 

GAT3CATCIT TCTTGAGGAA G2CTTCATCT GGGCTCIOJG TATAHCT9CT TCAACTCATC 480 

CATACTAATC AGCAGAAAIG ACAATQCATA TATOGTICTT GGCTTTOGrTT TGEAGTIACT 540 
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CGJVTO3CTOG ATTITOXAT GGTAGAAAGA AGAA3AT0GT GCICTITCTr TICAAACAAC 600 

AAATATCATA TOCCCTP33C TTICTCCTOC CAAAAITCCA AAATTAGANA TITCTNATCC 660 

CCTTTAATAN TICCACATCT TOtXAATIOC TOCCAINANA TOACTGTCTA ACICTTTCTT 720 

GCNNACOCAA AAANATTQCT T0CTOTOCCT '1T1UUUCKNA. TOCTCCTTTN OCAC7IC 776 
(2) INPORMMCTCN FOR SBQ ID NO: 461: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 808 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CNA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1331UP 

20 

(XL) SEQUENCE DESCRIPnasr: SBQ ID NO: 461: 

GATQGTQC3C CIQCIOCAOG AGCQGCIX3CC CAAQQOCACG O3CT0QGAOG TOQOCTGCAT 60 

CAAG&3CTAC GICTAOGQQG AD93QCTOGA CGAAACCOOC TQGTOCQOCT OCCATQCAOG 120 

CCCCOCQGAC TOCOOOQOOC AGICGCMSA AOQaCAGOQC ACGTQQQQOC GQQQOGAOGA 180 

OGAGCT303C ATCTICAOGC TCIOGCAGCT QCTQGAGGAC CAGTOOGOGT OOGAAGATOT 240 

CATOOOOGAT AGCATOGATG OQGQOGAOQC GCTCAGOCIG GQCTOOOOQC AQ0O0CAQ3C 300 

AGGCCTCICG C^GCACAGCT TCIQOOCAGA TIOCAOGCAC GOGTCGCCOC TIGQ030CCG 360 

COQGTTAACC CCCITCAOGC GOQOQOOOQC CIOOOCACIC OOOGTOOQOG TCTACACQGC 420 

35 OCCOQCCTCC CCOCTTGACT ACATTOOOGA CAGCAAGQGA TGAAOCCCTA OGTOCTCCAG 480 

G3CCOCAGOC AQQQOOQCAG OOOGCOCTOC OTGNITGAAG GINNGAANGC CACXXTNOCA 540 

AAANTTTAGG QGHOJ3QOC CNGGQOQGCT CAAOOGNITG GQGTCQGNAA AANOCNWIGG 600 

40 OQQOGTINNOC GCNNCTTTAA GG03GCOTQG AACXOJXNT NITT0GGC2JA QGGTITTCCAN 660 

ACNCAAACNG TONNNOCOCC CCITTTTTCT TCNAANAAAG GOCIOT3TGT GTCNTCTICOG 720 

CCNGC^NGGN AATTTTOITT T3T3Q3GCIG IOTXCTOAGA AAACNCOCNC NQQC23CNNNG 780 

GQGAAAAAAA AANirTTTIT OCNIN3GT 808 
(2) INP0PMATTCN FOR SBQ ID NO: 462: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LEKGIH: 762 base pairs 
so (B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

55 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1332RP 
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(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 462: 

s GATCTTITAT GYVCCTVTPG AGCAAGGICA A3TITCACAC CALTIC1MC A1CITA3MC 60 

CAGAATAATT TGAACAAGAA GGTACOGICT AGIGAADGAC GIGATTICAT QOOGOOGTOC 120 

AAGGTICATC AGICATEfiCT GAAAATOAAG CAGCACTATA TOGAAAATAG GTTQCTQGAA 180 

70 CTACAAAAAC TTCATCAGIT ATICIGTAAA GATAAOGIGA ATTTITQCAA AAAAATGATA 240 

AATCTOGAAG AAAGAAGAAT CCTAAA1CIT CTAAATCACC TAGATGATCA TOCTAACTTT 300 

ACmTGfiGA C1GICCATAC TAATTTTCIG AAIAATCAAC TATICATGGA ACTACATGAT 360 

75 CACAACTCAG TGATATOGOG OGTTTOGACA TTAGATACIG OGGftGGATIG CAATOGCA3G 420 

AAGAAAAGGT TACGACCATA TACACTCAGC TOCTOGACTA TTTCAGGCIC AAGTIGICCA 480 

ATATTCATGT AGATOCAAOC GCCACTATCA ATTTOAGTTC OGAAACICCN TTCANCAGIG 540 

20 TTftCVlOJlT ATlGroiTIG TTACNCCAAT TGA3O0CTCC ANITIOOGAT TCTOGAAAAT 600 

GC^JGGAAAAC CNNDGAAANT GCNGAAAAAC CTAAAANAAG GAANAOOGIT AACN39GTIN 660 

QGAATOICTA TIGGGGQQGG GCCNNANCTT TIAAAGNNNC TITCNN3GQG AANANNXNN 720 

25 NCimZWINA AANTTTTTIC OOCN33C23AA AAANTTNICT GG 762 

(2) INFORMATION FOR SBQ ID NO: 463: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTO: 798 base pairs 
30 (B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

55 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1332UP 



(xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 463: 

40 

GATCTITTIC AGAOGCAGIG TACTATCGAT GAAGCAIATC ATEATTATAC AAAACTTCIG 60 

TOQGATACTA TTQCATTAAA CCOGCTEAAT AGAAACGAAT TTTT3GAAAG TTOOGACACA 120 

45 TTAGAGATGT ATGGAGTOGC TTCTATIGAA AATOQCAAGC ATQQCAAAAA GQOCAAACAA 180 

TK3GTAAAAC TGATCAAGAG TACAGTTGAT GAAAAGGAGP TCCAIGAIGA AATATCINAG 240 

ATQGACITOC TTAAGAAATT GATAATATAA AAGQCTAOGA GCTTCAATAT TATAATAD3C 300 

50 ATTQCATAAT TTATTACATT AAATTGATAT AGGTATATIT TICTIOGAAG AATTAATTCT 360 

AATCATTTCC ATGTGAAGAT AJOQOOCTCT GIGTTACCIG CGGATATTTC GACICTTAGT 420 

ATATCTACAT ATTTTOGOGA GCCATEATTT AAACTQGCCA GCTIGACICT GGAOOCAAGA 480 

55 GCCGIAATO3 CAGCAQCICT TCCIGAQOQC AATTTCTTCC AGCAATIGAG GCACCATGTG 540 
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OCG1KXTTTA ATTOCAGCAC ATATAACAGA OC3GTOOCX3IC CAATAACOCT AACACAATTA 
TTOOCTTICT TTCOCATCAT GTTTOQGATA CIGGACATTC OCTGAAATGC AANl'ITAACA 
AGCCTTATAC CAGTCAAATC NiUUbTlTlU AAANATOCCN lOXAATTIC AAOCOGTGAG 
GTOOGTAACC TCAACTTTTT TTGAAATTIC AACCCQOOCA ATNANINTIC NlTiTiGNAA 
CCCCATGCCT TCTIOCT 
(2) INFORMATION FOR SEQ ID NO:464: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 138 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1333RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 464: 
GATCADOQQG TGAAIAIGCT GCTTQGCATA GTTCATATAC ATIGIOAGAA ACT3CAC0GG 
AAQ3ATCT0C GACT03GACA CATQQ303QG CTIGTOCTCT AGGTAGAGGC TOCTCAGGIG 
CTTOGCTAAT TCTOGATC 
(2) INFORMATION FOR SEQ ID NO: 465: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 137 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1333UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 465: 
GATCGAGAAT AGCCAAGCAC CT3ACCAGCC TCIAOCTAGA GGACAAQO0C GOOCATGTGT 
CCGAGICGGA CATCCTTCOG GTOCACITTC TCACAATCTA TATCAACTAT GOCAAGCAGC 
ATATICAOOC QGIGATC 
(2) INFORMATION FOR SEQ ID NO:466: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 766 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (geranic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1334RP 

(xi) SEQUENCE DE9CRIPTICN: SEQ ID NO: 466: 
GATCAXAATC CAGTOQCTGT OGAGATACTC GACAG3AAT3 GAOGTCAGOG ATTTOGICGA 
AGftGOGOOQG AAAACCTTGT OOSITOQCTC OQQOGITOOG GTGAGOGTOC O3QQ0QQQGT 
GCCAC03CTC GACIGCAGOC GCXX^OQCIT CCX3CATTATC TOGTICAIGG AGAATAGOGA 
OGATACIGGA 0GCTICA2GA TOCACTTTAA GQOCACAAOC TOQQQOGTAT CATQCT330C 
OQQQ0Q3CAC C03QCCA00C GTOQOOCaOG CAQSACAGIC OOGAAAGQGC CTOCTGCTAA 
OOGACXXnCC AGCATATACT GGITCACCTG CAOQCnTOC CX3QQ000CTA TCAGCXJG1GT 
CCT LT l 'l'lU C AGCAGAACCA TCICCAGCftG CTTCTTATAC TCCTCAAAOA AO3CTO0GEA 
TGTTTACT3CG TCCO0GCXD3C AAO33CT0CT COOCAACADC GIGTOOGICA AAOGAGAQCT 
GCTAOQ3C7PG GAGATOCTGC GC£»3CA£Gft3 AGACTGICTC OCTICA3TCA ATIGCAOGAT 
AGEfiGGCTAC GAACICATGC NO0CTA2Q0C CTACAOCATG NANCIQGTIT CEAITOITON 
TCNQQOOOOC NATNNCICTT CCAACTNTIN 1TANCT333C CACNl'lTl'lT 1NTG3TTQ0C 
COOOGAACCT OCTIOOCTIA ACTAATOCTC QOCENCTFIC NCAACAGGAA ADCTTNIGAA 
CACTTIOOOC NAAANGTNGC GAANAAAAAN TITlTl'iNAT TOOOCT 
(2) INFORMATION POR SEQ ID NO:467: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 796 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEHSESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1334UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 467: 
GATCCTOOGC GGCT0OQ30G AGCCQGACAG OQOOQOOGIG GQCATICIGG AAAGOGCGTC 
OGOCGQCQGS O0Q00QSIGC GOGQOCTAGrr COQGQCTCEA CAALT1UUULC OGAACAAAAC 
GCTTTTCGAC ATC^CICICA AO3GGCTO0C OG3GCCIQ0G CPGTPCTPZG CXTTOGATOOG 
OQOGICIGC?r GATCICTOOC GOGQ030QQC GTOCACOQQG OCCGCGIGQC AOGTOTTOGA 
AGACGOOCTC GOGTOCXSAGC G0G0CAG00C GCIOGGOQCT GACCICIQC3G OGQGCTQOGC 
CCTCTTOGTC G0GO0GCT0G CQCTQCAQ3C GOT3ATOQG0 030QGCTIOC TOGK3GQ03C 
OGACOGOQQC CADQOQCTOG O0GG0Q00GC OGCOGTO330 GIGCTQGOGC GTAG03Q0QG 
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CGOGTK3GCAG AAOGACAAGG TO3IUX30GC GK3CTOCX3GC GACAOQCTCT QQCMGfiGOG 480 

CQOCTCOGOG OQCTCOQCGA ACAT03CATC AACICTATAC TACATAOCTC CTAOGTTICTG 540 

CICGOGCOCC C03CCAAG03 CITCCTCCAN COQOQGQQGC OQ30QGGQQC TICJCAACICA 600 

OOQQQQGQGG GOOOQOGCIG GOOOGAAAAC GXTTIOOGC AAOGNOCAAN AANNCCANNT 660 

CCOTACNACN (XCAimftNC CAACACbTITC NICAAOQ3CT TNNTN30QQC C00QQC3OC 720 

TICTCCX3C233 ' l ' l ' l ' l ' l ' lU ' l ' iT COQGANNA3T NCTCNTOQCN CXGINTOCCN CCTIA3TTTG 780 

NNNQOOCOCC COOCCC 796 
(2) INP0RMATICN FOR SEQ ZD NO:468: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 791 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1335RP 



(xl) SEQUENCE DESCRIPTION: SEQ ID NO: 468: 

GAQQCAAOQG AQCT3QCQGT GGTATCAAAG (JICTOGTAGT O3CTATCT0C Tl'lVUGAOCT 60 

30 TTIQ33CITT TGTOGrTCTIG CTITICTTOG AC3CTAAGCT TG0Q030G3C GAAAICACAT 120 

GCAGTO3Q0G OGATTOCAGG TCOQCCAAGT TAATOGGANA CAOOQOQOOG CICAGCATfiG 180 

TOCICT33GT CCICTTAICT GATTGOGACC CAAACCTATC GTCOGCOCTT QGGTIGICAT 240 

35 Tl'ldUfiDGT T3TIMTCCC TOOQQQOCAC TAAAACIX3QG CCTACTCTGA TICICIGICA 300 

GTAACGCAGA GTAAGACACA CGCTTQCTTC GIGIGAGOGA T&3IGTO0GA CATAAAITAC 360 

TATQOGQGGA NQCNINOCAA NITTAACCIN T3QNAANAAA ANAOCCAAAC TNTTTCAAAA 420 

40 CCCAAAOTIC NATTINQQGSI NCNGAAAATN OOGOTTQQC2J AAOOCCCCCT NNNOOOGITT 480 

AAATG3GGTIT TOCAAAAAAA ACCCNOCANT TTICCCCCCC OOCCCMAAAT 1NTEAAAAAN 540 

NC ClTiTA AA AANNTNNTIT NIGTOC3*3NC COOOOOOOOC COCNAAAAAA AATOOCQOCN 600 

45 AAAAAANCNG GI NITI ' IU OC CNINQQ3QQG AAAOQOOO0C NAAAANNCNN AOSTINCNANN 660 

NNGG3GNC0C CNNCOCCCCN ANOOJOTQG TODOOOQCTT TNANAAAANG C3QCCCOCAAN 720 

C WlTriTl ' l N NNNNNNMNAA AACNOCCITT TICNNCOCCC OOQCNNAAAA AAITTITONN 780 

50 NINNOTTTIN G 791 

(2) INFQRMATTCN FOR SEQ ID NO: 469: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGIH: 807 base pairs 
55 (B) TOPE: nucleic acid 
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(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA (gencniic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1335UP 
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(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 469: 

GATCAGATAA GAATTGAAGC TCAGCOG^TC ATGAGCGCAC TOCTICOGAT AOQCJIGGfTOC 60 

TCTAOCAGQC TGATAAAATG TGACACTATC ACCATAATOG OGTITCIAOCT QGATAOGATG 120 

TOCQGATQOG GATOGACTCT TCIGAACAAG AOGTOCAAOG T30GAGQ00C ATAGTOQGAA 180 

ATCTAATEAA CCTATITACA TATCACT3QC GATCTO1CTA O3TO00QQ0C AOCTOGATTT 240 

OCTCICACIG GACAGOQCOG TCAEAIAAAC ATIATTGTTT AQQbTlTAAA GITOCTTTOT 300 

GOGCTGGAAA /CAAOGTCAC ACACEAACTA AAICEAACTC GAGOCAOCAA GCAACTATOT 360 

TAAATAAGCC GAACAGTTEA OGAITCCAAG GC3CAC3QGIQG AAOO0OCCAA GQOCraSCTC 420 

asIAOTCNITC OCITACAAAA AGQGAG333G GCXXTADCAC TAOOGAAAOC AEACNQGTIN 480 

NAAACAACCC NAANOOOGTT TTTOC0G03C OCAAAATTAA ANANIG330G ODCXXTCNNC 540 

NCNATTICTT NNIOTNANQG GGANAGGAOC OOOOCOOQQG GaNNQaJIOC CXTOiNICNA 600 

AAAOCANNAC OOCCACCOCN ANAAAAAN3G G3G333QGC3Q GSAAOgOOOC GATTIUIAAA 660 

AAATTTAAAA ATTNNNNGAA A0O3NAAAAC QGN3TCNNCN TO2CX>INNNG AAAAANGOTT 720 

TTCTN3*NNA CANQOCCCAA CNNITNINAG NNNOOOOSINC OOQCAAACNN AAAANTTINC 780 

TK20AN3Q3G AAOCAOTOOC OOOCJCWT 807 
(2) INFORMATION FOR SBQ ID NO: 470: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGttH: 782 base pairs 

(B) TYPE: nucleic acid 

(C) STBANDEXNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TVPE: ENA {genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1336RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 470: 

GATCATCTTT AAOOCAGATA OGAAAACTGA GAAGCTAGAG TQGATAGAAA AGCTOOGAAA 60 

AGTAATAGAG CTCAACAQGT TTCAOCAACC ATOOGTITAAA AAGITCTTGA ATAGCAGIGA 120 

GAATATTCIC TGAAGAAAAG CATCACCACA GGATTACATA GAGEAACTIT TCIGCAAAGT 180 

TTAICIGTAT CTACAATTIC AOGTTATAAA TTTTAAAAGT ACKX39QCAA AATOGQCACT 240 
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TGGTCAGOGAT AAD3CACACT OGAGIGAA3T CCATCCAGTA CAIAAACATT ATGICAACTA 300 

CTTACCATTA TTOCCATTGC CAGATGAAGT ACOCATCTPC TOGIGA3T3C CIGADGCATT 360 

GITACCACTT QCMOQCCCA QGttTIQQGQG AATCATOOCA QGAAAGGGAA AGGG0G9GAA 420 

ACOCXX3AACA TOGGTIQGCAT AOQCATOGGA AAQGCCAGQC G3CTOQGQCA GfiGAACOGTTT 480 

GTTTTPGTTC OGQCAAATTC AAGTICTITG GITINOCNNN O00Q00QQCA AAAANCTTAA 540 

CXX^OTCCCC CW3QQCCCNN TCQCXXAANC TITOOCNNIG NNCTIOGAGC OCOCAAAOCC 600 

CCXrATATNT Tl^XTnQOOX QGGGtfTININ OQOOCN30GA GAOOOOOQOC C0CNT1U1UN 660 

NIOTTAOOQC CACCCNOOC3C CCCCOOQSAA ANOCNGINTT AAAAAATOCN AANAANN7INT 720 

GQCOCCOaoS CT0C00QQ3G CICOCNEATA 0CC0CC3GNN GTAAAA3NNC NAAGNQGNCC 780 

CN 782 
(2) INFORMATION FOR SB2 ID NO: 471: 

(i) SEQUENCE CHARACTERISTICS: 

(A) I£NjIH: 793 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOIjOGY: linear 

(ii) M3L3CULE TOPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) CRGANISM: PAG1336UP 

(xi) SB2UENCE DESCRIPTION: SEQ JD NO: 471: 

ATOGCCATTT TAGQGATGAT OCOGATCAOC ACAQCTOQGA G3CCCTTCTA GAAAGOCAGC 60 

AAGCOCTOCC OGCTCTftGAIT (Jl'lUJOOOCC CT3Q3CAAAA ACOCAGQQGS CTT03IG00C 120 

TOGTIOQOQC GCCICTAGAT CTQCATOOSC AOCTTCATOG TGT0CAATO3 CT3QCAGCAG 180 

AGQQOCTCAA ACAGGOQOGC GCTOOOGOCC GCAACTAGGTT TCAOGGOOGG CTTOGTTAGAT 240 

TTCITAGADG ACATGIQGTT ATCAQQGTAT QQCIQCIQQC ACACTOOQCT QCAO3GAT0C 300 

GCTAOQCTTC TQCGTDQQQC ACX7IATATAT ACAAOC3QGCA CGGftOGQOGG G0CGOCO3CA 360 

CCTICTCTCC GAOQCAGOQC CAATAGGAGC TCGQOCATAC CCCC03GOGA AOGOOGTIGAG 420 

TCAACCOG3C OOGAAGOQOG GGCCAATOGA ACOGOCAOCT GAAAAGCAAA GACTTAAAGT 480 

ACTATCTAGC TACACACTIA GGOCIOGQOC ATCTOGOGCA GICTGOOGAT CGTOGAGOGC 540 

AOGTOQCX3QC QGCAGOOGTCG GAGftOCTGIT ACQCAOCAOC OGQCACAGIC NTCXTTIGCA 600 

CNAACTK3CA NTICOCAAAN NCCCGMAGCG OOGOQCITCN CCQCCTTCTT TOQCGCAAAA 660 

AGAACATOCT TACCAACTIC TTCITQCOCT NCCALTIUIT NAAOCIGITT CX33NCAOGAA 720 

NAANOCTACC CCCCOCCNIT TINQOGNNAA TCCNAC3CTTN TOCNINCTTT TAOCATTINT 780 

NTTOAAA333 TGN 793 
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(2) INFORMATION FOR SEQ ID NO:472: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 767 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: INA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1337RP 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 472 : 

GATCTTAAOT TAAAATTTTA ATTAACTA3T TATAATTTAG AAATATATAA TCTW3&3ATA 60 

TATAATCTTA AAATCATAGG TAAAAATACA TAAGATACTA AGAATAAAAT TAGH2AAAAIA 120 

AATAGAAAAC CATAAGTTAA TTGATTCKEA AAGAAAAATC GAATEATTTC TO3CATCTEA 180 

ATITTTATTA TTTAATPGAT TATTATCTAT TTAACATAAA ACATTTTAAA AIGTIATAAA 240 

ATAAATAA3A AATTACITAT AGAATATTTA TTAAATACTA TTTAATTTAA TITTAATATT 300 

25 AAATATAOCA TTTTTATTAA TAAATAGATT ACTAAGITEA TTAATATTAA GIGATATATA 360 

ATTTAATTTA TATAAATTAT TEAATITACT ICATIGATAT ATAHAATTAT TAAATOTAOC 420 

TTTCATAATA TITATriTTA TTACTCTAGT AATATTTCTA TTEAATAGTC TOOCTTEAAT 480 

30 TQGATATEAC TACCTACTAA ATATTEACCT AATAATAIAT TAJTASGAAT ACTEAAATCT 540 

AATAATTEAT TATCTAAAQ3 TATATAAATT AATTAAATCC TTTITTATIA TTA3TTAAAT 600 

TATTA1TAAT AGTAAAITAT AITA3TIMT TTATPCACCA TAATTTTCTT GATNATAATA 660 

55 TATOCTTINN TAAATOQQGA ATTTATOAAT AATTANCTIC NANGAATTTT AATGAANAAC 720 

CCCCNTTANN ATAAAATTAG TEAANNNTGN NCTCAAAANN CCNATCA 767 
(2) INPCRMATICN FOR SEQ ID NO:473: 

40 (i) SEQUENCE CHARACTERISTICS: 

(A) LEHGTO: 799 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDELNESS : single 

(D) TOPOLOGY: linear 

45 (ii) MOLECULE TYPE: EMA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1337UP 
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(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 473: 

GATCAATTAA TAAATQGTTT AACTAATAAA GTITAATAATA AATCTATTAA TTATATAAAA 60 

CTACCTGATT TIATTCAATC AAATAATATT TICTEAATGA ATACTACIAA ATCATCATCT 120 

ATIGAGITTA TATIAAATIC AOCAOCICIT ATICAITCAT TTAATACTOC TCTAATTCAA 180 
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TCTIAAAATA TICTIAATEA TTAAATTATA TAATAAA&3T TAGIGGATAT AGTTTAATTG 240 

GTAAAACATA UUITITAGOG ACATATATCT TCAGTICAAA ACTGAATATC TACATATIAT 300 

ATCATTAATA TAATAACICT TTAATEAGAG TOGTAOCACA AGAAT3CT3A AAGCATTAGG 360 

GGTOICTACC TTAQCTCTCT AATTAAACTT ATAAAATTAT CTTAACTAAT AAAAATAATT 420 

AATIAAATAA ATAAATAATT AATTAAATIT AAAATCTTTA AAAAAAGAAA TAAATAATAT 480 

GTTATA1TTA AATAGATCAA AATTICAACA ATTTCCATTT CATTTACTAC TACATCAQCA 540 

TGACCAATGT TACATCATTT ACTTTAATAG GGTCTTACTAA TAACCi'lTAN OCTTTTACCA 600 

AANNANNQGT ANTANIN3GA AAAATTAINC OCTTAATAAT AACCTTNATO AANNNATIOT 660 

ATATADCAAA ANNTHSTHGAN ATTINAAAAA ATATOGGCOG AAMCNNCNTA TITTQ^CTAN 720 

CCCCCNCNTA OSOINGAAAA AANGNTIACC OSltflTOCXX CNTAHNNTGN NINOOCNAAA 780 

ATAAAAAATO NQCCCOCAC 799 

(2) INFORMATION FOR SEQ ID NO: 474 : 



(i) SEQUENCE CHARACTERISTICS: 

(A) LEKGTIH: 771 base pairs 

(B) TYPE: nucleic acid 
25 (C) STRANDEEX^ESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(Vi) ORIGINAL SOURCE: 
50 (A) ORGANISM: PAG1338RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 474: 

GATCAACCGC AACCCGTCAC TCANGTCCAG ACCGTTATAG AGAO3CT0GT QGATQGCACT 60 

ACAAQGCCQG CAAATOCITT GCITATGAAT AGCAOQGTTG AGGIGATAAC CUl'iMQGAA 120 

ATACTGAAGG AGACACTTTT OGTGACTGAG AAGGTGACIA ACTAACICCA ATOCAAGCAG 180 

AAOQCTTICr GIXJITITIGT CO^AAOCTAC CTGAACAOCT AAAdTAGIT ATTACAACAT 240 

GAGTTTTATT TACACAGTAG GGIX3CCACAG CCACAGGAAA TATOCAAAGA AATTAGCTTT 300 

QCCTTGATAA AAGATATICA TCOCTATICA GOGACCCCTC TAATADGCAT TCICTAGAAA 360 

GITQCrTGQC TTICATTITA AATOCTOGIG CACCTOGTICC GTAACAGTGT CTATAGPATC 420 

ATICOCTATC ATTTCTGAAT GAAGTAGATT CCATATCAAC ACTIGCTTTG GTQGAAAQCT 480 

CATTATTCIG AGCAGTAATG GCTTCACCIC TATCCTGTTC CAACATACTT TTTTTAGCTG 540 

CCCGGATTAA CCTCCCTGAA TICCCITACG ATOCACTCGA GACCCATOCC GATITATCAA 600 

ATITATCIOr CCTTTAAANA ATTTTAAACC TTIGACNCOC CTATTATTAT 'i'l'l'lTAGCNT 660 

ATOGTAATOC TOCCNGANCC CCCMAANGAN ATGGQGTmT CCOTATTANC C1T1U»T1UC 720 

CX3WTITAAA ACOCN0O0OG C3SD0CC00CX: CXX300CACCN QGIGGGANAA T 771 
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(2) INPORMATICN PCR SBQ ID NO: 475 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 796 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOT.TTULE TYPE: ENA (genomic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1338UP 



15 (xi) SEQUENCE DE9CRIFITCN: SBQ ID NO: 475: 

GATCAG3TTT TC03GTAOGTT GAGAAOG7EAT CEAAGQCACA AAGQGCTTTC GGOGA LTO1G 60 

OGGACXX7TIG AGTTOCNAGA TACAQGACAA AGCTGTTAOG GOQQCAACIG GIUIANCACG 120 

20 AGCAG0O3AG GAQOGATTCT GOQOGAAGOG ACQGTGAATT OGAGOCAGCT GGTAOCAGGA 180 

CTGC033ATC GTCTATTTAG TTOOGAOQQG CGKX3SAACA GGATOCAOGT AAACG1TOCG 240 

GTAACAOGOG ACGCTGACGC GAOG3CTOCT AOQCOGATAG CACX393AG0G CAAAOGAOGG 300 

25 CAGCQGCT3T CGCCAGAGAT GTCTICACCA CTGQQOQGrIA GCAAGCTO CA GOQQOGGAAG 360 

CAGACACTTO ACGCCOGVCC GGGTOGOGCC AGTOG3ACAC ACAD9GT9GA OGAGCT9GCC 420 

G03CAGCT3G AOOQOQQCIG CGAGCAGGOG TOQGAGOGGA AQCCGOOCTA CTOGTATOOG 480 

30 GTQCTGATOG QCX3TTGCGAT OCTACAGTCG CAGGAGQQCA QC7EGA0QCTO TTCQCNAAAA 540 

TACQC3tfTC30A TT1CCNOCNT CKXXXTTAN TAACOOGTCT TITIAAOOOG GGGTTQGAAA 600 

ANANCTTOOG GACNACNTNT INCTTAAACA ANGGINITCT TTEAAQOGOtf GOONNCOCCC 660 

35 TCAAAGGANG GQCCTTTTOG AAAATTAAGG Q33CENTINA NQGQQQOCTC NCITONQCAA 720 

AAAGOGGGAA TOATTTINNG QQOOCANATT TONCAAAAAT ININCANTAG GQQQflCINNG 780 

NNAANTl'lOT TC2SCTT 796 
(2) rWPQRMATTCN FUR SEQ ID TO: 476: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LE2SJ30H: 764 base pairs 

(B) TYPE: nucleic acid 
4S (C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
SO (A) ORGANISM: PAG1339RP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 476: 
55 GATCATOQOC TTTAGGCCCA TGTCAACCTT GQCCQCACOG ATCAACTCOG TCAOGTOQGA 60 
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OTQGITOGTC GGCTOGAGCA CACACOCICC TOCTGAAACT JStfXXTTIOGA 120 

CK3QQCTAGA AAAATCQCAA TCTGGTEATOG OQCAGGCTOC CAATICAATA GGAATGAAAC 180 

TITOCTAGAC ATCTTOGGTC CA3TCIC03C MCTACACXX CATTOCATOC AGQCTCATCA 240 

GCOGCT1TAT ATAOOQCIGG GOCAAAGATC ATTGAATAOG GITOQCAGAC GQCTACTOGA 300 

ATACCOTIOG CQOCACA2GC CC3CCACTOG ATQOCATQOG OCAATOCX3GA AQCC1ULTAT 360 

OT3ACATGTA CTAACAGA3C AGCTTOCITA TQCACTEATC GAQCCAAAAC CAACATCTQC 420 

QGAATCACAC TTGACGGAAT OOQGCCOCAT QQGCAGCTOC T3GAAACACA AATCCAGCAA 480 

CIAATAGGQC TCACT3GTAT AACX3QCCCAT OQC1CICTCA AOGOCAAGIC CCICICT3GG 540 

GAAAACATST GOTCAOGTTGC TACA3ATTCA ACCQQQCTCT TAOTCATAG CTOCGCATOT 600 

(XAQOCCTGA ACTCITOCGA OCTIOCX?ICT TOOJGAAANC CTGATIGQCT TOCTTTAATr 660 

CCCCCTXriOC NCXAACCATC TmOQCCCAT TTACTTOOGT 'iULTlTiTlA ITTOGTOGAT 720 

TGTTTTTNIA AAAG^NCCIG TTAANTAAAT NQCOTCftTIN TOGA. 764 

(2) INFXDRMATION FOR SBQ ID NO: 477: 

(i) SEQUENCE CHARACTERISTICS: 
25 (A) LENGflH: 778 base pairs 

(B) TYPE: nucleic acid 

(C) S1RANDEENESS: single 

(D) TOPOLOGY: linear 
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(ii) MOL0CULE TYPE: ENA (genomic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1339UP 



55 <xi) SEQUENCE DESCRIPTION: SBQ ID ND:477: 

GATCAGOQCA ITICTOGATA GTO3CTTTGA TTOGAAAAAT OOGAICATTA CCATOCTGAC 60 

TATAOCTCTA CTCACCAAOG CCTTPQCAAA CAAAGACTOG QQOGTCAAOC TAATCTOCTC 120 

40 TQCGCCAATG TATAACTQGA TATTIQQGTT GATTGATGCA GACCACCCAA CITCTOCTOC 180 

TAAQCAACAG TCATCACTGG COGTAGCAAT AGCTACOCTA ATATACAACT ACTCAGPGTT 240 

GCTACTAAAA GAGAACAACC ATGACATCCT AGCAATTCIT GCAGM3GTTTC TAAACAACAA 300 

45 ATACOGCTOC TCTTQCITTA TCCTG03GAA OGfiGGAGQQC GCATACAGAC TCCTTGTK3C 360 

TTAOGGAAAC TEAAGfTACTG TOGAAGGCAC CITOGCACAG TITOCTOCIT CTAICICATC 420 

GATAAGGAAG CIGAAGAGOC AGTATQQCCA CATATOGAAA TTQCAGGATA TITTAAATGA 480 

50 TATTTAAAGA AAGGICTACG TATATATOCT ATTCITTOGA TCX3CICTOOC GAGQOCTICC 540 

CGGAAAAATC GTCAAAACTT OGCTCTTTGA CACACAGCCT TIX3CCCTTCA ACAQGATAGT 600 

TTCAAGGGAC AICTTCTOIT GACAANNCTT GAACCAGQCT ACTQGTGNAA AATTTNAANA 660 

5£ TCTITTCTCC NCCGAAANCN ANl'lL'lNOQG AAOTTAAOQG GAAAAAAANC CXXX7TCNNNC 720 
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CTITOTTTAN TAACOOOOCC CAGGOTINIG AOCTTGA3TT TTACAAAACC rm ' lNlT 778 
(2) INFORMATION FOR SEQ ID NO: 478: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 766 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) N50LEXTULE TOPE: CNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1340RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 478: 

GATOGOCTGA TATOGACftGG CACITITCEA TAHTAGCBGT ATTCTTGAOG AGATAATQCA 60 

GICAACTOCT ATATAGAAAC CX3GATACACT GGTAAAAAOG CAAATOEftGG CAATTATATA 120 

TTACICITUT OGACACCACT AACTTCTOGA TAG0QQCA3A TCTTOIAAAT TTQCKTACPC 180 

CITTTOGCAA CTTTCACTQG TCTOGTIX33C GTACTTEACA TOCATCTK3G OCCATIOCTC 240 

GAAGACATCT CTSAIflCAAA ATTGACTCIC CTOGAAAATT ACAAA2TCCT CTAAAATOCA 300 

CTTTCTAATT AGCCBGGACC 'IGTITASTTO CTCAGCAATT G'lUUb TX 'lGT OOOGTTGAAT 360 

TCJCTCICT3 AGTTIATCAT ATTCTOCACC TTTAAOGPCC GGATTACICT OCA3MA3TG 420 

aagttigtoc atatitatit ccaciutoct ctocaaatct gctatgtiat TOQOOGOCAT 480 

AATTTTATAC CTATCAAAGA CXXXTTCftGTT GCTATAATAA TATCTATCAA QGTCTIAAAC 540 

TICAOOGATA GCTGTIOCIC CACTTOCIGA OQCTOCITIC TTAGAGCTAT O0GCCAO3CT 600 

ATTGAGATCT TITTGAIMN NTOGAAATAT GANA3TTAAA TATCNTGAAT ACTQOCTCTT 660 

0CTATTO3OT ANAAOTGTCN CNGAATEftTC AANCAATTCC TCCATCACNC NQQCAAGCAC 720 

OC^JCCCTOCT TCNAANAOCT OCNCNIM3CC COGTINOQGTT NNNNNA 766 
(2) INFORMATION FOR SEQ ID KD:479: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIK: 790 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS : Single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1340UP 

(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 479: 
GATCTOCTCT AOCT3AATOG AOTTCICTC CTGAAGTAGA AATOEAATOG O00CTTOQGG 60 
AATACATAAC AAACAT&GOG GAGACAAAAA CAAAAGQGTT ATACAQ3CAT CTOOOGTIAC 120 
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ATCAOOCTCA QCTCCrPQCA GACCAATAAG CCT1LAAGTT AAATATAGQC TAGCTAIAAC 180 

ATATTATOIC QCTAAGAAGG GCCAAATCCT TQCOflCQCT TAAGAATATC QCTGAGGTOG 240 

(XAAGCCCAT CAOCAAGGOC OCXXOGCIOC OOCTOCTIQC CTTTCAGQGC CCTGQGCTCT 300 

(XACATCTOG CTOCTATCCC AOCAOOGTOC GCACAGIQCA CAAIACCXXX: AGEAAG30GC 360 

AGACGACQCT GCICTOGACA QOGAAGAAGG AGAGTOOGTT TTCOGCAATC AAOCTCAAGG 420 

OCITOQQGAA OGAGPQOOGC TQOOGAGGCT CAG3CTCTCC GG3DGGAAGT CGGATTIGAT 480 

CGAGCGCATT GIO^CTICG AGCIGAAQQG AOOQCIGQQC AG30GOGQGA CACQQ03GGC 540 

CTLTCCACAGC QGQGGCAQGA GCAGOGCCAG GGTTATQOOGC CCGTOGACAA GGICAOCA1G 600 

CCCGACATCG CGCTTGACAG AAOGAACCCC GIGOCACACC CIGAGAAAAA CTACATACTC 660 

GOGANIDCNT CNTTGINCCN OCAAGQQQGT TIXXXTOXC GTIAOCSIAIT OCNAAAAGAT 720 

TITIUXNCG GAAOOCANGA AGAAACCAOC OGAACTCOCA GAAGGGG^JT TTONNANOOG 780 

AAOOGAANCT 790 

(2) INPORMATlOSr P0R SEQ TD ND:480: 

(i) SEQUENCE CHARACTERISTICS: 
25 (A) LENGIH: 765 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 



10 



15 



20 



30 



(ii) MOLBCTUIiE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1341RP 



35 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 80: 

GATCACATOC GATOOGAAAC TCC7TAEATTG TTTTOOCACA AIGATCAAGG TCAGHGTOQG 60 

GCAGCAATIG TCCOGTIGAC GACTQCTATA QQOOOGGQCA TOOCCACGTG AOCAGAAATT 120 

40 TGCAATCIGA TICAT3ATOC AAATOGAAAC CCCATOCAAG TTTCACAGTC GCAAAAGAAC 180 

AGTTQGATCC TGACAAGGTT CTICICTTAG GCAGCICTAT AGACACTOCG GITOCTGTIG 240 

CTOCGGAOGC AAOGAAAGTG TOQQQQCATG CTTEACICCA GGOOCTTnT AOCICTAACG 300 

45 AAAGIGAAGT AACTCCTGGA TCTATTAOCT TTCAGCAAGTT CAGAAACCIG ACCAGCTTTOG 360 

ACEAGTTTIT TATTGAAGTCC CGTGCTGICT CAGTATTTGA AGCAGTTAGT COCACGAATG 420 

AGAAACTTAA AGAATAATAG AATOQGGAAG ACICAAAATT TAOGGCTACC ATAAGACICA 480 

50 CAGACTTACT OGACTQGAAC GITTPGGICC GCACTTKJPC CTGOGAGTCA TATACAGAQC 540 

CCTGTATCGC GTAAAACACC GGATQOQCTA CMCAAQGTA CIOQOCTACA AGACAACACC 600 

CEACGTAOQC OGTITCACAG TATOCAAATA ATOGAAGQCA TTIDCT0CN3 ACITTTTAGC 660 

55 NAAAGGNTTT ATOCGAACIG ANCXXTOIDC ATAdTTATT OOOOCNANOC CNGTTTTCNA 720 
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AAAANCAGN3 AACCATACNA lUUbTlTAAT AATGAACOTT CACNT 
(2) INFORMATION FOR SBQ ID NO: 481: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LHSJCTH: 810 base pairs 

(B) TOPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1341UP 

(Xi) SEQUENCE DESCRIPTION: SBQ ED NO: 481: 
GATCAGAGTA GATTTAOTAA AGftGCTAAOC AOCACTGTTC CAAGAAGffCC AGQQQCTTOG 
CTPGACCAGC ATTOoIAAGT GCICTQGCTG GAAATTIGCA CTEAAAOQGT CIGAGCTCAT 
CTOGTIOQOC AAAGAOCTAT GAAGITTCAA AACACCAACT TTOCP300CA TTCTATATTG 
AAATGTATGA CAGAIGOCAG GTOCCTTAOC CTACACTGTT TTATTOGTAA CTQQGTICEAC 
ACCTTTCACG TTCAOCTTTG OCACATO3AT CAACATAGAA AITAAAAGAG AGOCAAOCTT 
AGOCTIGAIA TTGTO09Q0C AAAGAACTTT AGACTOCICA ATTPGTGTAT TICTAAAOGT 
GGTTTTTOCC CTTTOGACCA GCITCTTGAA TTCGTEACTA TT33C0CTAA CTICCTTAAA 
AATOGATTTC TCACICTTCA ATACT3CTTC OGATCTCTAT TOCATCTOGA CAGOCITACC 
TATAGCCAGA AOOQCTOCTG GTTCTICTCA TADCTTCACT GAD30CT0CA GTTAGAATTC 
CAAGCCITTA OCNATTCCCC AAATTCTTIA TCAANACACA TlVLUflOCING ANTNACOCCA 
AATTCAAATT AM3QQGNCTT TICCANNCCN TGAAANAAAA TCIN3AAOQG NGTTTCAC7IT 
AAGCOCAItTT ATCACIN3C3SI ANCATTCNNN AAAAANQCTT COOOCCTGCC TTTTEAAAAC 
QQGATCTTNC CAAAAAAOOT COOCCINAAT GAACCA7TTT NOGAAANOOG GAAGOOCNNG 

CXX^OJOOGN CTANATICCN QCAANNCA3N 

(2) INFORMATION FOR SBQ ID NO: 482 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 759 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: EMA (genccrdc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1342RP 



(xi) SEQUENCE DESCRIPTION: SBQ ID MO: 482: 
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GATCCTSATT TTGATTTCGC CATK3CT3AT GTHAATQCAC TCAGIQCIGA TCIOCTATAT 60 

ATOCAGCA3G AATTATCCTC GTGG&TATQC GCTA1CTOCA TTCAACAAAT ATC7IQCTOGA 120 

CAATAATATC TCGAATOOGA COCTCCADCT AGATGOCITC ACTTCTATCA 033CTQCAAC 180 

GCTGTTTOGA CAGCIQOOGG ACTOCTAOGG GATCATATAT GACAftGACIG AAGGIGATGA 240 

ATTATIGGAC GCATOGICAT OoITCGATTA TOTCATTACA ACIGATOOCA ACAGCICACT 300 

QCCTOCTSIT ACAGGCTACA AATOQGftGOG CATCCAAACT ACIGAGGOCT TBSVDOQCrT 360 

CGACCTTAAA ACTATACOGG AAATAATCAA CTCAGAAGIT GCTAAQGGAT TCXXTATCTT 420 

AAAAGATOCA ATACICTCTG CfiGAOCTGCA ACCTGIX^AAG CXTC3CCTTCA CAGAT3TGAT 480 

CAGGTOCAGG GATTCAGTCCT ATACATATAA AfiGAGTIG&G AATTAATAGA AOC&30GCTC 540 

LUJITAOGGA CAGITTCCAT ATAAATATTT ATTTATTAAA CTEAAAAGTT CIGOGftGITC 600 

AGGftGGAATT TGACTGCTOG AGATICOGAC ATACIGAAAA CATAAAGTOC ACA3TTACAG 660 

GATTOGQCAG TTACTTGATT CCCXNTOCTN NNOCTTAAAT GCCTGATCNA ACTTNAAACA 720 

TCCTATTGAA OOCXXTTK3G TCWTOCAANC AAANINEAA 759 
(2) INFORMATICN FOR SBQ ID NO: 4 83: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEXJjIH: 802 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1342UP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 483: 

GATOQQQCAG GOOQOGGAGC AGCAGTCGOG OOCXTITCAAG G&GQOOGCAG ACTTOQQOGC 60 

40 CATCATCTTG ACCAAGATOG AD3QGCA03C CAAQQOOQGC GC7TQCCATCT CCOOQGTOGC 120 

QQOCAOGAAA ACAOOOGTPGA 1CTTCATCGG CACAQ3CGAG CACGTACAOG ACTTOGftGAA 180 

GTTCTCQOOG AACTCCTTO3 TGTOGAAGCT GCTOQGCATC G3QQACAT0G ACTOGCTGCT 240 

45 GGAGCAGTIC CAGACOGTCT OCAACAAGGA GGACACCAAG G0CA0CAT3G AGAACATOCA 300 

GCAG3GC0QC TICACGCT9C TGGACITTCA GAAGCAGATG CftGAOCATCA T3AAGATOQG 360 

CCXXXTCTOC AACCTOGCCA GCATCATCCC OQQCATGftGC GQCATGATGA QCGQCAICTC 420 

SO CGAGGACGAG ACCAGCOGCA AGATCAAGAA GATOGICTAC GTOCTCGACT OCATOTOCOG 480 

GGAQGAGCIC GAGTCGGACG GQQCICTTCA T0GAOGAG0C CGOOOGCATC OT3C3GOGTIOG 540 

CCCCQOQGHC QQGQCACCTT OOGTCTTTQC GAAGINIGAA AATATCCIOC ^^TO0CTCAG 600 

55 CCANATCATT Q0COOGCOTT GGOCCANQGC GOOOANAACA TTOGOQQCTC COCTOCTNIG 660 
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OOCX30CW30C CCM3C3^TGT CCCCQOCICT CNOCTOCAAA N3ATOTNACC MXXXfrlANCN 720 

TQOTINNCT CAAC0CN00C NIGANNOOCN CATAATOQCT NNNCCGNNGG GGN3CNQ33C: 780 

COQCATQQOC CCATEAGGCN AT 802 
(2) INPOKMATICN PGR SEQ ID NO: 484: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH; 844 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1343RP 
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(x±) SEQUENCE DESCRIPTION: SBQ ID NO: 484: 

GATCAAGCAA TCTOITAAGG AAATTTTIAA OGTTTTOOGG GSATITOOOC ATCTTTOOCT 60 

CTAATTOGTA QGAAACATAG TCTCrEMCAC CCATOATATT MCAftGTTTC OGOOSAMCT 120 

GAAGCAAACT CITAAGOCTC TTCACTIOTT TTIOQGAACA ACTAAACA3T GOQGrlCCATA 180 

CCroOCTOOG AATAGOCICT GAAGGACAAG CATICAATAG TGTATA03GA GCATAOOCAC 240 

TACTTQCjIAT CTTAIAGTTA TTAOOCKTOG TOIOCTT3GT GAGCTGAOGA AGAACAAGAT 300 

GQCEAGTCCC ACTOGATICC AAATCTTTOC AOQGAATCTT TA3GTAGCTG GAMATAATG 360 

ATTCTCTSIT GnTGATGAAG TCTTOQOCAA TAATOCIGAT GVITIUOGAT AACTOEATAA 420 

ACTOCriTCT GACTTQQGGC GAOQCATATG CGCTIQCTIT TTCAAAATOC TCTAGCAATA 480 

TATOQOCTAC OOGTATCKXT TOQCTQCTCA GTITACIGCT TATATICIOG TOOGAXMCA 540 

CTTGTTTEAA TCTITTC3CAA AGCACAACAT CTCTATICAA GA!EA1CATAA TCICAAACAT 600 

CTGTTCATGA CATTOOCIGA GCTG03QCAA CAAATTGTTC AICOQGATOT TOCAAOOOGT 660 

TAAACTCCNC ACAATNCAAT CCCCCGQCAT AAAATOCTGA TTTCATCTAT CNAATCATNT 720 

NCNOOCAAOC TCTK7IGACA ADOOICTCAG TCCTEACAAC OCTAOXXSTT ATCATTTTOG 780 

NAA'ITOCTAC CCTCCNQCAT TTAGTK7ITC NNNATAOCTT TOGNCCCCGG GCaJGGACTTA 840 

TCAN 844 

(2) INFORMATICN FOR SEQ ID NO: 485: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH: 676 base pairs 
50 (B) TYPE: nucleic acid 

(C) SIRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

55 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1343UP 
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(x±) SEQUENCE DESCRIPTION: SEQ ID NO: 485: 

GATCGATTAA AGGAAGCAIC TOCTPOCQCT CATATCA.TAT AACATICTAC C0QG9QCTCA 60 

QQOQGACCftG TAQCGAATTT GATMCAGIG TICIOCAOCT OOCXX3CIOCA CTGTGAGCTC 120 

CTTAAAGTAT ACOQS^TTCA TACACCAGIG CCCACAATGA TOOGEACTIG ACTK7IAATC 180 

GAGAGCATIG QGCTTATACT GIGATTACGA TCAATGTAGC CAAGAGAGAA AAGGTTCATT 240 

CACGATATAC AGTACTCACA TTCATOGCAT QCCATOCCCA AATTOCAATA CAGOCATTAG 300 

CACCAATCTA QCQCTTACTAA TCOQQOGAGC TTAATTGGCG 1CAGTTCAGA GTCAATCTOG 360 

AGCTTAAAAG TCAGATTGAT TAACTAAGAA AAIGAOGAIC AACAGGGTOC TCAAAATftGT 420 

1GATTACCAG ATTQQ3G0GT GIGGICTAGT GGTATCATTC TOQCTTTOQG TAAGCGAAGT 480 

TOOQCTTICAC TQCX33CTEAA CTACTAAACA TGTCAGAGGC OCT33GITCA ATTODCAGCT 540 

CX3COOCAAAT ITTTTGCTCT CGOCTCOCGC GQGAAAGCTG AATATCATIT TACAAGTAGT 600 

TAACTCCICC CACGnTACXJT CX7TICTQCAG ACAACTTOCA GCQGTTTACA ATGCICAGGC 660 

TA3TTTO03G CTXCAA 676 
25 (2) INPORMATIOSr FOR SBQ ID NO: 486: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH: 827 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 
30 (D) TOPOUOGV: linear 

(ii) MOLECULE TYPE: H0A (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1344KP 

35 

(xi) SBQUE3NCE DESCRIPTION: SBQ ID NO:486: 

GATCCTTOOG TACTAAGAGT TAGACITTAA TTAATAATAT TATTTGTAGA AGATAGAAAC 60 

CATACTGACT CACGTOGTAT TTAAOCCAAC TCAOGTAAOC TTTTAATTGA OGAACAGICA 120 

AACCCTACIT AGCraiTACA AOCAAGAGGA TAGGTTCAGT CGACATOGAG GPQGCAAACA 180 

TAACTTACAA TAGCTACTCT ATCGTTATAT TAOOCTGTITC AAITITCnTA TCATAATAAC 240 

ATTTAA1TAT TATTICAATA ATICICATIA TTCTTCAGAC TATTTCATTA TGflMTATTT 300 

ATTAATTAAT ACATATTQQG CTTIOGIGGA TATAATTATT CTTAATOCTA CICA2ATATC 360 

TAGICGTTIGA AOGTICITAT AACTTTATAA AAAGGATTOT TATAAGCTIC QCTGCAGATT 420 

GTOCTTTATT ATTATAAAAT AATATTAGGA GITCTITGCA ATTAACCCAA TTTACICAAT 480 

ATATTTAAAT ATIGATAATT AAATTICACA ATTTAATO3G ACTATIAATT AA2O0CTAGC 540 

55 GTAACTnTA TIOOTTTATC AAATAOCATT ACAATATCIT ATATTTGITC ATTATOCCAA 600 
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ACTTAObTIA TICTNCTACE TCTAGEATEA CNATEAIAQC ACAGTEAOOC CATCATATTT 660 

ATTEAATANA TACOOCAANE P&TTVHTrT ANCATAAAAA GGANCEAATE TCXXTTTITE 720 

CNCCAANIOC NNCTCICTCA ATATINTEAA AAATTEEAAA CNNAANEAW3 AAAGOQCNNN 780 

TNAACCNCAN CTTTTTICAN G3CTTTCNAN OdNTINAAT ANOQOCN 827 
(2) INFORMATION FOR SBQ ID NO: 487: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTO: 872 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL 90URCE: 

(A) ORGANISM: PAG1344UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 487: 

GATOCTEATA AAATOQQCAA TAGACGTOTT ATAATATAAT ATACAAAATE ATAAATAAAT 60 

25 ATTTAATAAA ATATAAAA3T AATAATTAAA GTEATTATAAT AATTAATAAA ATTATTEATE 120 

AATAAGEATG GATTTTTAAC TGAAAITTGT TAAAAIGAAA TAAGAATIGC TftGTAATCTA 180 

1TAATAAGAA AGTAATOGTG AATACTCTAA CDGTTTOGCA CTAATCACTC ATCACGCGMT 240 

50 GAAACATATA ATEAAATAAA GAATATTAAT TAATTEATEA ATTATTAATT ATEATEAATA 300 

TTATTTAATA AATATAATAA ATATTTEAAT TEAAATTATC AATTAATQOG AAGTEGAAAT 360 

ACAGTTACIG TAGQC3GAACC T3CAGT3QGC TEATAAATAT CTEEAATATE CCAITTITAT 420 

ACAAATAAAT ATAnTTTTA ATATA3TTEA TAATAACTAT AATEAAATAG TEAAAATTTA 480 

AATTATAATT TAATAATTTA ATAACTEATT AAITAGAGAG TTAG3G7EACA TOOOCXXTAA 540 

TOCEATQCAT TA3QGTTQGT ACCACTCTAA TTAATAAACT ATAATAAATA AATACEAATA 600 

TTTTATATCA ATTAAATTAT AATTATTITE TATTAATATE TEAATATTAT TTAATGAAAT 660 

ATATAAATAA AGEATTATAA TTEAATAATT AAATAAGAAA TGAAGANAAC GACTCTCANA 720 

ATEAAATTGC ATINATAGET TADCATEAAA CAACATTOOC TTATTCATAT TATTTNATCN 780 

AOTAATTAAT ATCTTATEAT TOATTAGAAG GANAQGNINC CNOOOCTAAT GCINNGCATC 840 

TTOIDGTAOC NCNNATTAAA AAGTTTACAT NA 872 
(2) INFORMATION FOR SBQ ID NO: 488: 



55 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 835 base pairs 

(B) TOPE: nucleic acid 

(C) S1BANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1345RP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 488: 
GATOCCAAOG ICIGAITATG TCIGIGAATG CTGTICTOCT OCTCCTCCTC ACTCTOCTEA 
QCCTT3G0CT TCTACACITT GOOCTATOIT OCIGCTGCAA TATAQCGGAT GATTTCGTAC 
TTCTOCAGCA CTGACACCCT A0Q9GQGTCT TICQGCK30C GATATGQCOC TATOGfiGAAC 
ACATICTIAT T030CATTAG CATCQQCGAT TIX3GAOGIQC T3QOGCTQOC TTTQCTATCG 
AGAAGCK3CT GTTGCIGTIG CTOQGACCAC AGGCTCCX3Q3 TOGATOQCTC GTK3GATADG 
TTGAAATACT TATTCXGTIG TCTTTCATQC TCATTATTCA TACTATOQGA GGACIUTAAA 
CGTATCCCCA TAAAATAGAG AGCICGftGCT ACCACCTGAC GACTICTGIT ATTTGTAGTC 
TEAAATGGAT ATCQGCTATG TICEAAGCIC GnTCTAAGT CTAAAACATT QCAAATOCAT 
ATGCACACAG CrCATOQGGTT TCTACOGACA AOOC1CITOC GftOOOGftGOG GTOGAGCIGG 
GCT3GATAGTT TCCOGAGOQC CIATOTAGIA TATACAGOGT Q0CAO3QCTG O30CTO030G 
GCIQCAGQ3C CICAGCAOGA NIGOXCTIC OO^CTOCT TEATOCTOCT GAA2GCOGTA 
CAAOQgCCGG NNAAATAOQG GGCAOOCAAA QCNGQOQGAN GOOOOOQGAT AANAACNIGA 
OCAGGCOTAG NGAGGCXX?aG AAANAACANT GCCCTTTTTC AGOQGQOOGT OTC^CAAACC 
OCAAGC20QGN TCCCCNTTOG GNNITTEAAT NGCCNNG3GG ANGCCCCOTT NCTCT 
(2) INFORMATION FOR SBQ ID NO: 489: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENC7IH: 863 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOFOLOGV: linear 

(ii) MOLECULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1345UP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 489 : 
GATOOQGOGT CAGOGCAAGC CAGTCTACIG QQQGAOGGAG AOGQQCACAG CATIGQOQGA 
G3GAGAGCTG GAATATCGCG AIGAOCACAT TICGAAGGCA GCTTAOGTTT ACITTCOQCT 
AADQGAGGGC GCGAGCGCCA OGCTADGQGA GOGOCIGQQC ADCTOCCTOC CAGAACAGCC 
CATOGrrcrTGT CTCATCIGGA OGAGTACACC GIGGACICTC OTCTCAAACA GftGOCATCIG 
TTICCAOGAT GACCAOQOGT ACCIGCTICT QCAATQGAAG GGTATOCK3G TOSTAGOOGA 
GAGAACIGAA CTAGCTGACT TTAAATGGAG TGGTCACAOG OCOGK3CTQG TCAOCTCATT 
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cxxxoGmcr gaoctcogog ggcictatea taccaatcca cticitoqqg aogoogteag 

TAGQQOQCTG CTQCATOGAG ACCATGTCAC OQOCGACACA GGTACIOGTC TOCTACAIAC 
TOOQCCAQQG CAQQQOCAGG AAGACTAOCT AGEAGGttCAG GCXX^OGQCA TIGAAGICTA 
CTOGCCAGTC GAOCATGAQG GGAGGTATAT TCT3GATCAT ATPOCIXXAC ACCTOOGIGA 
TATOCTAAGA GAAGAGAQOG GEAAG003CT GAAGGTEACA GAOCACAAAG ANKOCGNT 
CTTCATCAGT TIQCTANAAA AAGOCAAGAT QdOCTGCAT TOOCTGAATA OCAOJCTCNr 

wroocnwcAA togagicnaa naacniuiti tcnagancea cccnncxx™ GTIGCNAACT 

GATQGACIGA ACTIOOCCCN GGAAACCIGA ACACTCTATT TTPCCCTOCC AGQQGAAAAA 
NOGNICAAGG TICICNAAAN CGA 
(2) INP0PMA3TCN FOR SEQ ID NO: 490: 

(i) SEQUENCE CHARACTERISTICS: 

(A) UENSttH: 836 base pairs 

(B) TOPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MDT.FrUIE TOPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1347KP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 490: 
GATCATCATG CCAGCX3COCA TOOOGOOQGC GGCACAOCTT CACACCCACC OGTAACTGAC 
AATACTOGAG CAOCTIOCT3 OGCTQOCCOG CIQ303QCTG OCTO300CAT TATOCAAOCA 
OOCACAQGIT TEATTOCACT TAAAAATTAC TIAAGCIGAC GITAOGOCTG TPGAAAAATT 
TICGCTICAC GGAAlTri'lC TOQGIGAGAT AIAAAAG0Q3 CTAACTTOCA CACTGAAAAG 
GIGAAGITCT TICTGITTAG ALT1T-T1T1A TGAOCICATA GAAOGAATTT GOGAAATCTG 
ACTTICEAGC AOXTPCTCTC CAGTTOGAAG TCTTTACATA OTACTOOTAA ADGTOOGCTA 
AGTCTAAGATT TldTnCIT TAGTITIAAA CICAGIAOCT TATKXATAA AGOGACACTA 
OGAIXjICTTC TAGATTCTCC CTOCTCTOGA AOCTAAOGAG ATCOTGAGC TCIGK333QC 
GGATGCAACA GAJQCGGTIC GCATOGTOGA AGTOGATCAC TCIGOGQGAT GOGITGAACA 
GTOCGATO3C OGAAGAGATC GAOOOGtfGAT GAOGATOICT TCATCATOQG AGAGAAGTIG 
QOQOCAGTAC AAOQCTGOOG TTACAAGICA CCCAAG3CTT GTnGACQCT TOQQGNAACG 
OQGmWGING ANADOCATCA OOGAAANGnT TTIGCCGTCT TQ0GTOQ3TN CNOCT3AAGG 
COTGACXXTA TCTCATTCAN TNGTTCACIC TO2AGCAGCA N3ACANITCT GAATOOGOGC 
CAAATACANN TTOGICTGIT3 O^ACCOTCAN TCITIOCAQC NAAC3^303^C NO^INC 
(2) IKTOKMATICN FOR SEQ ID NO: 4 91 : 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LE203IH: 869 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SCX3RCE: 

(A) ORGANISM: PAG1347UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 491: 
GAICCTACAG AACTCAACTC TTATATOCftG GACICACTCA OGGOGTICIGC AAT003CW3C 
AGCCACGCGT GCIOCAGQCT G3GTQQ0CAT TOGATOGGP3 G3CAOGACCC GAGIQQGCAT 
GIATTCCIGA TAACGTEAAT GIGTAIGTIT ATOCTOQQCG AGCIQCAGGT ATTOGQOOQC 
OQOQCAATOG QGAAGCTITC T3CTGA3TCT CMCAQOTQC AG3Q0QCTCC TQGrTAAAATT 
GK3GCACGCA 1TTTOCAAGC AAGTOOGAIT AGAGAGCTAA TTAACTCTGA AGQCCCOCAA 
CATATTTTAA GAC33CCTITT OGITCAACTC CCACTAGSGA GICTT30GAT TCTOGTSAGC 

GCOGrrrcrcT ttoscitiog gttcaitgtc ctogaaaaoc osatictatt gctktiosct 

CTTAXICTGA CATOGACCTC GTCAC1CCTC GTAACTATAC TCTCTTTOCA TKXTITOQG 
GfiGCAXTIGA OOOGITIQCT CTT03CATAC CITCTftGTIT TQGCX3TTAIA CTO^TACATA 
TAATGAICTA AGTAAAAICT GCAATATTAC ACAOGAAOGT TAAACIOQOC AGCT3GATAT 
AGGCAAAGAT TOCAGATQCT GTOCTTTCCG CCTAATATGC GGAAAGA3X3A GCAQOCCAAA 
CCCAATOCAG AGTAGGITCG TCATATAGTA ACCATCQOQC AGAATGACAA CTTCOQQQQG 

CTTTCGAAGC ACTOOOCTCC GGAAG3AACA TCCNATOQQC GAATITTOQC CAOCTTANAA 

TTNAANAAAC TATCATCGCC ATAATACATC CGANACAA3T AOQCOCANAA TATCAACTAT 

CNGAAATTCT COTTANITCN OCAATA03J 

(2) INFORMATION FOR SEQ ID NO: 492 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) L£NGIH: 772 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEMESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1348RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 492: 
GATCCTICQG CAGGITCACC TAOQGAAAOC T1GTTAOGAC TTTTAGITQC TCTAAATCAC 
CAAGTTTGAC CAGATTTICC GCICIGAGGT GGAGTIQOCC OCTOCICTAA GCAGATCCTG 
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TOQCCTCACT AAGOCATTCA ATOQGTACTA QOGAOQQGOG GTCICTACAA AGQGCAGGGA 180 

OCTAATCAAC GCAAGCTGAT GACTTGOGCT TACTAGGAAT TCCimiTGA AGAGCAATAA 240 

TIQ2AATOCT CEATCQCCAG CAOGAOG3AG TITCACAA3A TEACCCAGAC CTCTOQQCCA 300 

AoarrATAcr oqcioxtoc gtcagkttag coooogtoog GOQCAGAAGG TCEAAOGQCA 360 

TCACAGADCT GITATTOOCT CAAACTICCA TCQ3CITCAA AOOGAXflGIC CCICIAA3AA 420 

GIX30GCAAOC AGCAAATOCT AGCAGCACTA TTTAGTAGCT TAAGGTCTOG TTOGTTATOG 480 

CAATTAAGCA GACAAATCAC TQCACCAACT AAGAAOQ3CC ATOCAOCAOC AOOCACAAAA 540 

TCAAGAAAGA GCTCTCAATC TGTCAATCCT TATTCICTIC TOGAOCTCIG 600 

CTGTIGAGIC CAATTAAGCC GCAGCTOCAC TOCICTGC7P3 QOCTTCOCTC ATIU LTl'lA T 660 

ITTCAGCCIT GOGAACATAC TTXCOOOGAA OCCCAAAAAT TCATTCTCCT AGGflQOOGAT 720 

TOTITNJCATAA AAACACAOOC ATCCCEATIC QCATATTEAT GITAAATACA AG 772 
(2) INFX3RMATICN FOR SEQ ID NO: 493: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 823 base pairs 

(B) TOPE: nucleic acid 
25 (C) STRANDECWESS: single 

(D) TOPOLOGY: linear 

(ii) MDLHCULE TYPE: ENA (gencmic) 



30 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1349RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 493 : 

GATCCTTATA TATCAGICTC TTOCTATftGA TTACTATAi3\ GOOCADCACT AATCTACAAG 60 

TTATAACTAC TOGTAACAOG 1TATATAACA OC7IMGAAAC Q3QQ00Q00G QQGA TITTJL G 120 

CCTATOGCTT GQOCA03TAG CAACTQCTAT AAAG003GAC faTl ' lC l UXX j GAGCTTTTIC 180 

ATCTTG03CA GTTTCAC'l'lG CTAGTEAGriT TAQGQCTAQG TOGACAAACA TATICCACAT 240 

OGTTTTAATG GCTOGICTAC CK3ATAAOGTT CAAGOGCX7IG CTTCAGCTOG AOOCCIGGTTr 300 

AGCTCCTTAC QQQGACATCC TCICIGOGAG AOGGrTIOCTT GOOGACAAGT GGAGQCAOGA 360 

TATOGAACAT G0QCT3OOOG QOQQGOGQOG CAGTCTAjIT GAGTTIQOQC GOGAOQCATA 420 

CAAGAGCTAC G3GCTQCADG CQGAOQOGCA GAGCAAAAGC ATAAOCTACA GQGAGIQQQC 480 

QCCCAATGCA ACCOG3GCGT TTCTAGIOGG CGACTTCAAC GQGTOGftlGA GAOCTOQCAC 540 

GAGCTOCAGA ACAAGGACGA GITCQGGTCT TCAOGCTGTC TTCQGAOCIG QQ09GA0QQC 600 

GAATICATAA TOQQCNTAOT CAOOCTTTAA GTICTCTTCN AACTTGCCAC CQSANCTOCGA 660 

TACOOQGTIG CCACOTTGAT TCAAAGC20AC CCAOOCCACC AGAANCCCAA GATTTQQQOC 720 

N0CTEACAW3 COGTCCPGAC CXNOOCCCCT ACA3T0CACA CAAAGOOOOC NGAOCAACTC 780 
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A1NCCINAAA NNACA003C TTGCICTCAC OTSAOOOCTT TGT 823 
(2) ENFX3RMATICN FOR SE3Q ID NO: 494: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH: 879 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: RAG1349UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 494: 

GATCGOGAAA ACIAAOQCAC CAAAOOOGAC OGAAGOCAGA GCICICTTCT AAAGK3QCAA 60 

GATACT3TAT GIXTIGQOOGG AK33CTCAGA GGATTTCTTG OGAGCATAGT QQCAGOGATT 120 

GACATATQGA GTTATCATTG CAAAAQCAGT GQCAAXAGCA AGAUJUU'IMT TGTTOCAAGC 180 

QOCGTICTCT TCTTTCATTA TIGQOCACAA Q3GATIGOTC GAGTAGAAG3 QCATCTICAA 240 

CACAAOGCTC GCAACAAQGC CTftSAGAOCA AOCAATOC3CA AACT3CQ0GA CAOQOGOGIT 300 

GICCITCACA ATOCTC1TCA AQC7ICACTQC AAAGITCATC GTOCIGAGAC OOGTOGCAAC 360 

OQCAAOOGIC AICAACCICC ACIOOGGTIT CTCAACTAIG TAOGCTOOGA TADOGATEAC 420 

ATTAGCAAGT AAAOOQQCCT ACTOITCAAT CAA LUL'IUU G AAAAATGGAA CATAAAGCAG 480 

AACTOQQCIC AATAOOQOQG CTATCACOOS CCICATAGOC GGAGATACOC ATCTAOCAGA 540 

QCQQGAAAAA CCATATCATA CACAATAG3S CAGICAAGIT OGTOCAGAAC ATAAAOGACT 600 

CAAAQGTEACT GACAACAATC TAAAACAGAC TTQGCT3ATT GCTGATGGQC TOGTOOGQCA 660 

QCTAAAOGAG TICIU3TOCT CCTOOGTCAT AATCACCTCC TOOCAQCATT TOCTOCATIG 720 

QQCOQOOQOC GACTOCCTTG CC03C3CEAGA NAGCNNQGIG CTK7ICITIG ANIGCACAAC 780 

OXXNOGAAG GCCIGTCOOC TOQCTTQOCN AACTTTNOCT NAGTOCTOOC AOITK3COTT 840 

ACITAOOCTC CNAAAAATTC CAAATATOCN QGACNOOCN 879 
45 (2) INFORMATICS FOR SBQ ID NO: 495: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 829 base pairs 

(B) TYPE: nucleic acid 

(C) STTtANDECNESS : single 
50 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1350RP 
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{xi) SEQUENCE DESCRIPTION: SBQ ID NO: 495: 

AATTCCTQCT OTCTCTCTCT CTGATCTCEA TTOATCAOCT ITlUtfGTIT 60 

GAAAGCGTCG CAAAGTIG1T CATMGTTTC TTATAOOGTC OCAGTTIOGC 120 

AGCCAQCACA TCX7IOGCTCA TCGIGTOGAG CQCAATTGGA 1QOOCATOC33 OQGOCATGTT 180 

ATOCTTGACC GXAWTCC GTCTIGATGA AGOCTGAACG GCCIU7IGGC CIOGAOCTAA 240 

GGCGAAAAAG TAAAATTATA TAGAACAGGC ATGAGAITOG CIGGAAGTIC AGGGMOCAG 300 

GOCTOGriQOG AAGCAGCTEA GAGAQOCA3A QGAAGOCACA TQCJQCAGGAA CIAGAGATCA 360 

GAOCCACCCA AGGTCAACTC QCOCAOQQCA CAG3QGCAGT CTTAGCAADG TGSTAAACAT 420 

TAAAAATAAT ACATACGITA CAAGCAGOQG GCATO3CAAC TOOCIGGAOT CATCTTTTAG 480 

AGAAAAATAG AAAAATTATT ATAATATTCC TTGTGTATCA AATAAMCTG CTTIGCAACA 540 

OGCG3CAGAG ATTCAGACCT GOCIGAAGQC GTAAAAGGAC GAAAAAOOGA AOGAAEAGAA 600 

TTAAGAT2GA AAAGCAGCAC TCQQOCAAGG OGAAG0Q333 CQCQCAMOC QCCOGOGCTT 660 

TOCXTCNCNC TCAQCIGCAA ATGCTOCTCA GIGGATCCIG CTCXXXXTGT CDQC3GTCIXZA 720 

CCTXXTOCAC TCCTOGICNT ATOCTTITCA TGAAAQtfAQG CTGAOGOQOG TOITCACTOC 780 

ATCTTCNCNC QCNOGGCTCG A2AAAITGCT CAGCNCTACC 'ICTIUMJG 829 

(2) INFXBMATiasr FOR SBQ ID N0:496: 

(i) SEQUENCE CHARACTERISTICS : 
30 (A) LiENGIH: 875 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (geriatric) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1350UP 



40 (Xi) SEQUENCE DESCRIPTION: SE3Q H) NO: 496: 

GATCCGCATT AAGOQCGAOG AOGAAATCAA TAOCAAGAAG CP0GADGAG3 AGAAGGAGOG 60 

GOGOCTCAAC GCCATCATCA AOGGGQGAGC TAGICATATA AGOGTOCATA TAGG3CAATT 120 

45 AAAQGTTTAG GGTCATOGAT AGITACAIAA AGITAGAATC CATOdOOQC CAO0O30QQG 180 

TTCGACKX3G OGftGOCAQOG CGAAAGOQOG TOCTGOQQOG OG3GTAOGAA GAACCGOOQC 240 

AAGAAGIGGA GITCCTOCGC CCACO3CT0G TAGftGGICCT GQCTCACTAC GrTCTAClTG 300 

50 ATO3GGTCGC CCTTOGAGAT GQCAXTCATG AGCCACICT3 TCTOGIGCAA OGAATOOGTTC 360 

GGOQCGCK3C TCTIGOGACTT CATCATOGftC AATTOQCQGA AOQQCTOGAA OOGOCTGATA 420 

AGCGCAAGCA AQCAGAGCOC CGCAGOGTAC AOCTOOCTQC TGIQQGTOQG CTQGG0QO0G 480 

55 CCGATCAAGC CCG3QGCGCA GTACICAAGC CTOGTCCTGA GO33CTOQ0G OGOOGQOTOG 540 
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CACACTOCCG COGACCTSAA GIO0Q0CAAG AATOCTCCIG O0CXXX3CACG AGCAOGTTOG 
OGGTCTPGAT GIXXXXXJTGC ACCAOXAGC TCTOQOGAAG GAACTQGAGC GCXXCAACAA 
GGICAOCTGC GTTAC030CAC CACT33COCT TCTCNCG33C G0Q0GO09GT GC^CX^QCTIC 
CANGTQQQGT TCAAOOQCTC TACACAACQC CG3GACCN0C TOQCCACOQC GAANOQQQQG 
GTATCCXNAC GTTINCOQOC QCNOOOOQGN GGAANQGACC ACTTND3GIC NCGAKCCNCC 
CCCGCCN3CT GQCAAGNOQG AAU'lNi'lTAC CNICT 
(2) INFOKMATiaa FOR SEQ ID NO: 497: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 832 base pairs 

(B) TYPE: nucleic acid 

(C) glRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG135XRP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 497: 
GATCATAATG ATTKJICITA ATTCTTTICT TAATTATICA TTAAATAATT AATTAATAIT 
TTATTAATAA AAAATATTIA GAGTEATGIT CX7ITTATGAT AAA3TCTAAA ACITTOCAGC 
AOGAACT3AA GACAACIATG TAACQCCTGT AATTAATTAT AAATTATTAT AATTAAATAT 
TCAAAAAATG GTAAGATTTA TOGftGGATTA TQGAATTAAA TAACATGTTC CACTQCTTAA 
GTCICTAACC GTCTATTGriT TIGATTITTA TTATTQCTAA OGTACTOVIC AGQQQGAATA 
CTTTAATITT CATTEAATTT ATICITIAAT TAATAAAAAA TAAATAQGTA TICATTXJETT 
ACIQCTAAAA CTACT0Q3GT ATOGAATOCG ATITOCTACT TTAGOCITOG TIOCICAATG 
TCAATTAATA TATAATITAA ATlTiLACTT TATAAGICTT ATTCATATAA TTATTATTIC 
ATCTITACTT GAATAATICT TAAATTATIT TTATTAATDC TAATTATTAT TTIAAATAAT 
CATCTACGAA OOCTTTAAGC CATTAOGAAT AAQQCIAAOC OCTITCTCTT AOQQCAGCIG 
CTQQCACAAT TTIQGTIQGA NNGANTTAAT TATATA1CIC 1TTTAAAAAT ANAATCTOGC 
TCATATTAAT AAITITATAT T3ANANEAAT TATCNOTATT TAATAATEAT TGAATTEATT 
GTTACCCANA NTAANAANAN ATTATTATIT ACATQCOCNA CTACNGANCA CTICACATTG 
CCAAATCCCN OQOGrnCCNA NAAATSATAT ATTCNANCAC GGAONICTIC TT 
(2) INFXDRMATICN FOR SEQ ID NO: 498: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 863 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDEDNESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1351UP 
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(Xi) SEQUENCE DESCRIPTION SEQ ID NO:498: 

GATCATIATA TTATAAAATA TAATAAAGAA TATA3TEAAA TAATAATAAT AATATCAAAT 60 

ATTATA3TAA TICTOCATIG GAGCAATTP3 AGATTO3W3A TTTATTAGGTr TTAACATCAC 120 

CAATAAEAGA TTITACTTTT A1TAATA3TA CTAATTTIGG TITAIATdT ATAATTCTIT 180 

r5 TATTAGTAAT TITACTAAIP3 AATTTAATAA CTAATAAUTA TAATAAATTA GTftGCTTICTA 240 

ATTGATATIT AAGTCAAGAA ATAAITIATG ATACTATTAT AAA2ATAGTT A££ftCACft3A 300 

TTQCTQoTAA ACTATGAGoT TATTATITIC CAITAGITIA TACATTTTTT ATICITAlTr 360 

20 TTACTATAAA 'l'i'l'AATTAGT ATAATIOCTT ATICATTTQC TATAACTICA CA3CTACTAT 420 

T1OTAGTATC AATAACTATA ATIMTIGAT TAQGTCTAAC TATTATK57T TTTTATACTPC 480 

ATOGTTEAAA ATTCTTK3CT TTATTTTTAC CACEACX^CAC ACCA3TAA3T TTftGTAOCAT 540 

25 TATTAGTATC AATIGAAXTA TTATCA3ATT 'i'lUL'AMGACT TATTPCATTA GGITEAAGAT 600 

TATCAGCTAA TATTAXAGCT GCTCATTTAT TAAToTEATT TAGL?HJL*1'1T AATATTTAAT 660 

TTAATAGCTA TAAATATTTT AACATTTTAT TAGTTICTTA CCCATCAATC CNAATTTACJX 720 

30 ATGGTTXTTTT ANAATK3G0C ACCC7TANTAT CCACCTAANT TCM UI ' ITIT TAAATQOCNC 780 

ATTTTAAAAA T0CATTEA3T TACA'INNATT AANAATAANA TATTTAATAA TATOCANNAT 840 

TOAANATTCT ATAANTTTAA AAN 863 
55 (2) INFORMATION FOR SEQ ID N0:499: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 831 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS : single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1352RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 499: 

GATCCTOCAT OOTITOGTO3 GCCTOCAGOT TCATITIUIT QCTCTCAATT TTATOCTTTA 60 

TCAAATICAC AACCTGQCAA TCCAOCTCAT GLTITATCTT CAAOSAATOC CTCATOGTAT 120 

TCTCTAADCT GAGGACCATC TCCAOCTIDC GTITAACAAG CTCGA03CTA T0CTOIGTCA 180 

ACAGG7ITIAT QQCTQQGTOG T0GAOQ00CA ATK3G3CATC OCAGQCAGIT AOTIGATCTA 240 

' KjTKJl ' lLTr GGTOITOGGA GAGAAGCGAT ATOIAAOOGA CIQCATOITA AGAAGQOOCT 300 
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AGQQOGAGTC CTQCTOOOQC AOCTOCJQQGT OGAGCAACTC QCTOGTCTTG ATCITGAIQG 360 

CGTCX7ICACA CAAATOQCIC AACAGOGAAA OCIGCTTGAA GQGGAAGQQC AQC?3X3GT3GA 420 

ACAGOGAOOG lUUb'lUL'lT^ GOOGAGQQQC TOGOQOQGOG GAAOG3CTK3 TOCTOCTCGT 480 

CGGACAAGIT OQ3GCAGCIC A3GGAOQGAT OGAQCATCAC GQQOQOCTOC TT0GCAQ33C 540 

CCAQCTOQCT AGQGTOGQGC TQCQQCAAOG QGAGAOC7ITG TACIOCQOOG OCXXX3QOQGG 600 

CK33CCGAGC GCXXCNGTCA GICTTCTACA CCNCTIGACT COXXXACTC CKXX?INGAT 660 

GACTCNCOGC GCTCTOCATC QQGTOCKX3C ACACNCACAT CTOQGAATGN TITCCAOCAC 720 

CACXOS34AC AACTTTCCAC ACCCQGAAAC TCNNTINGNOT TINQG&OOCT GICITTACNC 780 

TCCAATCCCN TCTOCTOCAT TTTTCSNAAAA CDCCXXXXAA CXXAOCOCTC N 831 

(2) INFORMATION FOR SBQ ID NO: 500: 

(i) SEQUENCE CHARACTERISTICS: 
20 (A) LENC7IH: 832 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genomic) 

(v±) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1353RP 



30 (xi) SEQUENCE DESCRIPTION: SBQ ID NO: 500: 

GATCTAACTA TTAATCTGTT OCTTGAAA3T GIOCTCAAAT ATAACGfiGCT CTTAAATGAT 60 

GTICTATCTK3 ATGAOGATCT OCTCAACTTIG AGQCAATOGG TACTTCAAAC GICTAATGAA 120 

35 TAAAAATATA CAAGCGCAAA GOOCAATAAC CTTTAGOCTA TATATCTICT AATATATIAA 180 

GITAATTGAA CX^TTTACGT GCCATATPCT G03CT3QCAT QGTATOOGIG ATTTTATAAT 240 

ATA3A3TTCT CGCAGGGGAA GCAGAAACAC TCAAGATOQG OGATTOOOGA TAAAAGAATT 300 

40 GCTCCCTSAT TGA' l ' lUl ' l CT TOGAAGGAGA TQCAGAT3GA TTCTOCAGAA AAACOQGTTT 360 

TAAGACTCGT TCATCAAACT TGTTAAACCA ITOOCCATCG GCTTGCAGTA TATK3CCCAA 420 

GCTTTCQCGG ATATTTCTTC TGICTAATCA TAATOGICOC ACAG3CTQGT CAQOQCCTGA 480 

TOCAGAGOGC GAAGAGQGTC GGICTATCAT AGGAGGAAAG CTTTC2T3AT CCQ33GAGCC 540 

GGrrOGGQCIG T0QQCIAAAA ATQGAGGTD3C GICTAATGAA GACATTAGCT QGACAQGTCT 600 

AQQ33CTTCC ATATCAAATT CATCATOOCT ATCCTCCICT TCTTCTACGC ACOCIGTCCT 660 

TATGTTTAGA TCICCAQCAT AOOGCAGTAT ACCTOQCAAT ATGATAOQGT GAGAACCCCA 720 
CTACCAOCCA GIGQOCNAAA AGAACTTCAC COOCIU'INAC CCTOCATGCA TCCACNAOOC 780 
CACCCCCCCA ATCNCNOTCT ATOGTATGAC CCTCAGANAN CCN3CPCTX3A TC 832 
(2) INFCRMATICN FOR SEQ XD NO: 501: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 877 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 
5 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOJFCE: 
10 (A) ORGANISM: PM31353UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 501: 

15 GATOQQOQCA C i l ' lU ' lU JI T CATCTCCTOC ACAAGTIGAC CACTGTAXAC CPOTTTGACA 60 

TCAGAQGGOG AAATCATCAG TOICT03COG TACACAGAGC AAATAAACIC CITEACITCC 120 

T3CAOQCTQG TCICGACTCT CACTTICATA GTCITCATOG OCAACAOG3A GTOOGAAAOG 180 

20 AACTQGATAG 1TACADCATC CCOGTCCT33 TAOQGAACAT AATEAAGCAA 240 

TQOGAGAATG GGGTOGGCQC AAAGttCAAAG CCCAATACCT CXTOTAGGCT CAAOOQCGOG 300 

TUTTCT3COG OTICTICGQC GOOCAGCTAC ACAQ33GEAC GATOQOCCIG CAACTTQGAA 360 

25 TOCAAGCATC TOGTTGGGCA CAT9GTICIT GITOGAACAC AQGTICTIGC A3CK3CIQOG 420 

CIDCTACTOG TTCACEATAT CACATOOCAT OCT0O3CAGC GOCAGCACAG AOGICTICAG 480 

A3GCACAOGT TCXXTTATCA OOQCCADCAC TTXATOCATG GAAAQOGTGT TGAOCTQGAA 540 

30 CTTGAOGmC ACATACQCAA ACTCACTGIC GCCATOGTAA GOCAGGTICTA CAGIG0Q9CC 600 

TCQGAOCTQC TOOGCACATC CAGCTOCAGA TOGACCAAOC OCX3CGCCGCA GCCIGCAATC 660 

TCCTOGCACA ACATOGICAG ATTOGAGQGG AOGCTOITOG TA1TCAGACA GTATTQCICA 720 

35 GQOGGCCAAG CQOCATCITC TDCXXTGATC CAIX5ATAACC AATQOCNEAC TGCNATAOCT 780 

N3CNACTGAT AANTIOGQQG ANGCXXXXJOC OTTCAOGAAG AAGATOCANG CTOOCNTICA 840 

AAIAGNAANN CNGANIGAAC TGGOSCVINC CNAATCT 877 

40 

(2) HMPORMATTCN FOR SEQ ID NO: 502: 

(i) SEQUE1CE CHARACTERISTICS: 

(A) LENGIH: 871 base pairs 

(B) TYPE: nucleic acid 
45 (C) SIRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) M3LBCULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
so (A) ORGANISM: PAG1354UP 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 502: 
55 GATOGAACAC GOCTGIGOCA GQGAGCTTAG GGIOGTGIGC ATOCAATIGA GATOGAAGCA 60 
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AAAACCGAOC ATQCTTOITC AAOCGAAAQG OQGATCTCAGC A3XXJUULT1T OOCAAOQGTT 120 

GftGATOCTOS TTOCX3C30CIC TTACXXTTCT OCTAAATPCT OQCAAAGfICA G0CT3GT00G 180 

TQCTCAGCAG QGOCICAAGS QCATO3CCCA GCTOOGACAG AATCATCTCG OQCTCTOCAG 240 

AAGAGICTCA GCTCAAGC7IG AAAATTQQGG GQQOCTQQGA OOQQOQCTOC AGCftGCATIG 300 

AOGAOGICAT CTCQCAGCAC TIO7ICA0CT GGGCGICTTT CCX3CAGCMC CTOGCAGACA 360 

QCT3CCGACC ATICAGAGQC OOGAAGTTOG AXAGCAGATA ATOCAGCTGC GACAOCACAC 420 

CAGACMOGC ACIGGTIGAC GATACATACC GTOCTTOOOC 1TC3CTK3GOG OtXTOCAGCA 480 

GTCGCAQGTC COTCGAQ39C GGCAOGAAGTT CK3CGAK3QC CTCAAATCGA AGTIOCTOCAC 540 

CTTCATCAOC OGCT0GATGA A303CT0GAA GTICTACAOC CO3GACO30C QCTCCCGGAG 600 

CQGCACCAOC GACAGOQQQC TOGAACAGQC AGOCTTOCAG CCCCTQCX3CC AGOOQOQQOG 660 

QCAQCTCTCT TQCACTQCIC NINCCAOOOC A3TGCIGAAC GOOOCNIGAT TACAAATTGT 720 

TCN0CTOO0G GCCCOGCTTG OOOOQGTTGC OOCTOOCNQC OQOQGCACOC COGC1SCNNOT 780 

GGATGANNCT TCNCTGATIN NCCAAAOCOG TICANNITGfr CQQGTITIOT CANQOSCfiNT 840 

Nsoo^Nicwr TCrngcasttnT NAATOOOCKC N 871 
(2) INFORMATION FOR SBQ ID NO: 503: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 1166 base pairs 

(B) TYPE: nucleic acid 
30 (C) SITlfiNDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 
35 (A) ORGANISM: EAG1355KP 



(xi) SEQUENCE DE9CRIPTICN: SEQ ID NO: 503: 

40 GATCATOQCC AAAAAATTOG GAATAGGAAA CIGTTIOCAG TACTCATCAA GC7ICAGTAAA 60 

AATOTITOOC AGCAGTTGAAG ATTOCATOCT TATCTTOCCA TTTOOQGATA GGACATTTCT 120 

TTOGATATAC CICT3GTCAG AQGAAAAGAG TGITOQCAGT TQGGTAAGTT CTCGTAAAAA 180 

CAAATAAACT TCTCTTCTQG AAGTICITAOC GTCAOGOGA1T CTATTCAAAA TOTICTCCAA 240 

GTCCTGQOCA TCAOQCAACA TATTATTTAA CGACTCAATC AAGATATTAC CAACTTCGGT 300 

TCAAATOCAC TCAACTGOCT CCAATCTCTC TICTATCIGA TCAATATTTA TTAAAG3CTT 360 

T3CAATCCA3 TTCTICAAGT TCCTTAACCC CTAGTTTCIT CTAGTATGAT CTAATAGOCA 420 

TAACAQQGftS CCTTTACTOC TCCTATCTCT ACK7TICTCA AAAATATCTA A3CTTCCAAT 480 

AGOQCTAAGA AGGAAGAATC ATOK30GTICT TOGAGCAGAA 'iUbTlTAAAG TTTKXTTGA 540 

AGAAGACTAA ACNNNCATTT TTGAAGTTIG TTAGGTIAGCC A1GCACCMC ATGAGCGCTC 600 
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TTIOCAGAGG AACGTTOCOC TEAAAGQCIG GGTOOQQCIC ACTGAftGATT TCTICATACA 660 

AOOOGAOGAG CTOGATCCTA TTTAGACTGA TATCGGAATC TCAWjTATGA AftCft UJl ' l ' lT 720 

5 CGATTICPGA GCCAAQGOCA TCTOCGACCA CAACTPCACT UULkUTllJlU TAXITEACTC 780 

GOGTCIOCAA AGCCIOOC7IC AGAAAACQCT CCICTITCAA GTCATOGAAG ATAACTTCAC 840 

CGCTGTIGAG ATTAACACTA AOCAQGAAGT ATOQCGICTA TCABXTTCT OGCTIQCACA 900 

70 CAAGAOCOCA CACAGAAGOG CTATCAOCCA GGAOCOGAOG A30TTQC7IT OGAACCTCTC 960 

ATTGATOOCA TAGGEAGOOC TOCTGAATAT AXIXX3CTACT TOOCTOGAGA AAACAGAGCT 1020 

TCAGGOOOCA CTGTICTITr TCACIGQGGA TGTCTC'KJI C TGCICCACGA COOOC&CTTT 1080 

75 CAGATTCTOG TGCATCAAGC GCTGCAAGTG GACTP03AGA QQQGIGTCTC QGAATOGTOC 1140 

ACTAOGCAAA CTTOITOIQC TTOIGA 1166 
(2) INPOPMATICN FOR SBQ ID NO : 504 : 

20 (i) SEQUENCE CHARACTERISTICS : 

(A) LENjIH: 887 base pairs 

(B) TOPE: nucleic acid 

(C) STWasiDECNESS: single 

(D) TOPOUOGY: linear 

25 (ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1355UP 

30 

(xi) SEQUENCE DE9CRIFITCN: SBQ ID NO: 504: 

GATCATGCTA TCAAGIX3CAG AGAACACGGA TAGAQOCTAC TCTOCMGTIT CQQOCTOQCT 60 

GAGOQOQQOG CAGAAGTOGA AGAAGOCGOC AAATADOQCC TTCOQQCAGC AGAGGCTGAA 120 

GGCCTOQCAG CCCATOC7ICT OGOOQCAGAG CATOCIOXA CTOCTAATAT TOCTGAGOQG 180 

QGOGmGOG CCAATOGGGA TTGQQCIGAT CATCAGIGCA AACAADGIGC AGAAOCIGCT 240 

GATOGACTAC AGCCAGIGOG GCAAGCAOQC CAOCTOOGAA TACACQOOCA TOCOOGAGAA 300 

CCIGGTGAGC TAOCACTICC GGADGOOCAT GICOGAACAG CCIAAGT33C GGCIGCATCC 360 

CAAGAATGAG TGOGAGCIAG AATTTGAGAT CCOCAAOGftC ATATCGW3CT CGGTCTACAT 420 

ATACTACAftG CTGAOGAACT TC7IAOCAGAA CXACOQCAAG TAOC7IQCAGT OCTICGAOCT 480 

CGAOCAGCTT AAGQGCAAGG CTGITQCAOC AGACAAGCIG TOOGACAOGT Q0CAO00QCT 540 

CTOGACTAAG GAOGGCAAGG CTGTCTATOC CTGOC33CCTG ATOGOCAACT CAATGITCAA 600 

OGACAOCTIC AOGOCOCTOC TCOGQGGTGT OCAAOGQOGT OOQOQGACTA CAACTCAGCC 660 

AACAAGGAAC ATOGCCTOGC ACACNGACOG CAACAGGTNN CAAGAAGAAC AAGCTACAAC 720 

QQQQCAGANA TNCTQQOQCC COCOGCCTIG QCAOGAACCT TTOCOOCNAA TOGNIftNNAC 780 

55 AAN0CAAGCT GCCPGACINN CTACTIQGGA GAATITOOQG INITOGANPG NNOOCK3CAG 840 



35 



40 



45 
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NCIGCX3XCT NOTAAANCIN CNINCAAAAA AAAAGCAACN CCCICCC 887 
(2) INFORMATION FOR SBQ ID NO: 505: 

5 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 823 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

10 (ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGTN&L SOURCE: 

(A) ORGANISM: PAG1356RP 



15 



20 



25 



30 



35 



40 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 505: 

GATCTACATA TOCATCAAAA CATOIGOCIT CATOGQCATC ACTAGTIATC TTTGCGCT3A 60 

GAGOOGAGOC ATTTCCAGCT TCTCTOCACA ACTCCAXATC ATITOCATCA TCAAOCTCAT 120 

TATCGCTATC ACCATOCTTA GIOGAGTATC GAAftGGAGQG TGACACAGCA AGGCCAGAOG 180 

TATCAGTTGA AGACATA7CT GIQCTCATOC C3GP3QQOOGC ATCATAGTOC GATGACTICG 240 

TOGAGGATTT AAAOTCATTC TOCGGAG3AT TCIGIQ3CIC TACTGAOCTT QCftSATCOGT 300 

iriCACITIC GTACAGAATG GACTCATCTT CGAACTTGAG ATCTAICOCT TTCTCATCAT 360 

ADQQGACTCT TTTTTCAAOC ITCmuiOS TCATIG3CAC GGAGTTIAIC AAGCTAGAGC 420 

CCAAGGAATG CIX3CTTATCA AAGTICTICT TAGQCATOQG CATTTOGTAT CTATCATCTA 480 

TOOCTTOGIT OGAACCATAC TTCAOCTO7r AQOCATACTT TCTATTATAA TAAGAGTK3C 540 

GATAATOCTT QGfEADCAGAA CTACOGGCAC TOCTAGACTC CAATATOGCT TOGATCAGGA 600 

CTGOQCAOGC GAAGTTEACT GCCATOGATA TCAATITOQG CNIC3QCTQCC ACATTCGAAA 660 

ANAOTAAGAA GAAGTADGAC TAATOCTCCA CltTOCTftCOC OCTOCNTAQC AGCGAACOQG 720 

CTGCTGTCIN M3SCATOCAC OOOOGTQCTT GCTTAGCTOC TACNOOCNIG TOGTICCATA 780 

ACOCAQOQOG TGICfiOOOCA TOOOCTGANC ATINTCAGAG ANN 823 
(2) INFORMATION FOR SBQ ID NO: 506: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 873 base pairs 

(B) TYPE: nucleic acid 
45 (C) SIRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 

(Vi) ORIGINAL SOURCE: 
SO (A) ORGANISM: PAG1356UP 



(5CL) SEQUENCE DESCRIPTION: SEQ ID NO: 506: 
55 GATCIGAAOC ATATTACCAA AACCAAACAA AGAATTOGQG OOCAAGOGAC COGTOCQOGC 60 
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5 



10 



IS 



20 



CTAAMOOCT 


A2MCCAGCT 


TAOQOGBLUU 


TOGQOQOCAT AGAAATTTOC ATTTICAACG 


120 


GAACCAACAC 
A0GAGGAG3T 


GTCAATOCCA 


AACTECACIT 

A3TEAG3AMC 


ATCAaUUL'IT AAAAQ3GA3T ATCTTTTCTA 


180 


CCGCCTOCGC 


vx3fti\,iirtx ^j^^IvaJUUL. LXJL»_ACAi 1 C 


240 


QQQOGTTQGA 


CTOCAATATC 


CTACTICTOC 


AGCQ3AAGAT AGOQCAOGAA AATCTOOQQC 


300 


QGAGCAAQCT 
TGTIATOGftG 


CAGAATEA2A. 
TAGQQQGATT 


TCJCAQGACCA 


AACATTCICA QCAA03QCTG OOCOGftGITC 


360 


TOCTQOGAAT 


^ooi'i^i'i" TTTATOJriT LT1TIT1UAG 


420 


GQQCA1CTOC 


AGAAGOGATG 


AGGTOCAAAG 


CKlCTiUnU CATQGATCAC OGAGOOCACA 


480 


GQQCAGGTAG 
TICOCATACT 


AGIAAflGCCT 


AGTCACCATC 


GTOGTACTTG ATAATAGOOG QQGAQQCGCA 


540 


AOQOQQCTAA 


QCTQOGAAAC 


AAGCJTAQQGA CS3OOQ0G0GG QCTTTIMQC 


600 


GACTAOGACT 


ACAAGTACCT 


GTTCACQ3QG 


CAGAIATICA AGOGCCAGAG AAGCTTCAGC 


660 


CATTTTCTCG 


ATCNA3GCAA 


AATOOOOGGT 


ujiuji'iujl; tqqcnitiqg QGNINCACNC 


720 


COCNNGCAAN 




TOITONX 


N3CAATONTCG AATACXX3C203 GM3QGAAOTT 


780 


TCAAAG4NAA 


NCCNACA3NT 


TrA37H3Q3C7r 


*IN3CNGNICT NGAMQG33C TICNINNAM 


840 


(3JGNAATANNJ 




TCCTTAANAA 


AAT 


873 



(2) INFORMATION FOR SEQ ID NO: 507: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 840 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDEENESS: single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EKA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1357RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 507: 

40 GATCOCAGOG AGGACATOGA AGAGQGACIA CTOIAOOQCA TOGACAAGOT TCGCIGCCGA 60 

TTCATCAGOG AAGACOGAGA TCAAATGACA GATO3CGQSA COGTCOQGAG CGTOA0CTOG 120 

AAG3AAATGT TTICK300GT OQGTATGGTDG TOCAQQCTCA TOGTAGTIACC TOCATCATTC 180 

4S TGTCTTICOG TCATCQ3CTT CATOCTQ33C OTTAGCGACT TATAATAGTC GGTOOLXjaiT 240 

GCTQ30GCAA GCAGCTOQCA TOCAGICTTC TCOGACAAAT AQGAGTAOOG UTlULjUJl ' IC 300 

TTATIXXTOG TOITCICAGA AATGTTK3CA AAGGAATAGA AACCATTTIC CATOCT3GIC 360 

5£> GAQQ3GACTT GCGAGTTCTG T3QQ3GTPGTC TOQQQGACAT GACATTTCAT TILTIWICT 420 

GOOOCOQCTT COQCAGGAAA ATOOGGCOQC TOTGCCGOCA TC l l l ' ll 'i' K: CIULTim U T 480 

CXCTICTCIC OCATCTCCOC TAGQQQCITG OQCTGAAGAG TTICAAAGCT TTTCAACTIC 540 

ss AAGGAGGQCG AOQC09QQOC CAOGAAADGA TATOOCTTI3V CTOCTCCTCA GCITCCCGAT 600 
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10 



15 



AGGCATCTCN ATOOCATTIT ATTAATATAT TTCXXXXXHC OGAAOOOCAA ATGTATCTCT 660 

OCOQGTIGGC AAQGGATTCC GACTTATATA TEATIT3ATS TCCADCACAG GTITQCNAAA 720 

TATTATACAT CNATK30CNA AOCICCOCWT TAINCATCAT OQGAOCNCNC CNCATITCEA 780 

CNCACTAACN TGCACAIMSC CXmiNINNT AACCCATCAA OX^OCTTOC CIX3CCCATCT 840 

(2) INPCRMATICN FOR SBQ ID NO: 508: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 888 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEKESS : single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 
20 < A > ORGANISM: PAG1357UP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 508: 

25 GATCCTCGOG TTCOCATQCA ATICTOTIGC TIU3GTIGAC COGAIATCAC C7TCAAAACCG 60 

GGIOOGAAGC CAOCAGCACC TKTICGCTAT GIGACITOGC OGQCTCA3AG AGAQCAGIGA 120 

CACAGATAGT AOGCOGGAAG GAGGGTOOGT TCATCAACAA GTCATIGCTA GCGCITOGAA 180 

30 CXX?ICATAQC CAAACTTAGC ATGTTGQGAA GOCAGQOCAA TQQCCTOCAG OCGritTCCCG 240 

CAGCOQGOCA CATAOOGTAC OGTGACICAA AGTIGACQOG CATCCTTCAG (XAGCATTGA 300 

CAGGAGACAG TATCATTAOG ACCAK7IT3CA OCATCGATTC GAAAGCQGAG TCCTCAACCG 360 

35 AAAQGAOCAA TACOGTCCGC TTOGOGTOTC GOGCCAAGAA TATCX3O0CTC AACGTCT3CGCA 420 

AGAATCAAAT GGACTCGCAC GQCGAGAAAG ACAOCATCAT OCAGAACTIG OQCAAGCAGC 480 

TTGAOGAGCA GCAOGAGACC ATTCTGATOC TCOQQGQCAG T9CTGCAG0G OCTAGQG3CA 540 

AOGGCTOGAC CAGOOOGCTG GACAGOQCTC GOGTOQQOGG CAOOCAGCTT TCAGOGAQCG 600 

CAOGCCACAA CATTGGAAAA AAQGNTTOCT AAAGGINGAA AACAGCATCC TCCAAGAAGA 660 

ANCTOOGAQC CATTC3QGAAA AAGCNICIOG AANNAQGAAA TGATGTOCIC OGAAGAACCG 720 

CMsrri-iuJCA NATTCTINAA ATCTCCCCCT TGGAAATCOC OCC3CTOCOCC CAAAACCAGG 780 

NINCAGQGST TCATTTOCNC NGOOOCATTA COGNNITACT TICAAAANTA AATOCACNCC 840 

OQCAQGa^CCN N3AAAATOCN TIDQCOOOCN TOIGGNGTIC A003CCNA 888 
(2) INFORMATION FOR SEQ ID NO: 509: 



40 



45 



50 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 833 base pairs 

(B) TYPE: nucleic acid 
55 (C) STRANDECNESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TOPE: EWA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1359RP 



(xij SEQUENCE INSCRIPTION: SEQ ID NO: 509: 



10 



15 



20 



GftroCATOTT 
OQOCAQCATT 


TATICAOOOC 
AACAGOUTAT 
AAIACCACGA 


QCTCACTOQC 
CACATTTTAC 


CTAAAOGATC 


CITTACGFIG 


CTCACATCQC 


fin 


CAAG33CCEA 


A3CAAAAAGT 


OSGUXJUUAAC 


120 


ATAATOCTOC 


TftGGaajju; 


ACAOCJTC30CA 


rarracrouc 


180 








TGAAACTOOC 


CTCCAQOGTA 


TGAGOGGAOG 


240 


GQCATTOQOC 


CTGOCATTAC 


TQCAOGCCCC 


AOOGACAGGT 


TTOTCAOCTC 


AGCATOGAOG 


300 


GGAAACOOGC 
TQQOQCAOGA 


AGAAATOGAT 
QGAQCTAQGC 


AAGTAGCAGG 


ACAO30GTCA 


GAAAGAOCAG 


TOIGCTATCA 


360 


AACCTOGOJT 


riajuLAACc 


ATOOCOQGOC 


GCAGGTTOGA 


420 


AQQOQGGAGC 


GCCICAOCAA 


GOOQQGAXIG 


CTAAIUIUJC 


TIOOGOOCAA 


AGQOOCSriCAC 


480 


AQCTAAAAGA 


GAG0O30QCA 


03AAGQCATA 


OWXTOGCAG 


GAAAOGATAC 


GATTCAOD3C 


540 


ACTOGCftGOG 


TAAQGAACAG 


GAGCATCACA 


TOGAACAGTC 




TOCATQOCTG 


600 




AAGGTNGACA 


CTAAOCIGAA 


aagcuxxjut 


TOQCACTAAN 


TACAAACNTT 


AOCAC&3I3K3 


660 


ATOOCNAAIA 
NCCAAGAACN 


CT3CTGACAA 
TINAACNCAA 


AOGAACTO3G 
TIGQOCACTA 


ATINC7INAOC 


GGK3CTt2QGG 


ANANAAA3CT 


720 


CUJU1LT1UA 




ATCNCAOQGT 


780 


TIGQGANQOG 


C2N333CAAAG 


OXTGATOGN 


AIXXCTGACK 


AANITOGACT 


NOT 


833 



(2) INFORMATION FOR SEQ ID NO: 510: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTO: 871 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) T0POUX3Y : linear 

(ii) MOLECULE TOPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1359UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 510: 

45 



50 



GATOQGTOTA CTACA03GTTT TOCGGOQOOG CITCTGQCAG 


AGCB3CT00G 


ATCADOGOQG 


60 


TADOCCAGAA CIGOOOQQQC GCCTOQCAAC ACTAGTQOCT 


GC'lOl'lUAIO 


OLtJLXJL'J'IX-T 


120 


AG'IUjI'IUUC TAlTriATIC CTOCCGQ3CA TUl'lULTJUCT 


CTCAOQQOGTT 


A2CIOGATGT 


180 


QCX30GAGCAG GACGX30TATC TTCOGCAGAC OGTTCCTC7K3 


CATCTOGTIGG 


CAOCAOOGCA 


240 


ACCGGOQCAC GAGCT30CT3 AT30GCT3GA OGOOCTGOOC 


T3TGATTO33 




300 


ACCCCTOCTA CAATOCGTICA TATACATOQG CATOOOOSAT 


GOCGOCAOCT 


T1V_?1'1UL?10C 


360 



55 
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10 



15 



20 



25 



600 
660 
720 



AGAAGAACTC CAGOGCAC1G CIQCOGTCAT CX3CX3CACAAT CADQ33CCCA GIGGQCCCAA 420 
CTAOGAGTAT CTGAAGCIGC TOCACAGOQC GCTQCACICA ATMQOGAAA OGTITOQCGC 480 
OOGCITCTQC GAGCIGGAGG ADCATIAICT GGAOGAGCIG CTOGAAGCGG TCGACCGICT 540 
AOQQQCOCAG GCCICT3003 0G3EAGGIQC CPGATCTTCr QCTAAACCCA CGCCGAAACA 
AAGATAGCAC COGOCX3CTCC Q3GTTAGCX3QC OGGOOCTOGT GBOCAGTIGC TftGCCTTTAC 
TTOCATAOOC GEATCK3CIT TAAOLULT1U GAA3GTCTAN CATCAITfiGT TO N1TJLU1 QC 
GCTTPGCTOC OOCTQCWnG QCAAG33QCN CCIATTTTAA NITAOOJCCC GttTAAra*: 780 
NOCTCAACAA AAATCAATTC tflTITvGANAN TOGOCNATTT TNAGGATATC CCCNGTITCA 840 
A3TOGANAAA CTGATITGCC OTTTTININr A 871 
(2) INFORMATICS FOR SBQ ID NO:511: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN30H: 850 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDELNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencniic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1360RP 



30 (xi) SB^JEJSCE DESCRIPTION: SBQ ID NO: 511: 

GATCCTTCIC CTCCGCATTC ACAGAATATA TCCTG3QC3GT CATATCCTIC QCQGTPCGAAA 60 

TAAIGAAOOG TGAGICOOQC GACCATOIGA GOGAICTGAT CTCQQQGAAA TQCOQOQCCT 120 

35 QGACCOQGIA GOQCACAAAA GQOQCAAACT GOOGCTCAGC ACTGACOOCT GGAGICOGCC 180 

AAATCTGAAG AAACCTOOCA CAT3CCAGAG CAAAGAQCTT AOOGTCTOIC GAAAACTTCA 240 

OGnOCTTTAC TITCTOCTTA AAGITCAAAT GATCTATCAC ATTOCTCGTC TTTATATTCA 300 

40 CAAGGATIGC CCGACCGntX AOGICAACOG AAAGAAGCAG TGTAOQCIQG GCATIGADGT 360 

OGATOOTOCG CTAXATTOCT TCTATOCTCA TATTCAAAOG TAAADGACTT CTEACCAA3C 420 

AGGICAAACA COGATACCCT GTIGCCAAOG QQOGAGAATA QCaGOGITCC ATCCICOGAA 480 

45 AACAOCACAT TTOOCICTCT GTATACAGTG OCTAGCAGAT TGGAAAACTT GAAATCAGAC 540 

TICATOGTAG TQCAATGOCT T30CTKX7IT GATCTTICAG T93ICTAGCT CATCICATCT 600 

OGAATTAAAT TTTOOGIADC AOOCAAAAAA ACANATCCIC CANCIGCATC TCAAGATTAT 660 

50 ATATATATCT TOGAAAATTG AANATCCACT COTCEAAATC OTACACNGTC ATATGAATGT 720 

UlTiNlTlGC TCCAITTATCC CNADCATTAC CCACTOCAGA ATOQ3AATAT ATOCCAGGAT 780 

OTOOQOCACT TCAOOCICTT TTGACANAIT TCTIGAGNTG CIGACAQQOG AGAAAAAAGG 840 

55 TCAAGGTTAT 85Q 
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(2) INTORMATICN FOR SBQ ID NO: 512: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 851 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genccnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1360UP 

(XL) SEQUENCE DESCRIPTION: SBQ ID WO: 512 : 
GATOGATQCA AAOCAGGACA ACTACTTAGA AGACT3CTTC AAAATEAAAA GICTATIGAG 
TGAATTPGAA AATGAOGTAC CQGATAAGAC AGATATCAGA GGAGITCTCA ATCCGCTTIGC 
AATTCITGCT TOOOGTGAAC ATGTGTITCTC TGAAAAAAOC QC7TGTATTQS GAGATCTOQC 
GQCIGGAAAG GAGCAAGEAT T03GAACATT CITIXXAOGT AOCCTTICGT ATAITO^TOC 
AAAGTTACAC TATOGCCATC CIGATTTTOT TAATOCTATA TTTCHraCTA OCAGftGGTOG 
TGTATOGAAA QCPCAAAAGG GCTTACACIT AAGOGAAGAC ITl ' lTlUA ' lli QGATCAGrriC 
CATATTAOGT QQQQGTAGGA TIAMCATIG OGACTACACT CAAIGOGGGA AAGQCOCTGA 
TTTAGGATTT GQSTOCATTT TCAACTTOSC TACTAAGATT AGIQOGGCTA TOGQ3GAGCA 
AATACICTCA AQ3GAATACT TITACTTGIG TICAAATCTC OCACIOGAOC GITllTft GgT 
1CTACTAIGC ACATQOQGGA TACEACTTGA ATATCTTTOC AATATCCCTT CTAACCCCTT 
AATTAN30AA TTTAOTOOOG NATTAATO3C GGICCTOGIC AANOCNAOCA AAAA3NINNA 
NATICIWITA ACOOCCAAAN CIGCAAAATT TATK3TK3CC ATINAAO0CN TAACCAAGCT 
NOOOCNTOC OTTTOANaOA TOCNIWIOJL' NCO3GINO0C TIOOCAGTTT TCNAAGAAAA 
AITTAAAAAC OQACNOOQGG TINOOOOGAA AAT3AAACIN NTANAAGQQC OOOCTITCAA 

atittttctt c 

(2) INFORMATION FOR SEQ ID NO: 513 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 831 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECMESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1362RP 

(xi) SEQUENCE DESCRIPTION: SBQ 3D NO: 513: 
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5 



IS 



GATCATAAQC 


TATIOQoIAC 




CTAGOCTIAA 


AAIAATOGAC 


fti 1 1 XVAXVll 


fin 


TTASTTATTC 


OGTGGAAATA 


AQGIATATAT 




AGTTEAATtTP 


ill xnHv 




TCACTAAAAT 


ATOGATGTTAA 


ATTGIXJICAA 


TTQGACTITC 


ATtj I'l LTATt™" 


j~n-xnk«fVb. inn 




CTQOGATQOG 


ACTCATTGTG 


CTTCAGEATT 


CAAAACAToT 


TTTATATATT5 


■l-rtTVlXi luMJu 




AOGTAGAMG 


CAACTAAATA 


TGAGAGGCAA 










OQCTOGAATC 


TTITICATAC 


ATGATCTOoT 




**PTy * 1 1 1 1 1 1 1 1^/-*^ 
l J-^~ 1X1 Injn 






CCAAjPCCTT 


ATCAGATTCC 


TICjITCICTT 


GAGAGATTTT 






420 


TOT1UUAAAC 


GAC83QCM3G 




VX>\3nkAv X \J 1 VJ 




L.1 lAGCAliJAi 


480 


ALXJLXJ'I VliAG 


GGACACCATT 


CTGCCCGCAG 


TGrEfiGfiCATT 


TTTAACACTA 


AATTTGAGTT 


540 




CTXXTTACCG 


TTOC3CX3ICAC 


CCAGTGGCCT 


AG&GAOOGQG 


CCTTGOQCAX 


600 


CCCTCTQGAG 


AKiUa'l'l'llXi 


CTGCTOOCGT 


TOGIACICIC 


TTOGTTATGA 


AIAAAGTCCA 


660 


ACCATCOG3A 


ATOFIMTrC 


CTAATGAAGC 




OGTTCATOCAN 


CAAOCAIOTT 


720 


GITGAGGIGA 


CNNTIGAAAT 


OCNC30CN0GA 


CNAT0OC3SAT 


TTTN303ACA 


NSOCAATTT 


780 


OCCNGCXXXN 


NITAANCCAG 


GNTATCT^Tr 


QCANTGANTIA 


CAIUILIVJL'IT 


T 


831 



25 

(2) INFORMATICS FOR SBQ ID NO: 514: 

(i) SBQUE1SCE CHARACTEKTSITCS: 

(A) LENGTH: 854 base pairs 

(B) TYPE: nucleic acid 
30 (C) STRANDETNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genotdc) 

(vi) ORIGINAL SOURCE: 
35 (A) ORGANISM: PAG1362UP 



(xi) SBOPEIOCE DESCRIPTION: SBQ ID NO: 514: 



GATCATAGCT GCAGGCTQQC 


AAGCAGACAT GCTGACATCA 


TACAGCCAAG 


AGAGCAGCTA 


60 


OQCTGICAOC GAGCTGGAAC 


AGAGGCTAAA OGAGTIT03C 


ACTAAATGTA 


GAAAAAATGC 


120 


AAGCCACITT CAGGCACTAC 


TTTCACIOTr AACTGAGATA 


gaccmooqg 


ACAGCAQOOG 


180 


GCTAACTCAC OGTACACTAG 


TCTTGACATA CATOGAATAT 


OQCTAAGGAA 


GGAGL71UIAA 


240 


TAQGACACAA AATCATGAGA 


AGA3TATTGG CTIGTGCAOG 


ATOOOGTOGG 


CACAAGATCA 


300 


AATQ03T3CA CAACAAOGAG 


CCAOOC7IGCT CTTACIGCCA 


GCACAAAGQC 


ATAGCQGAGA 


360 


AATOCX3P31T ATUATnUOG 


CCCAAGAAGA G3CGCAAGAA 


GCQ33AACTA 


TACTTAGAAG 


420 


GQGTTQGCAT GGCGCTGGGC 


GGCTATOQQG TOCAGCAGTT 


QGAAACTOCA 


GATCTOCACG 


480 


AGCATAAAGC CAGAGOQGAC 


GGCTCTGATC AAAGOCAAGC 


TCCTCIGCAT 


GOGCAGGACT 


540 


ATAOGATOQG GAGCAAQCIG 


OGCAGATGTA Q3ACXTGG0C 


AGCAGATCTA 


CTACGGCTGC 


600 
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CEMQOGEAC TOGAOGGTEA TCIUGAGTAG TOOGAAGGTT 00CAGQ033G TTCATICICC 660 

COCCAATTGC CAOOOQGATT CTAAAOOGAA ANAATOCAAC NCAIQ3AAOC NGCX3STEACIT 720 

TNIT3GACTC TOOOCftGTQC Oa^ATOCASN GTOCACTItX A3N3W3ANNT TCICATOCTT 780 

OCOCACIQOG OTGTTTANAT GANACCNOOC AAGAATACCC QCTCAOOGTC Tl ' lU>TldT 840 

TITOCOCCCC NOCT 854 
(2) INFX3RMATICN FOR SEQ ID NO: 515: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 853 base pairs 

(B) TYPE: nucleic acid 
15 (C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: INA (gencndc) 

(vi) CRIGINAL SOURCE: 
20 (A) ORGANISM: PAG1363RP 



(xi) SEQUENCE DESCRIPTION: SEQ TD NO: 515: 

25 GATCATTATC AQCATTAA1C TICAACTOOG CATK5XTCT TAAACCAATA ACAAAAOOQG 60 

cficamux: tccaattgog taagqatoct ttaacooctt gagggatact tcaaaaagoc 120 

CITCACTAGG OCAGOGAATA TTAATCTTOG CATGGAACAT ATTCCTAAOT TOATOOCAGA 180 

30 AGOCTArrrr ctiggatoga tcaaciggag gittogaaaa atigtctaaa caaitcatog 240 

OCTCTICTAT AGCAGCTICA TAAGAGOCAC (XCATOICAC CATOGIGATG TCTTTOGAGT 300 

GTATATCCAT TCTTAOCIGA CTGTAAATTT TAATAGQOGT TAAAGACOOG CGGAAGCQCA 360 

35 AOGAATAATA TAGGTCTATC TCAGAAGAAG TAAOQGAAGG AACAAQOGGC ACAAAIATOG 420 

TTOCTAGCIC CTK3GTTGAT TCAATCATAT CCPOCAGEAA TAAAGAGGTC ADCATACAAA 480 

TCTATAGCCG GAAAAGAACC TKjTTOQGAA G3CATAGCTT CQGCATATOG ACTAAOGGTA 540 

40 GIN3QC?rnAA CCmiAAANA QOCOXTEAA TICAOOCANC TTGQCTICCA ATNTAAAAQG 600 

GAAG0CNCCA NTTATTCTOG CITANl'i'l'lG GAAOCQCNIT TNOOCNCAAN TTTAAINAAT 660 

TC3S03OTTTT AOCCTTCOCA CATOANQGCT TAAANINNCA TGTTTTACOC OCCXJgGOCAA 720 

45 GANOTOOSDC AXTTTQGAAA TCTTANAMIC CANACOOOCT TTOCATNTIN NAQSANCITC 780 

AACIGIOCNT TIN000CAAA AANTEAAT0C OOdOAAAAAT TCTTTOCTCC TO33GNITIT 840 

50 (2) INFORMATION FOR SEQ ID NO: 516: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LEN3IH: 858 base pairs 

(B) TOPE: nucleic acid 

(C) STRANDECNESS : single 
££ <D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: EMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1363UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 516: 

GATOGAQGAT ATTTOOGTAC GCIGGATOIC QCTOGATOIC AAGTEACAIGG GIGATCQGTT 60 

QGCCT1T1CA GTIOTOGCTTC AAAATATCAA GCACAATAAG GTCTOICT3C TGAAC7ICIQG 120 

TGCGCTOGftG GTICTOQQCT GITICACAAA AGAC3GICOC TTTOGACTAA CATOICTTGA 180 

ACT3AGB3IC AAGTTTCTIC AACICACACT QQCIGIGftGT AACCTACTAG CACTATTTAC 240 

CTTOGQCAAA GAAGAAGATG AGGAOC7D0GA AG3CTTIGCT CX7IAATATTT TOGA3GQCAT 300 

GftOOGAAGAT CCACAACTGA ATQCACAGAA TTGICTGGaS ATGATOAGAT CAAGftGTITAC 360 

CACGTIGCAT AGCTACTTTT OCCAICTAAC TA&3GTIGAT TITITHJI ' IU AXAMCTTAA 420 

CCTQGCAGAT ATAOCACCCA GCTTftlTGOC TGAGTICTCA TCIGCCTGIG AGQCTTTGAA 480 

ATAOGAAGTT GCX3CTTICTA GTITTACTTT TCAAGICAOC OGttTTEMCA COOGAACAGC 540 

CAGGTATAGT ATCCTTTTCA AAAGTCIGAT AGAO0GTAQ3 GICQGTATCA CATIGICATC 600 

GTT3CAGP3C QCICICAGIT AATOOQCCTA AAATOOOOCT GAAAAGQCIC CIGAATACAT 660 

OCQCTETTTTG AAGTTTCCCAN TTATATCCAT ATOGIGANAC TATACTITTC CIGAAAATTT 720 

GACTOGIOCA OQCTGTrrCT GANACAAAGT CAATOGTQQG CAGTITCTOC CCTAOCNTAA 780 

NATIGAAATC AAACCCCCAN CITCAAOOOC GITOQCAATA C1 GTA NGACT ATTIOTTCCN 840 

CANAACCOCN CCACX2JAN g 58 
(2) INFORMATION FOR SEQ ID NO:517: 

(i) SBQOENCE CHARACTERISTICS: 

(A) LEW3IH: 842 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EKA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1364RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 517: 

GATCAGATOG AOGICAOGTT OCGTOCOCTG GOCACAOCTA OGGACAAGGA CTOGCCTGAG 60 

GTCICGTOCT TCAGQGOGTA CAACAAGATC CftGGTATAOC OGOCICOGTC GCGCAGOGAG 120 

CTGCGCAGOC GCTICATOQC TOCAACIGAG AATOOOCTOG AOCTGATOIG OGGTATQCIG 180 

A0GATQ3A0C CGCACAAAOG GIQQGACAOG ACTOGTIQOC TGCTCACTCA GTATITIGTA 240 

GAGCTTOOGG AOC3CGACAOC TOCTAOQGAA CTTCCAAAAC TAAATAAGTA ATGACTATGA 300 
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TAACCT?^T QGTIATACTOG GftDGTTTICT GTl ' lUlULTC TOAGGOGATG ACATTOQCTT 360 
1TATOGTTATC GCAGAOGTIG CCTGAAAAAG ATTCAAOGIC TOQGTAACAG ATITOCGCAG 420 
ACTACTICTT GAAAGAACAA AGAOCAGAGC GCTOQGATOC TCACCCCAAT GACGAACCCA 



480 

TA TTOQOGCTQG CTOCAGGTTC CTEAGCAOCA ACAATAGQOC GCCACIGCAC 540 

AAGAICTITC C3CTCCAAGAA GCTOGTCAAC AQGATQCTGT TOOGACCTIG ATAGOOGACT 600 

GA0CTIO09G AAAHTACTTG CCTTCTATAC GAGCAGTTC7T ACACCCAATT AGACftSFIAT 660 

TACGGQCAAT TPGTTATAQC CO033NCTIG ANOGCMOOGA OOTNTATCC TCAAAAGNIG 720 

CIN3AAAAAA TCCCCQCNAA NGAAAANMX ATOGOCATCT ANITCNCING AAACAACTOC 780 
TITOCTOCT3 00CAA3N3AN AOCAAAATCN a3300GTAOC TIGACCCINT OCCOOCINC 
CT 

(2) INFORMATION FOR SEQ ID NO: 518: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 869 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: EMA (genccnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1364UP 



840 
842 



60 
120 



(xi) SEJ^JENCE DESCRIPTION: SEQ ID NO: 518: 
GATCTAGTOC TICACAAGCT AGAAGCTOCA AOCATCAAAG AGOGATCGAT GCIGAGAACA 

55 CTTITICIUr GGAGGCTTAT CAATQCICTT TCTAT0OGCA Q LTllM'I CCA GQCAGATCAA 

TACIGGCAGT OGCTQGAGOC TQOQCATCTT AAG3CX7TITG GATATOGTOG QCTGACITOG 180 

GAGTOQCAGC ATQQGCTGOG CAGCTATOCA TTCOOGATOC TCTTTGAAAT GTIXCTZACTAT 240 

40 GTGG0C3TOGA TACIQQGTGT GQ0CA00O3G ATOGOQCTOC AGGOGITOGC ACA3QCGAOG 300 

OOGCTCTOIG GGG03CT3GT QCOGAGOQGC GOQGOQQQOG TOQCOGOGAT GAAGGCOG7IC 360 

TOQGAGCTOC OGGAGGCAGC GCAGGAACIG GTQGAGEACT AOGGGGTATT CTACQOGOOG 420 

45 CGAGIGSIGA TO3QGG03GT AGCAGOCTQC G33SAGITCT ACAGOGTOCT QCTQC7H30GC 480 

AAGCTGTATC TO0GAGTO3C GGATAAGGQG GAOGAOOCAG AAG330GACG CQQOGCOGGT 540 
CAGOOGGTIG GCGCTCAATC CIGAOCATCA CAAACITCTT CAAC TC 1 TI C TTOGOGAACG 

50 CAAaTITCAT CACTCCINCA AAATAACCCC CAOGOQsnc COCICTAACC NATTTOGATT 

GGAN209G3G COCATSZTTTG GITCTCNIGG GCTTOCAOCN CAA LTl'l NQC GGTOQCTOCN 720 

TTT3CCK30C CT3CAOGG0C NATACITITT A1CTIGQCCT CCCTOCCICT TCTK7IGCCA 780 

55 aoctcttgcx: caccaaagct qcactcnntt anoctciocc taggtitoocc ogngccccgc 840 
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OGGTriTTCN ATAOCANINA NACNCTOCT 
(2) INFORMATION FOR SEQ ID NO: 519: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 839 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1365RP 



869 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 519: 

GATCTC03GC CQGOGGAAGA OGCAGAGGAA AGOGAATOGA GOQCQ3GAGA GCQCTACTCG 60 

ACQGACAAAA GCAGITAOQC GTCCICOGTG CAQQOQGTOC TCAGSGOGAG GACAGOGICG 120 

QCAGCCAGOG CAGATACAGC AATGAGCAGT TCAAOGGCAG CX^GCGATAG CQOQQQOGQC 180 

GCTAAGATQG ATOCAGQOGA OQCAGATGAC QOSAOQOQCA QCTTOGMCT GCQGCTTOCA 240 

GOCCTOGOCA OQCAQGAOCC GQCTGT3GAC AGOQCAGACA 0330GAGCQG CQCGICGCCG 300 

GCCTOCCCCG CCGOOOOGCC CAQOOOGOOG OOCANOQQQG QGACQGAQQG CTOQGACGAG 360 

GCOQCOQOQC CGCT9GAGCT GOOCAAGCAG OQOQGOGAOG OQGGCACQQC GQCCGGCQQC 420 

GAGOCX3CTGC GQQQOQGQQC CAOCAAOOCC TIXXX3GGTGA TTTOQGTOGG COQCTOCAGC 480 

AOCTTCAAGC G030QG03QG OOCX3GAOQOC3 CAGQOCTOQC QCACGTCGIC CQCOQGCGAC 540 

AAGGQOQCAC O0GTCTQ09C GAAOGftGCAG AGCATOCTCA AGTIGOOQOG CNAGCNCANC 600 

TAOOCIGAOC AT3AATTCNT CNACK7ITCA AAGANATTAA TTICCTCANA ACNIGAANAA 660 

ANOQGTOOCT GINCTIGAAG AANOOOOCNN ANTAACNAOC OCCIW3ACAG CTCNGATTTC 720 

CTOOJCCTTA TINEAAAAAA TTTCAAAINC GQGTQ3INCT TCCCCOgCIN CCCAACNITT 780 

TAAAAN3TTC CCAOQGCKIN NIQONQOCNNr NATTTOQCCC CCCCTTCCNT TNEXCNQCT 839 

(2) INFORMATION FOR SEQ ID NO: 520 : 

(i) SEQUENCE CHARACTERISTICS: 
45 (A) LENGTH: 851 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: EKA (gencndc) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1365UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 520: 
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GATCAOCTGA OSTTCATOGA GCXnOCAGCA CTOCAOGACA QCGAAGD3CT GCT3C3Q0303 60 

ACGOQGOGQG OQG00GTOCA GCTCfiaamU GGQOOOQQGG GOXGCTOOG O30G0Q0CTC 120 

QOGGftGGOGC TGGAOGAGTT GCK3GQOGGA COCITAGOQG CGAGOQCACT G0G3CO3GCG 180 

TOQGATCICT ACTTTATOCA (XTOOOQOGG CTOOOQQOCT CCCX7TTCCAA CTOCMGAAG 240 

CQOOGrrGTOG GGOGOGIGAT TCT3CX9COOC TOC03CXJTCA TKXCA003G GEATAATO3G 300 

AOGOQGOGOC ACTTOOGCAA TTOOCAOGAC OOOGQGIQQG OGOQCTGCAA QQQOGGOQQC 360 

AGIQ0GCT9C ACA0CT3ICT CTOCTTACAC QOQGAQGAGA ATOOCTTACT QGAQQOQGQG 420 

OGGGAQOGOG TQGQOGAGGG CGCGGTOCTC TACP30GACA CCTGTCCCT3 TTTCACATCT 480 

TCXX7IGAAGA TCGTICAGAC GGGGATCAOG GfiGGnQGTTT ACTOQCAGfiC CIACOGGATC 540 

GACAGOGACA GdTCAAGGT ACTOOQQGOG QGQQGOS1CA QGTCCOQQCA QCTACAG3AC 600 

GOGTIOOOOC GCAClTlTiA TTATATNN3C NG3CN3CTTT OOCNGCAACN QCTAAACTIG 660 

CIGITTTIKC ATASAA03K: OOQQOQC?INC OGACINCAAA G^AATOOOC AACOTTICTr 720 

TNTTTOOGAG GCM3GGGAAT TTTCCOCG3A TNINN3GOOC OOOOOQGIIfcJ TO CXXJITA CC 780 

CANITCaXT GCCCAATOCT CCOQQQGAAN OOXXNCCAA OOGICTCX3W TIttCICCACC 840 

OGNOCIG^OC T g 51 

(2) INFORMATION FOR SEQ ID NO: 521: 

(i) SEQUENCE CHARACTERISTICS: 
30 (A) LENSIH: 823 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 



15 



20 



25 



35 



(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1366RP 



40 <xi) SEQJENZE CESCRIPTICN: SEQ ID NO: 521 : 

GATCCAAOGG TCAAOCAATC OCTOOGAGAT TOQOGGCATA G0GGA3GAGA TTOOCAAAGC 60 

GGAGAAGCAG GACAGCTOOG OQQCX3GICTC TOCCATOQGT GOOGTOCIAG QOCATOCAGC 120 

45 GAGTCCTTIC GGTOCITIGA ACGIGCTTAA CAGITCTOQC GAGCICTIGA ACCAGQOQQG 180 

AGCAAAGOCT GCTOCOGGTC CTCTCMG33 CATOATGGAG GCTOOGIC TA ACAOGACTAA 240 

GGCAATIGAC TTCATCAT3G AGOGTQCAAG TCATOCAAAG GCVGGCGCGG CAGAQCAGCT 300 

50 GATOQGTCTA GATATQGTAC TCCAGAATGC OGIGAACICA AGOGAAAOCT TK3CAAATAT 360 

CATAAAAATC CAGAIGQCAT OGAOOGftGGA CTOQCAGAAG GOOCTQOCAA GITIGTK3GG 420 

CTTGTTGTCG TACIOGACTC ACAAGATOGA GAGCATCAAA TOOGrGATtA AGCTSATAGA 480 

55 GTTOGGIGAA AAGAGOOCTG ATOTATIGAA TCCICTOCTA GAACT3CT3C AAGCnOOCT 540 
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GAAGGICAAC AGATIGATAC OCTC0GAAAG AATTTTOGAC TTACAOOCAC ATCCTOGAAA 600 

CTICMNTIT GCT30GAGTT ACAAACK33C ATITCQCAAT CIGOCATTTG TIDCCTTAAC 660 

«3JCCCCAAA QGITIGCACA CX3SCNOT0CT NCAGGNITCA ATNOCTACTC CIWINNCTNA 720 

CCNANGAATC CNWTK3QO0C TTNTTTAANN CAAATCIOJC CANATOTACC COCaG m ' l ' lT 780 

TTTTOGAAAN OOCTTTTANA OC7ITTCOOCC OCTCXXTTIN NAT 823 
(2) INFORMATION FOR SEQ ID NO: 522: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 854 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECRESS : single 

(D) TOPOLOGY: linear 

. (ii) MOLETULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1366UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 522: 

GATCTTATCA QGATAAATGA. TTTOCICCOG GAAAGIOGAT AAATTGCTCA TATATOCCCT 60 

CTQGGGGAGA TAATATATOG GACITICQCC ASTTTCAGCA TTTCTACGCG QCATCMTAG 120 

CTTQGTAGGC TTCITAGGGT TAGTAAAOGA TIQCAAAACA QQOCACAACC OCCCAAGGAC 180 

OCTGAAAAGA GAAGACTCGC OQCAGOCA1T AGGAOCTATA. ATCAATAGAT GGTTACCATC 240 

CrTCAACTOG AAGITAAGIT OGQQGATAAG GACCIGATTA QCAQGPGICA OTfiGTOGAAC 300 

AT3AAOGAAT TGAATCTTAG AATOGIUTEA TTCTATAATC AOCTITTIOC CATCAGTCTT 360 

OGAACTACTT OOOOGTCTA GOCIGICATT GAAATTTCIT AAOOGTAGQG CCICICCCTT 420 

TAGCTGCT3G ATACIAQQ3C GCAGITQGAC ATAGCGGOCA ATAGATOOQG AOQCAGTTAG 480 

CAGEAAAOGT CTCTIQGIGA TAAAATCAGC G3IGACATCC TCAQOCATAT TftSAAOGAAA 540 

GAAGADQGQG ATAGAGCATA ATATCAAGCC CMCAGQGOC CCAGAOCTAC TICACCACAA 600 

AGCTAGTACA ATICGIACAG TOCICTTAAA TTTATCTCCC OCOQCINAGA ATAAGTTACT 660 

GGTTANAAAN AAAAADCCAA TCOCATATTC GGINTTTCAC OTIGAATAAA CNWINOCNCN 720 

TIGCTIGAOC H^CITGAAT TTATGAOCGA ATEAOCNOCA T l 'l'lUXVlU ACATACCGIT 780 

CAATIGGNM3 TTIGACCTOC CACINATEAT GATTNAAATC AAOOCATOCN GTCCTTCNQC 840 

TTT0CCK3GN GATC 854 
(2) INFORMATION FOR SEQ ID NO: 523 : 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTO: 824 base pairs 

(B) TYPE: nucleic acid 
55 (C) STRANDECNESS: single 

(D) TOPOLOGY: linear 
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(ii) M0T.EOJU: TYPE: LNA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1367RP 



(Xl) SEQUENCE DESCRIPTION: SEQ ID NO: 523: 

QGATOOGQCC CXXTTICGOCC CGTOT330CC OGIODOCOOC QOCAGQQOCT Q0GCO30C30G 60 

CAG3CCCACX: G0GOCTCO3C CGVGTTQCCC TAQOQGATTG TTCA3T00CT GTOTK3CCIC 120 

CTGACICTOC ACIOSAQCTC TIGTATOOQC A3CTTICIOC CAACTQOQOC QCAAACICTG 180 

TTTTCCIGTC TCIOCAGAGT TTOOGICTCT G3CTOQ3CTA CTOOCTACCT QOOOTITOCT 240 

ATOGAGGAGA AGTCTC7TCTC TATCTCATTT GTTEAflCIOC riTULTil ' lC CEAXAMCTT 300 

■muiMGA AAAAAATTAT GAAAAOGGGA AATCTCJUA ATITOGAAAT QCTGCTO30G 360 

ciooGrrrarr caacttccag ogcxxxxctc tosttctact ocicrsrrcr togtctagct 420 

TTOQCTAXIT TTICIQCTOG GTITTOGCTIC TTITTTCTOC AAOGCAAGGG O30QCTOCGr 480 

GCCTGAGGfIG GCAQGrlQQCT QCACAAGTOC GQGOGOOOOG GAACOGAGOC QQG?EA£7ITAC 540 



OQGQCAACTC TO0OQOCGAT OQOCTOOQSA GQCTTAD33C A30QCTTA.TT TAATTCTEAC 

CTAACTCAOG TOGAQCTAGC AOGTOCTTOG CAGCTCftSOC QCAOGTCAOG TAGOGTOIGA 

CTAATOGOQG OGAOCIGCTG QGTTAAANGA OQQGTTAOaC OGTEAflGTIG GAAACGCNCC 720 

AATAAATTAC OTAOCENTTA AACACAOGQG ANAAAAANAN NCCCG3CNCA NA^NANCTT 780 

TTOOCCTTSA AOCDCGGrroc OXAAGOOQG GSOCX3«Xr3CA GAAN 

(2) INFTCPMATICN FOR SBQ ID NO: 524: 

(i) SEQUENCE CHARACTERISTICS: 
35 (A) LESCTIH: 850 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDELNESS : single 

(D) TOPOLOGY: linear 



600 
660 



824 



(ii) MOLECULE TYPE: ENA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1367UP 



(Xi) SEQUENCE DESCRIPTION; SEQ ID NO: 524: 

GATCTTAT33 GIGGTTCTCT AGQQCK3AAA G30GGATATG GACACTOGAA A3X3GQCAGCA 60 

GAATTIATIA TAAAAOC7IQC PG3VGKXXJT GGGTTAOGOG GTTCIATATT GAGQCCAGGC 120 

TATGTGACTG GnOOOCTIC TACAGGAGCT TCTAAGQQQG ATCACTTICT (XT003GTTC 180 

CTACQGGGAT GTOTICAGTT AG3CAAAATT OCTCATATTC AAQGAACTGT TAATATOGTA 240 

CCAGTIGATT ATOTQGCADG GTTAQCAACA GC03CTTCCT TCTOGTCATC AGGCAATACA 300 

CATATGATOG TTCTAAATCT CAATQOGAAA OCAAGAATAT CATICAGGGA CIAICIACTA 360 
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QCACTCAAQG AAXADGQCTA CCAQGTTAACA TCAGTTCCTT ATCAOGAGIG GAGEAAGGOG 420 

CTIGAATQCT CGAGTCATCA AGAAAATOCT TICTAT0O0C OMTGTACCT TCTCCTAGAT 480 

GACntXCTA AAAACTQQGC AGITXTGAAC TCGATACTAC TAATOOGAAA '1T1U1T1TA G 540 

AAGAAGAOTT TOOQQQGAQG AATATTGAGC CAATTATCAT TACTTOQGIG TCATTfiGAGT 600 

TGIGQGTQQC CATATCTCAT TTTTGCATAA TTIAGCTOOC NANAANAAOC AOCTAAAGTT 660 

CCCAGCOCCT GOCNATATTC ICTCICCOGA OGAACAAATT CXTTAATANC NCATAOCNCT 720 

GCKCOGAACA TACANCAADC CNTAAATAOC NCAAATTOIN GACAACAT3A NICTTIMTT 780 

TTTITATATT ACAAOCTATT ATTAACCAAA TININATCAC GATOTICIWr GADQOCCTCT 840 

CTGACAAATT 350 
(2) INTORMATICN FOR SBQ ID NO:525: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGIH: 825 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genordc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1368RP 



30 (xi) SEQUENCE DESCRIPTION: SBQ ID NO: 525: 

GATCATCIGA AGTAATATAG AATCTQCATC GQOQCAAAOC GITQOQGICC AATCTAGOQC 60 

OGGTGTAGOG GCTATCGGTA A&GGTGftGCA ACQCAQQ30C ATQCCATOGT TCCATCAAAC 120 

35 AGQOQGCOCA GTCAAAOCAA GCCITCfiGGT TAGAATQCAT GTCCVIKJLXJJ TfiQQCITCTG 180 

GAAOCATCAA GCACATQGCT T033GTAATC ACAGAACACC ATITATCACT AGTAATTCTA 240 

GCACATT3IC CAQ0QO33CA GAGIOGGATC CX3CCTTCTTC GATAATOQGA TAAAGCTTCT 300 

40 CCAGTT3GTC TTQGAAAAOG GOQGATOOCA TGACAOCTTC CTTOQCAOGC ATCCAGITTT 360 

TCTTOQCICT TAQQGTATTA ATTTCAOOGT TOIGTQCAAG OCAGOQGAGA GQCTOQQCAC 420 

GGTCCCAAGA TQQGAAT3TA ITOGITQGAG AAAOGAGftGT GTAOCAGOGC CAGGTGftGAC 480 

45 TTGAAATGAG CATIX3GICAA GTOCT3GTAA TAATTATACA CCTGGCAGGG TCAATTGAOC 540 

TTICTACACA ATTGTCCQGT TATTEAGGAG CACACAGTEA ACAGTICIGA TACOGATOQC 600 

CGITAAAOOC NNLTnCTIT AAATOTEAAA CTOGCATCCN GAAGICICTC GINA3TANQC 660 

50 TGAA1CITOJ COOGATACIC CTQOQCATAT TICITTCNCN CAACAAOGTIT TTPGAAATOG 720 

TTTCCCAAAA OCAAGGAACC NAAAGAAATN C^PGGACNC CTOO^ACCCN AACCCNNATT 780 

TAACAAT03G TACIN30CAA TTCNTICAAG CNNAAOCTGT NNNCT 825 
(2) INFX^MATICN FOR SEQ ID NO: 526: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 839 base pairs 

(B) TYPE: nucleic acid 

5 (C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 
10 (A) ORGANISM: PAG1368UP 



75 



20 



25 



30 



35 



40 



45 



50 



(yd) SEQUENCE DESCRIPTION: SBQ ID NO: 526; 

GATOGTCAOG ACTTIGTCTT TTACTTCAAC OGTATIGCAA OGATCTK3GT TTCGCQOQCT 60 

TTOGATGACA TftXTATCCT GOGQGATGAA CTQCCATTOG TGACTOCATC CGGATATCAA 120 

CIGGAGAAGC CTOITCATCT GAATTTTGAC AAGATEACGG CTSIGAATAT raiUJUL'llT 180 

GQOGACTGTT TCATGQCTIC CCTACGCAAA ACAGTQOCAA A3ATAT0CAT OQGfTAAATIG 240 

ctcaitcagt ctcacictca aacaggigag ooocAGrrrAc attoogagtit cteaccagig 300 

AACATIGGOG GCTCTTTOGA OCAGGTOCTA TIGAT3GATG CACAAATAAT CICAGGOOCA 360 

GCAATTATCA TQQCTATICA AGTOCTAGTT GAOCATGGIG TTGAACTAIC AAAAATAAAG 420 

GITATTGICT ACTTAGCCAC TCAAATIQGA ATAAGAAGGA TAATAAAT3C CTTEAACAAC 480 

AAAGTATCAT ATATG0933C GAAATTATAT CAGACGAAAG TATGACAGAT QGCCAATCTA 540 

CIGGGOGAGG GK3AGATTCA TOGACICAAG AEACTTIGQC TCTSACTGAT TCAGAGCTTT 600 

T3CTQOOCAN GC2GGAATTA ANAACTTTIG GK3CTATIGC ATGITACAAT ATTAGCATTT 660 

ATCATOCATA CCATAGCIO: TTEACNATAG CA3NTAATIT TACTATCTIT NAACCCAGCC 720 

AGACTATTTr TO0CXXO7EA CTTTACNAAN ANTTTAANCA ACIGACCOCC QGNEATAATT 780 

GOOCATOCAA CAOCXXXXNC CTCNEAANAA ANAOCNACTT GGAAOGACTG GGAACCNCC 839 
(2) INFORMATION FOR SEQ ID NO: 527: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 851 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (generic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: RAG1369RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 527: 
GATOQCCTAC TIGICICAQG AACTIGTEAT CATGAGAGAT GATATGT3CA ACAGGITEAA 
55 GOGCAATAGC ATEATTCTOC CAACAGIGGA AGAQGAACAG AAACAGGAAT ACATQCIGTT 



60 
120 
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ACAGCAGGAG CIOCAGGATG ATGA2CGTAG TICQGATCIC TCCAXTAGTIC AACIGATTAA 180 

GIOCAGQGAC CAATIG0CT3 CX^GIGICCA OGfCTOCfiGG AAGAIAGICA AAAOCATOCT 240 

CGATCAGCAA CAOCTTIQQC OCTTTACCIC QCAG3IQ0QC CCTATAAOCT QQGACTATCA 300 

CTACACCTTC CAOCTCTQOC CAATACCCTC CACTATCATC ATITOOGACC CAACIQCACC 360 

GAAATATGAT GTTACFTACA AOTGCTOCAA GAGIATCAAT CXaGQCTCAT TTCTOCACAA 420 

GOQGAGOGTC AACTATACTC ACTACACTCC TT0GTTAO3G AAAQCAACAG AGGAAGAAAT 480 

TOTOGICTAG GACTCTAAAC TTACATAEAA TOICAAATAT AAAGCTTTCA GAOGTOCTCA 540 

MhujiaT QGATATTTCT TCAACT1V1C (XCTAATATC GTTATOGCATA CAGTAGAGQG 600 

GGICAAOMSG AACAAGQQGN OGTOCndT CAAACK3C3nC CCCANNCAAT OCEAAAAAAT 660 

TNIGGAAAAC TTCCACCTAG ATTTTCT33C CAICGGNGAT GO0CNDCNCT CTITGATICC 720 

TO2ANOCCCA GANNAATCNC OCNCTT3XXT OsTPCATOCAT N00CNTIN3C CCAATTCCNA 780 

N0GTTAAAN3 00000000^ TTTICAACIT TNGGATJ.T1N NINGTITIOOG TO3QCNNCCC 840 

Q3JINCAGAC C 851 
(2) INFORMATICS Fm SBQ ID NO-.528: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENCTH: 858 base pairs 

(B) TYPE: nucleic acid 

(C) STRANEECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1369UP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 528: 

GATCAAGACG AAGCAGAAGA AGftOQOQGEA OGCA3CTACX3 TOOCAOCTGG TOQOCTOQGA 60 

40 QQOQQCCAAG GCGATOQCIC TOGAGOQOGA CAOQOQOCIG QQGCTOGTEAA TATQ0CT3GA 120 

OCQGACQGTG GACACACQ3G CG0G3CACAT ACAGAGCATT CT3G03CAGC AQCAGAQGAA 180 

CTAOQQQOQC AOQGTOQCAA OCATCOCTGT GQOQGIGATT AATTOGATOG AACATTGCGA 240 

45 GTTCTTITIC QQCAAAA03C TOGAOOQGAA CACAOQ3GAC TAOCTQCTAA AOCTGAGQQC 300 

TQCAATOGIG GTICTIGQQOG ATCIX3GTOQG GACOCTOOOG COQGACCIGA GGCCAATATA 360 

TTOQCAAAAC CIGAGCTAOC TCATAGACTG GTTGGATACC CCTGAGAGQC CATOQCOGTT 420 

50 GOOQGACTIC TATXXX3CTGA AQ3TATACAC TOCAATOGAC GK3GAQOGCT OXTQCIGAC 480 

CGAGGTP3AAA TACTCCCCAG AATAAT3ACT OCCTIQGftGG ATOOSTCTEA OCAAOGQCAA 540 

GAAACTTACC ATAGTKXNT GGACAAAQGA ACCCTQGAAA TQQQOCGATC TCCCTACTAC 600 

55 OCAAATAAGC GTITIGAAAA ATGACTACAT TOGAATOOCN QCNAQCAAAA TIGAACACIC 660 
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COCQGAANNA N31TACNAAN OCAAAAGTTT GCTAAATATC TCTTKXNIN GEftCACTIGftC 720 
OOCNACINIT GCAGQGAAAG GNCTOITITr AAACTTCCAC TCNGACITOA TITIACCCCT 



TOAGAAGCAT TINAAAAT 
(2) INFORMATION FOR SBQ ID NO: 529: 

(i) SEQUENCE Q1ARACTE3USTTCS: 

(A) LENGiH: 834 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1370RP 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 840 base pairs 

(B) TYPE: nucleic acid 
50 (C) STRANEECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (genomic) 

(Vi) ORIGINAL SOURCE: 
55 (A) ORGANISM: PAG1370UP 



780 



OCXW3CATOC AOCNAANCAA CAOCTCOTICN AAOCATAGAA O MlTl'll cr TITAAAACAC 840 



858 



(Xi) SEQUENCE DESCRIPTION: SBQ ZD NO: 529 : 

GA1CTICTAC AACIGAQOCT AGSICTIGIT CTTGAAOQGT AACCICCACA TICATTATIG 60 

25 GCTCCAATAT GGAGAAOQCC GAAGTIG3EA AACTOCTCAG TOCTCMATG ATEAAAGGAC 120 
GCACAGTCAG CAGAATOGAT GCAGCTQOTG OQOCTCTOG OGGTEAGCOGC CAGCGTTTAA 
CATGAAICAC ACAOSACTGT AGAGGAAAGC CTOOQGTTIT ACCACCTCIT TQCAAA3CCA 

30 CTATOCAACA OGAGATCATA GAGTICAOGA ATOOCTCAIA TTICAAHOGA AATOGOCAAT 300 

■ib-iu-iuin 1 AAAGCGTOGG TTIOGATCTA TGACAAGATA GTIATTATOG CTICCCAMG 360 

QCTACCATOC GTIACTCAAT ACTACTITAT CTICITCATT GTATIGOG3A ACTTCGAGIT 420 

35 OGAAOGAATA TCCATCATCT GTITCAGAGT GCTIOCICTC TGTAGCAGTA TTAATOGTTT 480 

OCTTGTATGA AACIGCTAOC TTOCC1ACTC TTACAC3GOGC CTIAAATTCA TO3AGCAQCC 540 

GTOOQCTOCT ATTTCCAGIG CATTOOOOOC ATCOCATTCA TCACTGICTG ACCAGTCKX: 600 

4Q TCATCOCTCA CNAATAOCAC NAOQGITOOC CNL'lUb'l T ftG CIQCNNCANG ATCACXCNAT 660 

AWX-i-mnr TOOOCAANTT CXXXX3GTOCN NCA^X3^JCXT AAAANGGTOG NQCTANICAT 720 

GGGIWrnCC CANTK3SIAMT TCNXT1T1U AAAAACAATC OOOITIAAGN TONAAGNCNA 780 

AANGQGTICC CTTCTAAOTG TCTOOOCITC GGOOCNCNNC OCX2AA3N003 AGAT 834 
(2) INFORMATION FOR SEQ ID NO: 530: 
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(3d.) SEQUENCE DESCRIPTION: SBQ ZD NO: 530: 

GATOGCAGAG GAGGAGOOCA TTOQGAOGCT TOCATOGAAG GAGGACAOCT TB3AGAA3TT 60 

TCT3GOGGAG GTCACATCOG ATGAGGOQOG CGAGAOQCTC GITKXX3AGG AGGATOCOGC 120 

CACCTACCTG GOCAAQCTCT TATGAOGQCT GTQOGIQCTT TTAAATICTT ACAIACTCTA 180 

CATATTOGCT TTAGPOGTAC CBCKI'ITIUA TCAGCTCTTC QGAAACOGOG CTQQGOGmCA 240 

GCAOGOOCAG GTC7B7IX3ATC AGQGOQCTAA TCIGCTCGTC QGSGGTCEAG TCX5ATGGADG 300 

QQCTTAGCAG CTOCTCTCAC TOGTOQCTOC GOGAGAACTC CAGQQQGICA CGCIOCAT3G 360 

GCAAGTCOGIC QQGQGAAAGC GQGAACATCC TTACAAACTT GIGCGATTOG CTTAQCAOGr 420 

AGAATQGCTT QOGIGOGTTC TIGGOGftGGA CXXTTACOGT GEAOGTPOOOC ACGAGATTTA 480 

TCAIIGOOQOC QGACTOGGOC AOGQCeiOOG OQCCAAOCftG CAOTCTQGA TTTICTCTAT 540 

GATQGAOQCA CQQOGCToTC CADGATCATC GTC&30QGAT GCCCTITOCT TQCAGCAGGT 600 

CATACAGCIG CTTOCCCTGC COOGAAGQOC CGTOC'IUOCT CAOGANACAC OQGAAGCAAT 660 

CACTCTCACC TCTTACICAC ACGAAANNOG CCOGCAAACC AGTTCCCAAA AAGICIOCTC 720 

TCTTAGATCC NOXMCX'iT GTINCTTTTIN 1NGAOGCTIG QOOGAANCAA AAOCTCCNIT 780 

OOOuriLC TQCTGNAQOC OCCIOOCANA INITITTTCC OOOOOCNOOC NATITCNICr 840 

(2) INFORMATION FOR SBQ ID NO: 531: 

30 (i) SEQUENCE CHARACTERISTICS: 

(A) LETC7IH: 835 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 



15 



20 



25 



35 



40 



(ii) M3LBCULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1371KP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 531: 

GATCGAGAAC AACTAOGACA ACAGOCAOQC AGACG30Q0G GAAGOGCTCA AGQCGAGCEA 60 

45 TArrmGAG TAOCTTGGCT CQCICATCTA OCAGOQOOQC TCAAAGCIGA ACCOGCTCTG 120 

GAADGCCATC ATOGTOGOOG GOGTGGAGGA OQQOCAQQOC THUC'IUU I T ATCIGGAOCT 180 

CAAGQQOGTC AAGTACIOOG OOOCAAGCIT GGCTACIQQC TTCGGCGQQC ATATQQCCAT 240 

SO TOCTCTCATG OGTAAAGTOG CAGAT30CGA AAAAGAOGIC G00330GICG ACCICICAAT 300 

TGCGCGAGCG ACTATQCTOG ACTOCATGAA GGTIGTIMTC TAOQQOGAIG OGOGTEAGTIC 360 

TOQCTTOQCA TCATQGACAA TGATQOQQGT GICAGCATQG AGCAACTQGA 420 
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Pa\JfiLJ^i^33 GoITOQOCAA GGATATTO3G Q3CTAIQ3CA 


OTCAGAATCT 


480 


CIGAGT&OOG QOGOQCAMC QCOQCACCTC TATACTATCT TOIOOOQQCT 


OCIOQOCAAC 


540 


CGCTO3CTAC TCACATACAT ATCAAGATOC ATAATCAATC TOCICATCAA 


OQCAOCTCTC 


600 


TTTTCTOSAT ACICTJAJ1UJ CUOCTATCCT GACTAOOCTC GAGTOCAAAA 


AGAOOCftCTT 


660 


T3AAACAACA OGSGKX3CAG CTAAG3S3AN ATOOGANEAA NCAACNCACA 


CTICAAITGA 


720 


CTTATGAAAT QOOCAAGGTT GATP3AACTC AOGIOCTIOG AACNNTC3Q3\J 


CGTOGAAA03 


780 


OCCTCITCAN TTGAACCAAA GTCCACAANN AGCTATTINT TINAAOOGIT 


OCQOC 


835 



(2) INFORMATION FOR SEQ ID NO: 532: 

75 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 850 base pairs 

(B) TYPE: nucleic acid 

(C) STTIANDEENESS : single 

(D) TOPOLOGY: linear 

<ii) MDLBCULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1371UP 

25 



(X±) SEQUENCE DESCRIPTION: SEQ ID NO: 532: 





GATOCATK3T 


GOGTITOGAG 


GTCAOQOCAC 


Q3AOGTOGAC 


ATCTAOGrlGA 


TGftGCITOGA 


60 


30 


OQGQCAGdC 


TICATTOGTG 


03QCACQCAA 


GAALJLTitiAG 


TiaXJGAOCT 


CIO0009GGA 


120 




GAGTTO0GO3 


TAOCTTQCGT 
GOOGAAACTC 
CAATACAQSA 


ATTACAG03G 


ATACAAATIC 


GAG0QCA3O3 




180 




CXXTIUXJb'lU 


OQCQOGAGCT 
CTCTGATCftG 




OQOQOCAAAC 


AGGTCCTCOG 


240 


35 


CAACGGTOCG 


AACOQQOGTC 


GQ3GAGCACA 


MCK3GHGLT 


300 




CGGMCTGAG 


ATOGAOG3CA 


TCATIGACTT 
GICAGAAGAA 


C03QGAGCCT 


AOQQGOGACA 


AOCIGAAGCA 


360 




CTAOb'IUGftG 


CIGAAGGTCr 


coqgaactk: 


TCAGAGAAAC 


'riTlL'lLTUJ 


420 


40 


TTQQCTOCAA 


TOl'lTlt-'lUU 


T333CATAAA 


CfiGQGnTATT 


A1TOGATTDC 


GOGATGftGAA 


480 




ATTOGICC1G 


AAGAOOGTOG 


AGGAGTTOOSJ 


TAOGTCA^G 


ATCCCACACC 


TOTTAAAGQG 


540 




CACQGAATAT 
GCTATCTGAG 


TCCAATCTAT 


GTCTOGAOQC 


AATAGACT3S 


TATOC7IQCTC 


TTAOGAftGIG 


600 


45 




OCTGAANACA 


CTICAACICT 


ACAOCTCTOC 


NQCTOOCNIG 


660 




GTOCTTAOGT 
TTQOOCAAJT 


NP3CNCOCCT 


GOCCNACAAT 


ACKXXXNAN 


N33GACNAXT 




720 




GQOQQQGOOC 


OIATATAANN 


CANATTOCNN 


CNTINrriOC 


CTIWK37nT 


780 


50 


TAAAAAOOCN 
CCCANCCNCA 


TINTTOOCAC 


CNATTINOCC 


AGANNACANA 


GGNNNKTOC 


ACCANNCTTO 


840 
850 



(2) INFORMATION! FOR SEQ ID NO: 533: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 835 base pairs 
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(B) TYPE: nucleic acid 

(C) SIRANDELNESS: single 

(D) TOPOLOGY: linear 

s 

(ii) MOLECULE TYPE: ENA (genanic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1372RP 

10 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 533: 



15 



20 



25 



30 



GATC7TEAAAA 


TAMATW3AA 


TGGTAATAAA 


TATCATICAG 


GTACAAIftGA TOC'lUtflUlT 


60 


ACTAAAGSAT 


TACCTOGAAT 


AXAATTATCA 


GGATOIDCTA 


AftCT&ITMG TSAAAA3AAT 


120 


ACAAATAAIG 


AAAAGAAAAT 


TATAAAIACA 


AAIACTCTTA 


CEAAATCTTT AAAAATAAAA 


180 


TAAOCATOCA 


TTOGTAATCT 


ATCIAAAITA 


CXl'IGTAATAC 


CTAAT3GATT TGA3GAAGCA 


240 


TGrTACATCTA 


ATAGCATTAA 


ATGCAXAATT 


ACTAITOCTG 


CAATAATAAA TOGTACTAAA 


300 


TAATCAAATA 


GAAAGAATCT 


TAEAAIW3TA 


QGATTECIAA 


CACTAAAIGA TQCTCAXAAT 


360 


CATftGIftCAA 


TATCA1TT0C 


AAIAAAT3SA 


AXAGCACTAA 


AEAAATEftCT AATAACAGIA 


420 


QCAOCTCAAT 


GIGACATTTG 


TCCATATACT 


AAACAATAAC 


CTA&3AAMC TGCTGCEATA 


480 


GTTAAAATAA 


AGATAATAAC 


ADCAACiUlT 


CAIACAAIAA 


CICEAGGTCA TTTAIAAGAA 


540 


QCATAAIATA 


AACCTTTACC 


AATATCAATA 


TACATACAAA 


TAAAGAAGAA TGAAGCAOCA 


600 


TTAAGAT3CA 


TATATCEAAT 


TAATCAAOCT 


AGTTCTACIC 


TCICATAATA TCTICTACIG 


660 


ATGANAAAGC 


TAATOCATAT 


TANAT3AATA 


AGCA3T3NCTA 


AAAAATACCN GINAGAATTC 


720 


AATACTAAOJ 


TAAOCTATAA 


AAOCNAATTC 


NTOCAOATAA 


TCfiGAAQGTC MQGAATCAT 


780 


ACNACEATAA 


CNATTTAATA 


TATIGATTCT 


ATTNOCATTT 


TNTININAAT ITl'JC 


835 



(2) INFCKMATICN FOR SBQ ID NO: 534: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEW3IH: 854 base pairs 

(B) TOPE: nucleic acid 
40 (C) STRANDECNESS: single 

(D) TOPOLOCT : linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 
45 (A) ORGANISM: PAG1372UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 534: 

SO GATCTAGAAT TATTAAGTCA ACTATTAACT AATATCTATA AIAATAAT3S TTTATCATTA 60 

AAATCATTAA AGATAATTAT TAATAAATTA OCATITAATA AT3ATATATT ATTATCAAAA 120 

AATTATCTTA ATAAAATAAA TAAATATAAT TIACTAATTA ATAATAATTT AAATAATAAT 180 

55 AAAAAAGATT TAATTAATTT ATATACTTTA GATAATAAAT TATIAGATTT AACTATICIT 240 
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AATAATATAT 


TATTAQGIAA 


ATATTTAGTEA GTTAfTTAATA TTyAATPAaa ri'j~n 'vanro 


300 


TTAAATW^AA 


ATATTACTAG 


At ' 1 'AATAAAA ATAAATTV 1 r T'A TT^AAATJTJ PAT* fl f i t hp a aTTV 


360 


TATATATATT 1 


AATCAAGTAA 


ATTAAATAAT 'It 1 ATTVPAAAT TAAATTaTAT &Tr"&/'*f'PAarn 


420 


ATTAATAAAP 


TIAATAAlU'l ' 


ATTTATTAAT AAAAATtTTTTA TTi'I'lTA^TAT 1 Taa.fi.ATra a a 


480 


TTAAATACTA 


TTTAATAAAT 




540 




TIAAAIAGAT 


AATAATCAAT TAAAHAATAA AAATEAAGAT QCCACAAATA 


600 


ATTCCATTTT 


C1TEATGAAT 


CAATTAACTT MUJ1T1LTA TTEATTITAC NATTTATCNC 


660 


ACTACTNATC 


TITTTTEACC 


NOT3AATTIN ANAATATATA CICNCNANTA NATATTCNCA 


720 


AATTATAAIA 


TTAATIAAAT 


TIAATTAATC TAITATGATC CCNOTINTAA ANATATCAGA 


780 


ANAATTTAAT 


ATATATATNG 


AAATAINTIT ATOCOOCNJGG NCACTIGAAN AAAANIATAG 


840 


TTTCNTOOCC 


ACAT 




854 



20 

(2) INFORMATION FOR SEQ ID NO: 535 : 
(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 827 base pairs 

(B) TYPE: nucleic acid 
25 (C) STRANDEXNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencraic) 

<vi) ORIGINAL SOURCE: 
30 (A) ORGANISM: PAG1373RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 535: 



40 



45 



GATCTTAATT 


TAAAATTTTA 


ATTAACTATT 


TATAATTTAG 


AAATATATAA TCTAGAGATA 


60 


TATAATCTTA 


AAATCATAGG 


TAAAAATACA 


TAAGATACTA 


AGAATAAAAT TAGTAAAATA 


120 


AATAGAAAAC 


CATAAGTTAA 


TTCATTCATA 


AAGAAAAATC 


GAATTA1TTC TOQCATCITA 


180 


AlTl'l'lATIA 


TTTAATTGAT 


TATTATCPAT 


TTAACATAAA 


ACATnTAAA ATOTEATAAA 


240 


ATAAATAAGA 


AATTACTTAT 


AGAATATTTA 


TTAAATACTA 


TTTAATTTAA TTTEAATATT 


300 


AAATATACCA 


TJT1UATEAA 


TAAATAGATT 


ATTAACjI'ITA 


TTAATATTAA GTGATATATA 


360 


ATTTAATTTA 


TATAAATTAT 


TEAATTTACT 


TCAIPTGATAT 


ATATAATTAT TAAATCTACC 


420 


T7TCATAATA 


TITA'iTiTIA 


TTAGTCTAGT 


AATATTCTAT 


TTAATAGICT AlXJLTi'IAAT 


480 


TQGATATTAC 


TACCTACTAA 


ATATTTACCT 


AATAATATAT 


TATTAAGAAT ACTEAAATCT 


540 


AATAATTIAT 


TATOTAAACr 


ATATAAATEA 


ATTAATCTTT 


TTAATTATAA TTTAAATCAT 


600 


TATAATAAGT 


AAATATATTA 


TTATTTTATT 


AACATAATTT 


TTGATAATAA TATACCATTA 


660 


TEAATQGNNN 


TTATAANAAT 


TATCTTOAAG 


GATTTNNPQG 


AAANOCTINN Tl'ITAGAAAT 


720 


TNGGTAAANG 


TC20NCIAAAN 


NCCAATOOCN 


AATTAITAAA 


TTAATTTAAN AANAANNANC 


780 
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CTITINTINA ATTEAkTl'lN AATTTAAOCC NCPCCCCINT TTAANAT 
(2) IMPORMATICN FOR SBQ ID NO: 536: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 831 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDEXNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1374RP 

(Xi) SEQUENCE DESCRIPTION SEQ ID NO: 536: 
GATCAATGAT AAATCGAAAT AAACTGATAC TATTOEftGOC ATTITTCTGA ATTAGCACCT 
GGAAACACIT TTTAACCICT T00QGA3OTG TCTCIGACIG ATIGGAGITG MOGTCTOQC 
GGGTAACIGC CICTGCTGTC GTCTTAGCIC OGftOJl'lTlC CACIQCCOQC CGCTOGGTICG 
CCACAOGOGT CITCTTCTGA ACIQOG&GTIG GQCCCAACAT GIGCJIOCAOT PCCGTTGGVG 
QQCOQCCAAG TTGCK3GAAT AAOQCfiOOCA TCTTAAAOCA GTIGftACTGT GCAAAATCTC 
CATAOQCTTC GAATK30C7IG AGATAGGAGT TQQ3CT3CAT GCTCTGQOGA AGAGCAGCAT 
(XGCATGCTG ATIGGTGCTC TCATCIftGAG QC?TOGCTQGT AGCATCTCCA TCATTITOGA 
TQCTGriOGTT C7TQ3CTATIG CIAGCATOGT CIGTTIO09G ATACATftGAG CCMGflACAC 
TCAOCTGAIT CAACTCAAGG TAGTCTICCA QCAGAAAOOG CITOQCCOOG TIGACAAACT 
CCTCAG33CT CAAAAQCTTC OCX33CATTIG TCAGTTTTAG ATIGOCTATA CICAftGCTIG 
CAAGIU3CTC AOQCTCATCA OG3CATOOGA ATCCTO33CA AAAGAGAA37T GACXTTCAGIT 
CAATOGCOOG CCCTOCTTTA AAAACATATT AACTCTOOCN OQQOOCAG GANAGAATNC 
TCCOGTACTT CNA>O^?O0C AM^INIGOX NICATCTCAA ATTOOGNAOC INGENANITG 
GAN3CNITOC OGAGQQ0C7IC TOOCCCCCTA TTGANGNTOG N00QCGTIOG A 
(2) INFORMATION FOR SBQ ID NO: 537: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGtlH: 856 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (gencxnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1374UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 537 : 
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GATCTEAAAG QOQGAIAIAA AAGCTCiaCA AAAGAflGATO AACAAGCTIC CAACQCTICT 60 

AAACTITCAT ACTPCCQCCA TIGOCTIGGA AGATCAAGQC GAAACAAAAG AAAGEACCGA 120 

ATTTAG33CT ATTATTAAAG AGTTIGAAAC ACAAAATAGT TICCAGAAGA TTTIATATOG 180 

GAATTAATAG ATAAGACTfiG CATCTTTOGA AAAdTTATA TAAAOCAQQC AGATTAGCEA 240 

CTTCTACAAT GIU7ITCAGA AGICTOCTOG AOQCTAGGAG ATOGTTOGGA 300 

AAAOCACTIG TTCCAGAACT GICXTAA3AT GC'XL'IU.UIT QGAAATATAA TAA30QOGAA 360 

CA3OQ0CA3C GATTGTGTOG TCGTTEAIAT CTACGIOllC AAIAA3CICA GGAAIAIAGA 420 

ACAAGC3CAAG TTCTOGAAGG ATTOOITCTA GGCACTOCTT TTOOGAOGAC CAATCTACCT 480 

TAGITCCCAT TCTGTAGfiGG AAAAATOGAA GTTTSGAAAG AGQOQQGACA TAATCCTTIA 540 
AAAGTAAGGG TACACiCTIA ATOCGAACGT TOGTCAAATC GCTCTIOjiL'l' OCACATATTT 
CAATOGAGEA AmGITCTCT AGCATICTCT CATCIOCACA CIGTIGAGTT AITCCAAATA 

TOGAATOOGA O3CATEAT0C ATCITAGATA NOSTTOGIAT A3CQCTAACT TCCOCAAICr 720 

CAAOCttCANC CTO3ATATOA TITOCOGAAN TTTOJNAA1N NNNATOCCAT TCANAAAMT 780 

(XTTOCTEAG GACCTATCAC OCAAATANTT AAOOQ03TCT NANGATCCCT GNTT3GICAC 840 

AAOOCNGCT CTTNNN g 5g 
(2) INFORMATION FOR SEQ ID NO: 538: 

(i) SEQUENCE CHARACTERISTICS: 

(A) L£NGIH: 828 base pairs 

(B) TOPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOUOGY: linear 

(ii) MOTECULE TYPE: ENA (genomic) 

(Vi) CRIGINAL SOURCE: 

(A) ORGANISM: PAG1375RP 

(xi) SEQUENCE DESCRIFITCN: SEQ ID NO: 538: 

GATCTTAATT TAAAATTTTA ATTAACTATT TATAATITAG AAATATATAA TCTAGAGATA 60 

TATAATCTTA AAAICATAGG TAAAAATACA TAAGATAGTA AGAATAAAAT TAGEAAAATA 120 

AATAGAAAAC CATAAGTIAA TTCATTCATA AAGAAAAAT3 GAATTATTIG T3QCATCTIA 180 

ATTTTEATTA TTTAATIGAT TATIATCEAT TTAACATAAA ACATITTAAA ATCTEAXAAA 240 

ATAAATAAGA AATTACITAT AGAATATTEA TTAAATAGEA TTTAAITIAA TITEAATATr 300 

AAATATACCA Trri'lATTAA TAAATAGATT ATEAAGTITA TTAATATTAA GIGATATATA 360 

ATTTAAITTA TATAAATTAT TTAATTEACT TCATIGATAT ATATAATTAT TAAATOEACC 420 

TTKZATAATA TTTATTTTEA TTAGICEAGT AATATTICIA TTTAATAGIC TACCCITTAA 480 

TO3GATA3TA CTAOCTACTA AATATTEAOC TAATAATATA TTAXIAAGAA TACTTAAATC 540 
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TAATAATITA TTATCTAAAG TATAIAAATT AATTAAATCT TTTTEATTAT T3VnTAAA.1T 600 

ATTATTAATT AGTAAATTAT ATTEATTTAT 1TTATAACAT AAXITTTTGA TAATAATATA 660 

TCATTATTAA ATGGTAA1TT AITAATAATT ATCTTTATGA TTTATCACAA CCATATATTA 720 

TAGANATIGT TAATACTTGA CTAATATCCN ATOCAAOCTN TATINATTEA NAGATCATAN 780 

AOCTTTEATA CAATTATITT NATATAACAT KTCAOCINATT ANAATAIN 828 
(2) INFORMATION FOR SBQ ID NO: 539: 



<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 688 base pairs 

(B) TYPE: nucleic acid 
75 (C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1376RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 539: 

GATCTATTTT GOOGACITOC CTTATCTACA TTATTCTATC AACTAGAGQC TCTTCACCTT 60 

GGAGAOCTQC TOCGCTTATC AGTAOGAOCT GQCATGAAAA CTATTCCTIC CK3TOGA3TT 120 

TCAAGQGOOG TOGTAAGOQC AOOGGAOOCA GCATAGATOC TOQ3CICTTC CAGCCATAAG 180 

ACCOCATCTC OGGATAAAOC AATT00333G TGATAAGCTG TTAAGAAGAA AAGAXAACIC 240 

CTOOCAGQQC TCAOQCQGAC GTCTCCACAC TCAGTTAOGT TQOOCJTGAAG AATCCATAIC 300 

CAGGTTOOGG AATATEAAOC QGATTCOCTT T0GAT3GTOG CCIGGAAAAT CAGGCCITIG 360 



420 
480 
540 
600 



AAAOOGAQCT TOOCCATCTC TTAGGATOGA CTAACCCACG TCX^ACIGCT GITGAOGTOG 
AAOCITTCOC CACTICAGTC TTCAAAGTTC TCAITTGAAT ATTTQCIACT ACCACCAAGA 
TCTQCACTAG AQQOOGITOG AOOCAGCITT ACAGOCTAGG CTTCGTCACT GACICCACGC 
CTGCCTACIC CTCAGQQOGT CATATTCIGC CCTGADQGTC GAGTATAGGT AACACGCTIG 
AGCX3CCATQC ATTTCCAGGG CTAGTTCAIT OQG00QGIGA GTTGTTACAC ACTCCTTAAC 660 
GGATTCOGAC TTCCATGGCA OOGTOOOG 688 
(2) INFORMATION FOR SEQ ID NO: 540: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 757 base pairs 

(B) TYPE: nucleic acid 
50 (C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 
55 (A) ORGANISM: PAG1376UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 540: 

GATOCAAGGA ACCTTTCXTT CTQGCEAAOC TAG3CTACTT GEACICEM3 OGAAOCANGA 60 

CTTTTACTTT GAAAAAATEA GAGIGTICAA A3CA3GCQCA AGCTOGAA3A TATTA3CATC 120 

GAATAATOGA AIAGGAOGTT TOGTICTATT TTUITOoTTT CEW3GAOCAT OGTAATGATT 180 

AATAGQGACG GKX33QGGCA TCAGrTAITCA ATT3TCAGAG GIGAAAITCT TQGATTTATT 240 

GAAGACEAAC TACIGOGAAA QCAXITOOCA A3GAOGTTTT CATCAATCAA GAAOGAAAGT 300 

TAQQQGATOG AAGATCATCA GATACOGTOG TAGICTTAAC CATAAACEAT GOCGACTAQG 360 

GATOQQGTQG TGriTTICTTA TCAOOCACTC GQC^CCTTAC GAGAAATCAA AG IC T l ' lUG G 420 

TTCTQ3QGQG AGEATOGTOG CAAGQCTGAA ACTEAAAGGA A3TGAOQGAA GGGCACCACC 480 

AGGAGIT3GAG CCIQOGGCTT AATTTGACIC AACAOG33GA AACICAOCAG GTIOCAGACAC 540 

AAIAAQGATT GACAGATTGA GAGCTCTTTC TIGAITITCT G3C7K3G7IGGT QCA3QQ00CT 600 

TCTTAGTTOG TQGAGIGATT GICTQCTEAA TTO0GA3AAC GAACCTGAOC TTAACTACEA 660 

AATAT3CTGC TGCATTTOCT CTTGOOCTTC TEAAAGGACT ATOGGTTICA ACCCAOT3AN 720 

TTIGAGCAIA CAGICTOIGA TOCCCTAACT 0CIQ3OG 757 
(2) INPORMATICN FCR SEQ ID NO: 541: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH: 821 base pairs 

(B) IYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MDIiEEULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1378RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 541: 



40 


GATCCTTATA AAATQGQCAA 


TAGAOCTGIT 


ATAATATAAT 


ATACAAAATT ATAAATAAAT 


60 




ATTTAATAAA ATATAAAATT 


AATAATTAAA 


GTATTATAAT 


AAITAATAAA ATTATTEATT 


120 




AA1AAGTATC GACTTTEAAC 


TGAAATTCCT 


TAAAATCAAA 


TAAGAATIOC TAGEAAICTA 


180 


45 


TEAATAAGAA AGTCAATOGIG 


AATACICTAA 




CTAATCACIC ATCAOQOGTT 


240 




GAAACATATA ATTAAATAAA 


GAATATTAAT 


TAATTTATIA 


ATTATEAATT ATTATTAATA 


300 




TTATTTAATA AATATAATAA 


ATAITTTAAT 


TTAAATTATG 


AATTAATGOG AAGTIGAAAT 


360 


50 


ACAGTTACIG TAGQGGAACC 


TGCAGIGGGC 


TEATAAATAT 


CTTTAATATT OCATTTTTAT 


420 




AAAATAAATA TAITTTTTAA 


TATAT3TEAT 


AAXAACTATA 


ATTAAATAGT TAAAATITAA 


480 




ATTATAATTT AATAATTTAA 


TAACTTAITA 


ATTAGAGACT 


TAGQGTACAT OOOCCCTAAT 


540 


5S 


GCTATGCATT AlUbVlU»"lA 


CACTCTAAIT 


AATAAACTAT 


AATAAATAAA TACTAATATT 


600 
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TTATAOCATO AATTATAA3T Ai'lTl'IMNA NATTOAATAT TATTAATSAA ATATATAATA 660 

ACTATIOTNA TTTNATAATA ATAAAAATCA NAAAAOGACC OTEAATAATA ATTTOCATTT 720 

ANANTTACOC TEACACCICC COTTAAATTT TTAOOCTNAT ANOCNINITA ATTAAGGANG 780 

GNGNNOCOCN TOCTQCCCNN TGIXXOCOOC ATTONANTIT A 821 
(2) INFORMATION FOR SBQ ID 100:542: 

(i) SEQUENCE CHARACTERISTICS: 

(A) UENjIH: 852 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISE: PAG1378UP 



(xi) SEQUENCE DE9CRIFTICN: SEQ ID NO: 542 : 

GATCCTTOOG TACTAAGAGT TAGACITTAA TTAATAAIAT TATTICTAGA AGAISGAAAC 60 

25 CATACIGACT CADCTGGTAT TTAACCCAAC TCACGTAACC TITTAAITCA CGAACA3TCA 120 

AAOCCTACTT AQCToTEACA AOCAfiGftGGA TAOGTTGAGT OGftCATOGftG GTOQCAAACA 180 

TAACTTACAA TAGCTACTCT ATOGTTATAT TACXXTGTTC AATTTTCITA TCATAATAAC 240 

30 ATTTAATTAT TATTTCAATA ATICICATTA TTGTTTCAGAC TATITCATTA TCEAXEA3TT 300 

ATTAATTAAT ACATATTO3G CTTTOGTOGA TATAAITATT GTTAATCCTA CICKEATATC 360 

TAGTQGTTGA ACGTTCTTAT AACITTATAA AAAGGATICT TATAAGCTIC GCTOCAGATT 420 

35 (HCCTTTATT ATTATAAAAT AATATTAGGA CTTCTITOCA ATEAACCCAA TTTACTCAAT 480 

ATATTTAAAT ATTGATAATT AAAITTCACA ATTTAAT333 ACEATEAATT AACCCTAGCG 540 

TAACTTTTAT TUbTlATCAA ATACCATTAC AATATCTAIA TTTTOITCAT TATOCCAAAC 600 

TTAQGTTATT GITCTACTTG TAGSTATTAC AATTATAGCA CAGTTATAOC ATTAEATTTA 660 

TTTATATATA TOCCATATAA GnTTTATTA ACATATAAAC TCINCATEAT TTATCINITT 720 

TATATAAAAT ATNATEATAT TAA1NATTTA TTAANATTTA NADOCNIATA TTAAATATAA 780 

TCMITTTIAA TAATAAATTA TTAAGGACIN TCCAACCTTT TTCAAAGACC CXXXACTNCC 840 

ATTAAATCrrC NT Q52 
(2) INFORMATION FOR SEQ ID NO: 543: 



(i) SEQUENCE CHARACTERISTICS: 

(A) L£W3TO: 845 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1379RP 



(x±) SEQUENCE DESCRIPTION: SBQ ID NO: 543: 

GATOCAATTC TCTOGGTAGT TTCCTTOCAT ATAGAGACIG ATCAACTAGC C^CATKXXA 60 

CAACAAAAGA GTTICTATCT AAOGTQOCAT OG OJI L' l ' l U T ATCTAOCATC TCCTAGATIT 120 

GAQOCAAAGT ATCTIGAGGT AGATTOCTIC GAGAOCAGAT ATdGEAACA ACTAAGTTCA 180 

ACATTAGACC AT0CTCT93C ACCTCTCTTG TCTCATCCTA GTTAOOGTIA TICCACCATC 240 

QGAGCAAGIC AAGATAAGIG TCTCEATTQC TCADCCACAT TOXTOGTAA O aClTlLTlT 300 

CXTTTTCftCT TACGTAOOCA ACATCAAGGT GOGACTTOCA AGCTITCTCT TOGTIGAMG 360 

AATTAOQCTA TOGAAGATCT TGAOOTATCT TCIOXXJLTT TTTOOOGGAT LTllTIUJIU 420 

GftCITOGACT AOQGGAGITG OQGTQQCTTC OCTAATOCIC TICAGAGICT TOQCT3ICAT 480 

OQCTTAGTTG ATQQQQCTCT GAGCK3GAAC TCTCATEAAG TAIAOCCCGC ATAGIGGTTT 540 



600 
660 



55 



TTAGOOQCAC ATOCAATTTA CICTGCAOGA GftQ UbTTA TC (J lT l' l UUU TA TATATATGTC 
AOGTTQQOGG GTGA1TCTTO CTO3QQ0CTA GOCCAGITIG OC3CATOQCQC TTGAAAGdT 
CATCCACTTG GANIQCTOOG TTGANANITT GGEATEAAIN CAGGAANA3T CCTCCGEACT 720 
OCAGTTCATA GGAAnTGOT CATOICAA3T ACAANCITIC NAOQQGAATC TTTK30GACT 780 
CNTGTCAOGT OGAN3*AINT GTCNIOOGTA CANCTOCOGA TOCNCCAAAN TNNCCNCATT 840 
CNCNN 845 
(2) INFORMATION FUR SBQ ID NO: 544: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 855 base pairs 

(B) TYPE: nucleic acid 
<C) STOANDEENESS: single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1379UP 

(xi) SEQUENCE DESCRIPTICN: SBQ ID NO: 544: 

GAT0O3GAAG TTAACACIGC CIGQGATTCA TAACTIGGCA ACAGOGTATG TOOGTCTGAA 60 

CATAGTOGAT QGAGCACATG AATKX3QGTA TCAATACIGA TTICATAATG CTTTCTOGAG 120 

CCATIGAOCT TO0GTGACAA OCTCAAACAT ATITOGAQOC AATOGTTQGA CTTTATOIGG 180 

GGAGATOCAG TATIOGGATG TATQCACTGT T3GTAGTTCA ATCITKX3QG GACAAAAACC 240 

TOGTAftGTGA ATTGTCICTT TGAAQOQQCA CXXGCTCCAT CMDCAGCAG GTTKXTAAG 300 
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TITITAGCAC GOGAAAGGCT CGCGCCTTCG TOTATACOCT TAAGIQGIQG TOCTTIGIGC 360 

TO3AOCAGCA AGAACTTCTT TGrCfiGQCTOC ACTOGGflCTA CTTICCGACC TTTACAAIEAA 420 

TACTCTAAAG TTIGQCTCAG GAATATTCTA AOOCTOIQGA QCACGAGATT AG0C0GTO3G 480 

TTTAGOGAGA GCGATATTOG TAGAAATQCG TCCAAAACTA TAOCTITOGA TOCAATE&CG 540 

ATTICATAAC TCAATICTTT TTCCCACTCA CXTTGAIATCA CTATOQGTIC GCTAICITCT 600 

ACAGAGTIOG GAGATA3IGT QOQ3ATAACT TAATCGGAAC AOGAOGIGGA CATIGGACTT 660 

AAQGICCTAT GCOCICAATG TCACTCAAGC AGGrTATITAC GITOOCNATC TTACI2GAAT 720 

CITCTIQCTC GACMXOGAN TM3ANCQOCA AGAAAAAA3A TOOC3GQCCNG AAAANAACTT 780 

OOCTOGNGIG AOGIGIGNAT NAOCCNA03A AAACNIOCTC CITCGAANGT NCCTTA2MT 840 

CNNINAAANA ATANA. Q55 
(2) INFORMATION FOR SBQ ID NO:545: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LE2SG7IH: 847 base pairs 

(B) TOPE: nucleic acid 

(C) STRANDECNESS: single 
CD) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1380RP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 545: 

GATOQCATOG ACCTCX30CAA ACTAAG3CAG GCTCTCGAOG GAGATCCAGT OGACAAGGIG 60 

35 AQGAAGOGIG GTCITCTEAC OCTCGAACAC AATK3QCTCC TICTOQCCCG QCAAGTOGAC 120 

OQOCAAGGIC GGLTIL'ITAG TTQ3GTACIG CACAAATACA AAGTO3ITCC GGfiGCAGGIT 180 

QGCCAGTTOG TAAAAGGACT OGTICAGQCC CITCAOGQCA COSPCAADCA (XACTOOOGT 240 

CTTOGACTCC QCAAGCAQGT CCTOCAGCTC CIG3Q0QG0C TOCTT30CCT CCAGCACCCT 300 

CAOGGCOGGC TO3GCCTOGC GCAGCATOTA CGCCACAATT TOCTOGGCCT TO0GIG0GCC 360 

O3IGTATO0C ATOCOCTOCT CIGACGCCCC ACTOIGGAAC ACCTICAGCG TCGQCTACCC 420 

QOQCAOGrriC TQGO0090QC AJTAGATOCAG CIOCTOCT0G CAGTCC^CCT GCGCCAGCTT 480 

GATOOCCTIC TCGC5DCAOCT 000CAGG03C CTTCACGIAC TCOGGK3CCA GGIGCTIACA 540 

GIGGOCACAC CATOGOQCAT AAAACT0CX3C CATCACAAGC GGGmCTOCT CEAAGAACTT 600 

COOGAAOGIC TCTOOGoTCA ACTIGACACT GCAGAGTCCT CTGCTQCAGT GQCATCTIQG 660 

GOCTGK3CAA CIGIGCCAGC AAOOQGOGAT GGACAACACA AACOQCTICT CCAAAANCNT 720 

TCTOGCTOOG TCTATCCTAC COGTOGTTIN GK3NACTCIG TGQ0GATCAA. ANCCQGNIKG 780 

CmTTTTTGT TTTATACTGA TCCAGAATIC ACXX1NTCNC AAAACNNTIN CCNGAAAAGA 840 
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NCX5J3TN 347 
(2) INP0RMA3TCN FOR SEQ ID NO: 546: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEUGIH: 860 base pairs 

(B) TYPE: nucleic acid 
<C) STOANDFITJF.SS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) CRGANISM: PAG1380UP 

(Xi) SE£XJENCE DESCRIPTION: SEQ ID NO: 546: 

GATCTCQQCT GTTGIGAGIG AOQOQGACTT GOQOGAATIG TAGCAGIGOG AGAGGAAOCT 60 

QOOGAOGGTA TOGITTOOCA GOQOGACAAC GCGCA03CIG OCCAAOOOGA OOGOGPOCAA 120 

CKXTCCTOG TACATCTIGA OCADGKXTT GOOGATOQCA TOCTIGATGT TGAAGOOCTT 180 

OGTOCAC30QG ATCAAAGIGC GGCTOGATAG OGATOTCTGC GOCA03GGAT ACGAGAAOGT 240 

AAAOCOGAGC TTCAGTIQQC QGCCCTOGCT CIOGMCACT TCAGAGT3GT AGOQCTIGAC 300 

AAACGCCA3T GK3CGCTTCG 03ATGAAGQC GAACAACTO3 TCTGASGI TA C GIUJIUU ' IL ' 360 

AAGGAGCTCC TOGQQGATCT TOGACTTCAA CTOCTOCMT TTCAAOGIGT GATCACCGTT 420 

GAGAOQCACC GAQCACACCC GGAAATTCCT GQOQOCAAGG TCOQOOQCCA AGAAOGTOOC 480 

CTCCICAGTC CCATTGGGOC TOCOCAXCAC GEACGAGGGG A3CAT0GGAA QCOCACGCTA 540 

CKXXXJTCCG TCTCTOOGIT CTTGAGACCT GITOCAIACA TIOGATGAAG TAOQOQGTCA 600 

ACTCQOGGAG TVTGVCCTCC GTCACOTQGA AATCCTTACA TA! XT10 L? 10 J ACT3CTOCTC 660 

GACTCTCCOG OGTK30GCTT GIGCAAATCT TCNAAAANAT OCTQGTACIG TAAANATIM 720 

ACTCOGANAC GTTOGTOGAG TCTTTCNNGC TINOCTACTC NOCN30CNIG TCHTMTTKTT 780 

TTGANGQOGN TCCAATAAAA AAOOCTTTNG 03QGTCMCAA GNGAQCTOOC ACQCTCTTTT 840 

GrnOCXXNT OOCNNAATCA 860 
£2) XNFORMATICN PGR SEQ ID NO: 547 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 835 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

so (ii) MOLECULE TYPE: ENA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1381RP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO:547 : 
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GATCATTATA 


TTATAAAATA 


TAATAAAGAA 




1 1 ^/\ A' i «/\ AT 1 A AT* 


AAJATGAAAT 


60 


ATTATATTAA 


TTCTOCATIT? 


GfiGCAAHTIG 


AfiATTTV^AnA 
.num. irsjnjn 


'1 ' 1 ' 1 'A' I • 1 '3V/ Jf * 1 1 
1 1 Irvi lAULjl 


1 1 A«L-AJa_AC 


120 


CAATAATAGA 


TTTTAGTTTT 


ATTAATATTA 


(TA AT' 1 ' 1 ' 1 T 


'I'I*P&T1AI 1 ¥ VIII 


AlAftl'IUU'AT 


180 


TATTACTAAT 


TTTACTAATG 


AATTTAATTXA 






GTAGGTTTCTA 


240 


AT1X2ATATTT 


AACTCAAGAA 


ATAA' r i ' i 'ATT^ 


A Af » i 'A ' 1 ' 1 1 A rp 


AAATATAij 1 '1 ' 


TV TV /-Ilk /"TTl /"ITI s»*Tl 

aagacacaga 


300 




^TATCAOGT 


T 1 A' 1 " I 'A' 1 " 1 1 1 * I 


Uu inbi X iA 




ATTCTTAT1T 


360 


TTATTATAAA 


' I" I* I 'AATT* ATTT 




A± lV-A*lTiUL' 


TATAACTTCA 


CATCTACTAT 


420 




AJV7 , AAfTPA r PA 
fvii/viuiAin 




TAG3TCTAAC 


TATTATIGCT 


TTTTATACTC 


480 


AHJb'lTIAAA 




TTATTTTTAC 


CACTAGGTAC 


ACCATTAATT 


TTACTCACCA 


540 


TTATIT^GTTAT 


CAATTGAATT 


ATTATCATAT 


TTTOCEAGAC 


TIMTTCATT 


AQol'l'iAAGA 


600 


TTATCAGCTA 


ATAITTATAGC 


TOCTCATTTA 


TTAATIUITA 


TTTTAGGK3G 


TTTATTACTT 


660 


AATCTAAANC 


CACAAAIATT 


TAACNmiN 


TIAACTTQ^N 


QCNATGAATC 


CTATTINAGT 


720 


ATOINIGITA 


GAATTINXAT 


CTIATAOCNG 


CTTANIOTGA 


ALsiiyirJAATA 


OXXOTATNA 


780 


AACTATTEAT 


TCCTTATTAA 


ATTAACANTT 


NAACNCCCNA 


TTAOTT/IOTA 


TNCTT 


835 



25 

(2) TOFXDRMATICN FOR SBQ ID NO: 54 8: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENSM: 863 base pairs 

(B) TYPE: nucleic acid 
30 (C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (genomic) 

(vi) ORIGINAL SOURCE: 
35 (A) ORGANISM: PAG1381UP 



(xi) SEQUENCE EE9CRIPTICN: SBQ ID NO: 548: 



40 


GATCATTGTC 


CAATATTCCC 


CACTOCToTA 


TCATATAGAT 


ATTCATTATA 


ATTTCTAAAT 


60 




CAACGTCATT 


GTICTAACTT 


TAATTAACAA 


TTATGAATTT 


TT3QCTAGTT 


ATTATTTTTT 


120 




AATTAACTAA 


TACCTAAATC 


ATTATAAGCT 


TGACTTAAAA 


CAAATAATTA 


TTACATTATT 


180 


45 


CTTTATTTAT 


TATTTAATAT 


TTAGTITAAAT 


TTTAAGTTCA 


TTATTCITAA 


TTITTACICA 


240 




OGACTACACC 


ACTTATTAAT 


ACTATTAATT 


AATAATATTA 


ACmTTCMT 


CQCATCItTPA 


300 




ATGTOOTIaG 


TTAGOGCTTA 


ATCT3AACCA 


ACATCATCTT 


CTCATTATTA 


TTAACTATTT 


360 


SO 


TTAATTATTT 


TAAATAATTA 


TTTAATACGA 


AAGTTATA3G 


ATTQGAACCT 


ATGAAATCAT 


420 




AAAGATTTAT 


AATAGCTCAA 


ATATTACAOT 


TIAAAOCACT 


CAGTCAAACT 


'I'lUlTAATAT 


480 




atataoctta 


TATATGG»iTT 


GATAATTTAC 


TTATAATATA 


TACTATATAA 


TTTAATGATA 


540 


55 


aactcttatc 


ATTTAQCT3C 


GTAGQGTTCA 


CXSXXX7IATT 


GCTAGTCAGC 


AATATGATOT 


600 
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ACCTOCEAAA TGATAAAGAA GTATAATAIA TAAATATTAA TATTAAftSTA TTTAATCAAT 660 

ATTATTATIA TTTATTTAAT TATTATTT3T ATTTAGTAAA TAAATAAATA TTTCCACTTA. 720 

TPSAAATATA GGTTCTTNGA 1TAGAAATAA GCNA3NATAA T3IN0CATTG ACTATTAAAT 780 

ANTGTIGCTCN O^GACTKX: CTATTCNQCN ^3^33ANAA^f^C NGAANA1CAG AANANAGA3T 840 

CCMANATOTT TAATONKKXC OCA 863 
(2) INFORMATION FOR SEQ ID NO: 549: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 845 base pairs 

(B) TYPE: nucleic acid 
75 (C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1382RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 549: 

GATCTCACAC GIGACTAAAA TCACTAACAC CAOGTCACTT CGTOCADGTPG GCATOGTCCC 60 

ATICTOIOOG TOGCTAGCAT TCTOOOOGOG CATCTCTDGTC AGGOCACTOC GCAGCIGACC 120 

ACGCCCTACC ACGGCAGGCT TCAOGACAGA OQQCAAQCIC AATCQCTATC TA03GTITCA 180 

GGTO3AATIT CTTACQQGCA TCCGATEAAT TO LTOITO GCTTOCTTTT QCO X 'l lTlT 240 

TTOCAGflOQG TTGCTTOCTG AAAACAQGGA QCTAGCTTCC OGTAGTACCT AACAGTCGTA 300 

GAGQGTTAGG CATOGCTGAG CTOGAGAOOC QGIGATQCAA TGIGCACAAC CCTCGICTGC 360 

GCAAAAD33G CAOGAAGATT GAAAGEATOC AGGACTGCAG COCftGGGTCA TOOGAGACAG 420 

AATGGGCCAG AAAAAGOGAA AAAATOSAOG ACGCnTTAT ATATATATOT AGCGAG3COG 480 

QGOGITOOCA GAAOQGGACC OGACACAACT TCTTCEAGAA TTTCTATCTG CAMGAATCA 540 

AATACAAAAT GGAATCTAGA TTGQGATOQC TAACTOGITT GAACTACGAC ACTOGTTCTG 600 

CATTGAGAAG AACTCCATCA TCOGGACAAT GGTOCTAAGA OCAAOCADOC AGANACTTN3 660 

TOGANCTTAA AAAGC3SJ33CT TGAACATOCT GAGAATGAAC TTCTOGCNCG OPOCTACAAT 720 

TOOCAOCATC QGTGNICNAA NAOOCNNAAT TOGAGATTOT NOCNGTEAAC OTTOQOCTTG 780 

CTTTGAAMDC AAGINCCTGA A1NAAATGIN CCINPOGAAA tflTANIAOCN TOQOCIAOOC 840 

AAAKC 845 
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(2) INFORMATION FOR SEQ ID NO: 550: 

(i) SEQUENCE CHARACTERISTICS: 

(A) UENGIH: 862 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1382UP 



20 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 550: 

2 5 GATCTATAAC AGOTQCCAAG TTOQCAGATT TGTTICAQQG GCICGAOGAT GIAGAGTCCA 60 

GIAGAATOCT CTGTAACCCC AGAQCATACT TIQOQOGAAA GICTTEATCT GITGAAATCA 120 

30 ACTOGOGTAT OOQCTHGAT GCICTOOOQG AGGTIGATOC CTITCTTCAT OQCCTIGTCC 180 

AGIATCTOCT TQGTAAGCTC AA2GAGCTOC GCATCAOCAC GTOQCATATT GTITIGAAAA 240 

35 TAGCAOQCAG AAGCAQQGAT GOCCCCATOG AACTOOOCAA AIACTIGQQC ATOQGTCACT 300 

GIGACAGITA TAGTAAATOG TQCAGATEAG GICTIGCTAC CAATATICCT G333TTATAT 360 

40 CTGCAGAGAT AAAGGCAGCT TITOQCATQC TATOCTOCCC OQCAAAGGAA CIGOGTOGTA 420 

TAQCCGTICA GTriCTIAAA CIGAAQGAGG CATCCATTTC TCAAATOQCC CXJTCAGCTCA 480 

GGITTCCATT TOGTACAATC AGAOCTTEAA CAACIOCAAA GAATOGTATC ACMQCTCGG 540 

TTACAGAATT GQCAOCTGTA CTTTATAAAA G33CCACTCC TATTAAGGAT TTITTTCACC 600 

GGCACAAGAG GAOTCAGATT CACCATCACC TCATICACTC ACAIGATOIC TOOGICAGCC 660 

TTCTOOGAGT CATTCCIGGT GGAITAOCTA OGATCTTGCG GAAAAATCCN AAAAAACAIT 720 

GACNATCTNA AACCAGACTT CTTIWrrGCN ATTOOCAAAA AAATTO3GNN C303CCCNQGT 780 
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TONATOOCAN CATGOGCITA AAATTTAGAT CCTTGACCCT ACTCCNANIT GtflNCCCNAA 
AAAAAAACTA TCAAT3TOIN CT 
(2) INFORMATION FOR SBQ XD NO: 551: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENC7IH: 823 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1384RP 

(xi) SEQJENCE DESCRIPTICN: SBQ ID NO: 551: 
GATCTOCATC GOGTCCAOCG TO3ACH3QQC OCTOGnOQQC GSICACGGAA AACTOGQOQG 
ACTCQGT3AT GSTOOQQQCA AGCGTCTQGT AGOOGATOGG CAaSACCTIC GCAAACTftGG 
AAAAGAAGIG GCTATGQOOG TTOQGAACCT OCATOQOGOG GCCATIGAGC GGCCCGQQCT 
TOCCGGCAAT TTOGQQOCCA AAGGAGAGAC TATQGATCAC GTOGTIGAAG GAGftGATOGG 
QGTGTrCCTT GTAGAAGGAA TCCTOGIT3QG CGT330CCTT GOCAADGTOC GCAGAGCCCG 
GGGOGAAGIG AATGTTCCOG TGAAOGOQGT TGAGCTQOQC QCTQCCAGCG ACGCQGCATC 
CCIOGTIGAT CIGCTOCK3C AGQOQCTOOG TGTAGCCCIC GCGCTK3CAC TOCICAAAGC 
CTITOOCATC GAAAGT3Q0C CACJITCATCT CTOOGTACQC OGOGOQCADC TCCOOQCAOG 
TCTGACAGCA CAOQOGCTOG CTQOOCQGCA GGTTCICGIT CTCCTCC'IUJ TOQOglGOGC 
CATACAOQGC CACAGTACIC TK3CTCGTCT GEAGAOQQCA ACGTCTCGCXJ ACTCGGAATT 
CCICCTTCCC CADGTOOCTC CNIULTIU'IC CAOCNTTTTT OCTIGATOCT OCICCAACNA 
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ATTCACTGrTC CTCXXTCTIC TCTNTANNTC CATITCATAC TCCCCCOGAT CTTG5CAAACT 
TATATCNAAC OCCACTCOSC TCTQCTGOOG TOCTICAANC ACK3gQOGTC TCOCTCCCCA 

Nnoccrocr ancaaanacn ogttcacaac accncotatn cct 

(2) INFORMATION FOR SEQ ID NO: 552: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 849 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1384UP 



<xi) SEQUENCE DESCRIPTION: SBQ ID NO: 552: 
GATCACTTT3 TTTOICTCTIG CACGATAAAT QGOCTCGGTA CAGAC?ITITA CEAGTC7ETIC 
TTX3QCIGAGA O0QGACAQGTT CAATCTCAGA GTl ' lTJUft CTA TTCAITAGTC AGTAGATTCA 
OTOGTACTTA TTATCAAAG3 OCACOGOGGA ATTCITAAAG AAGTTQ3AAA CAGATCATTT 
CGACATOCTA TAGTTCTGTA GCTTAATTAG AACQQGCAQG TCTGAGCICT COQQGACQQG 
AGTACTCTTT TGAATQQGOG GCACAQQCAG TOQ0QCTT3G G3CCTGACCA TOCCAAGCTG 
TCOQCCQGCT GIX^GQOOOG C3X3GTACT3G AQQQQGCACG CTTATOGQOG QGTICTQCTQG 
TCTOQGQGAT TTQGAAATAC GGTTGTTQCA CGCTOCTAQG MTJTO QCIXC0QCK3G 
GCICATCTIC TTCT03GTCA AAGCAGQGTC GAAGTICAGA ATACCCTIAC ILTlUb'lUll' 
CICIGCAATC ATCIQCAAOG TTTO0C30GAT CTTCCOCAGC TTCTQGTCAT AG3GGGCCAG 
C3TCX30CCGAG TTOOGGATCA GCTOOQOTTT CATOOCAAAG TTAADGAAAT TCTICTAACA 
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QOGTTOGACG CftGOGCTICC CAAGOOCTAC OQCAGGQCAA ATOGTITITCC TOCIGCTACT 
5 TGITGTCNAT ATIGAATCNA ACAGQOOOCC CAATAANOCT GTCCCACQQG CCCCGTTCCT 720 

GANNAAAOCA GCATCfiCADC GCNAAAAAAC QQQOOCCACN OCTOCTCATC NAACTTACOC 
70 CTOCAGACTG NNTATOCANN QCATOCN3CT inTIOTOCC GTGIOTCKA AANINCNAAG 

OXXrACCT 

75 (2) INFORMATION TOR SEQ ID NO: 553: 

(i) SEQUENCE CHARACTERISTICS: 

<A) LENGTTH: 862 base pairs 
20 (B) TOPE: nucleic acid 

(C) SIRANDEENESS: single 

(D) TOPOLOGY: linear 

25 (ii) MOLECULE TYPE: tNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1385RP 

30 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 553: 

GATOGACCTC CTCATCATGG GCAAGCAGGO CAOOGACfiGC GACAACAACA ACACCQQ3CA 60 

GATOCT30O3 QGOCITCTCA ACTOGOOGCA GGQCAOCAAC GCOGCGCGTC TTCftGCIQGA 120 

OQOGACTGQC ACGOGTC3QGA COTICAOQOG CGAGGTCGftG QQCGQ03AGG AGGICGICAG 180 

T300GOTCT5 CXACIOCTGG TCAOCAOGGA CCTOCG3CTC AACACGCCGC GCTftGGICftC 240 

QCTQOOCAAC AftGATGAAQG CGAAGAAGAA QQOGATQQOG AAQCICAACC TOXCGObTl' 300 

OOOQGGCCTC GACT00GCO3 OOOGCCICAA TCTQCTOOQC TICGAGGAGC O3O0OQ0GCG 360 

CX30QOOGGQC ACOGIOGTOG OCTOOGTGGA OGftGCTOCTC GCCAAACICA GOGAGGOCAA 420 

GGOOGTITAA CAOCTATATA AACTAACAGC OOCTATTICC T00Q0QGACG CftGOGrTCCOG 480 
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CICIUCAGCA GOQOC333CQG CTOCITOOQC AGGTAOGICT OXXTCCCAC 540 

5 TCCOOCSCXTT GQC3COCX303C CIXXTCTAOG CTCITCCAOC A0Q0Q003QC ACICCICGIC 

CCP03CCGCG AGGTTOCTCC C00GCT03CT GOCX3COCX30G CTA3CTIOCA 
TO CTTOCAGITT OSOOQQCroC OOCOQCATGT NN30CNOCAA CNCOTTTTEA CACNQGA0OT 720 

TOCCCMITTG TINTCCWINN NITCCTOOOC CTCX^AOTGN TTK3CCNTIG CITCftNAATC 780 
15 CTAN3CAACC CCOCAATTIG ATTO030C0C COCAAAATOA ACTTTCCACT TTOCCGAGAC 

CCCGCCCTGT NQOOTTOTTIT AA 

20 (2) INFORMATION FOR SEQ ID NO:554: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 851 base pairs 
25 <B) TYPE: nucleic acid 

(C) STOANDEENESS : single 

(D) TOPOLOGY: linear 

30 (ii) MOLECULE TYPE: OOA (gencmic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1385UP 

35 



840 
862 



(xi) SEQUENCE DESCRIPTION: SHQ ID NO: 554: 

GATOCTTGAG G3CTOGITCC TO3QCTTOGA GGCCX3CGGOC GAGQCCGAGC TCOOGCGCOC 60 

C3Q003QGftO: TADGOQ30GG OCQCGCTGCG CGAQGICAAC GCQQOGCTCG MGftCTACIC 120 

TOCX3TOICIG TOQOGOGOGG CTQ3CGTOCC CTOGGrTOQQC ATOGTCl'ICG ACGOQCAGCT 180 

TCXSOGftCJIO: GTOQCCOQCT G3CGCATOCA GCAG3AGCAC GAGCTOCGCG AGCGCTOOQG 240 

OQ003GCATG ACCGACOOQC AQGT0CAO3C ATTTCTGGAG COCTACCT9G 1CTQCTACGA 300 

CGICIACIAT GOQC33ICTOG TOOOOGftGOG GCTCC33GAAC CTOCACCX3QC TCACTCTOQG 360 
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GCTOGAOQGA GAOOGAAAAG TIAOCTATCT TAGOCAGAOS AATATCTAAT QCOSAGICTA 420 

5 TAGTTCCTQG TCOGAGATCT 0CTCXXAG3G GATGAGATAG CG0GICT3GT OOGOCITCIC 480 

GCX30CT3CGC QOQGOGQQGC C03Q0G30GA OGCX3CX3CTOG OXX3QCQCCA TOCTOQQQQG 540 

10 CG3CGTCGAC Q3CAGCACQC TQCCGCOGAG CTOGTCAOGT GQCQCGCCAG GAAQQCCTCC 600 

GICKXXXXTT GOOQOQOQCT CAAO30CTGC AGTOQOGCX^ AOQCTOCCCA NCACGTTOGT 660 

t5 CGCGCMGTCC ACIQCN3QQG ACTIOTTAAA CACTOCK3CT TTCCTOGAAT CCTTGAACNA 720 

lSJ0GCN3rriX3C GCTTITSrNAC TOTNATGANC CCCOCAAAOC OCIOTTTaSJG GGCTOCQQGC 780 

NCCOOGQCC3C NNNNCK7KX3 CCNGGTINN3 TCTOCTINAC QCVtXXXX^TT TOCOTTAACC 840 
GINIANItfriN N 

(2) INFORMATION FOR SBQ ID NO: 555: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENC7IH: 857 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS : single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1386RP 



851 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 555: 

GATOQCAOGT CATTITAOCT ACAGQCIGGG CTITIGAAGA AGAOQOCTGC ATOGTACAAT 60 

CTOGTAGOCA GGATOCCAOC TOIGAOCAAG TPOQCCAGAG AAOOGAAGCT GCATCACCCA 120 

GTTTAQOQGCA AGTACAAQGG OSAGCT3GAT ATAATGAOQG ATAGATEAAA CAGAAACACA 180 

55 GAGAOCTACA AGACACOOQC TOOGAGTICC GACG3GCAGA OQGGOQQQGT GCACAAQCCT 240 
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TCTAAGCTOC QGrmATOGA QSACAAGCTG OOSTOGCTCT TITTOCAGCA GCATCCCTOG 

GAGCTGTOQC GGOQGAAGGT GCT3CT33AG AACATO3GAA ATCAGCAGTA CGACIX3GTOG 360 

03GATCITOC AGCTAGQCAA G003CTIGAC QGTCACTCTC Ta^QCAQCG - GBCQCTO1KT 420 

CK3CIGAACT CGGGCGCGCA OCX33GA3ATC CTOQ03QCAT AOSACCAGQC GOG glTlUft S 480 

TICTATCGTC TCAGGATOCA GCAGGAQCTS GAGGAGCAAA TfcGQCTACGA QGAGGCCAC3G 540 

ATOGTTOQCG CTCTCTICAA GACAAQCX3CT GK3GAGCAOG GICTQCAQCA AGAGCAGAAG 600 

GICCTOGACA CT3GAAAGAA GACTITCITC QQQQGTITQC CCTGATTTTT QCNAAAAAAA 660 

ACTCTACAAA GCAGKXWIG Q3CCNAACCC ACOGAAGAAA AAGAAGAACC AGGACNNTOC 720 

CX5AACOCNAA GACNOCACCT GTO^ACTCCN ITOCCAACTT TGTTATAAAT TCTEAO^IT 780 

TTATTOCCTT NANOTACICT TNICTGCCAT CATCTQQOOC AACAGGITCC 840 

CCOCNTTOGA NAAANQC 
(2) INP0RMATICW FOR SBQ ID NO: 556: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 856 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEOSESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: E3MA (genomic) 



857 



(vi) ORIGINAL SOURCE: 
45 (A) ORGANISM: EAG1386UP 



50 (xL) SE3QUENCE DESCRIPTION: SEQ ID NO: 556: 

GATCCATOCC TOGTTATAAC TGAGCAGAAG TOIOCATX3CG AACAGAGQCG ' 1T1LITKJ1T 60 
55 CXTTGCJCAGT TCCCCCATTC OCCAAGTIT3C ACTQCAAAAT GIGAATCATT GATCICTICT 120 
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OGTCGCCATC QGTOQQCTCA AAGAIQCTCT TOOQGEAGAC CQCATIUIGT CAAQOQGAAC 180 

5 TCTAGQOQQC GOOCTSftGAG TOCAGATCAT GAATCTGftfiG TTGAG300CA. QCACGICTGC 240 

TTAAAAGATT GTAATOGGGT QCTOCTITCT GGTATOCACA TCIGCAATIA CAAATOCCAT 300 

70 GCAGQCAAAT GICCIO0CT3 CTEAGAATCA GATIOCAATC ACCTEA3CIG 360 

AAGACAATOG TACCAGCCCC TCTOOOTICT QGAACAAAGC TOCXTOQCTG CACICATCCA 420 

75 TGTCGAAACT CX3CIGCK3GA TACTT3QQ0C TOQQ3ACACA GiaCAOCITC QCATAATTOr 480 

CATCCCTTAG ATGAAOCTIG CCCCCATCTA CCATCACAGT CAAGAAAACT TOICGCTGCG 540 

20 GTAAAAAOGA GATCAQGACA TICT3CTACA AT3ATGATIG TOGHCTTOGA GAOOGTOEAA 600 

GAAG3CATCT CCTATIX3CAA TCACTTCTOC CAAITOOCT3 TCATTCCGAT GGCAAIQCCA 660 

25 GCAAACTTGT TAGCAAGCCT GIOTTCNAOC AOOGAAAGOC QCACNTGrTIT GTTAGGGAAA 720 

TOOJTOGCOT N33VJATOOCT GAATCCCICT lO^AAAAAAA AANCNCOGTC 0GTTGICCAT 780 

30 CNOCAOCAAX OTGOTTOATr TGCTCGAAGA GAANGITOOG ACAOCNOCCr GTCCTCMAAG 840 

AATCIGCAAT CNNQGN 

55 (2) I3STORMATICN FOR SBQ ID ISO: 557: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH: 830 base pairs 
40 <B) TYPE: nucleic acid 

(C) STOANDECNESS: single 
<D) TOPOLOGY: linear 

45 (ii) MOLECULE TYPE: ENA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1387RP 

50 
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(xi) SEQUENCE DESCRIPTION: SBQ 3D NO: 557 : 
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GATCAACCAC TOGrPGTOCCT ATACATAGGA AOCAAAAAOC CITCTO3CCT QGTTOCTCAAG 60 

TAGTATICTA TAAGTCTOGA ATOCITCTAC G0QGIT30CT TCCG03CACC TTTCATATTT 120 

TQQCTAAAAG CCTCCACAAG GTICCTATCT TTATCCTTGA AGITCTCTOC ACAGGACTCC 180 

CACAAGAACG CCCCAGCAAG CTICTTATCT TICAOGTA3T CCITCTTTAT TTICATIGAA 240 

TCCACATTC7T OGTAGAOSAC AAGACTTTTA CTATTA3GAT CGTAQCTATA TOCAGAGACC 300 

CAAACATTCT CAAALT1C1C T3QQCOGT3A GCTAGCQ3CA ATIQSITGTA TAGCCACATA 360 

OQCX3C?riOOC CTICIGATCC TCOGCCTACA CCAGAATATT TCTOQOCAAT TAGTTGTTCA 420 

OCATOGCCCC GAAOGTTOCT GAAQCCAOQG CCATAOQCTG OCATO3CGAG TOCAATTITT 480 

CTTQQGCT3A CCTTAAATIG TTOQGTPCATC ATGAGTATOG CATCATOIGC ATTCAACTCA 540 

TCAAAGOTCT CAATAOCCAT AICTICATAC OGAOQCTTAT CTOGGTOOGA TTCTACGQGG 600 

AATIOGTAGC ATTGTACAAG TTGCTATOGT AGQCTCITOG CTCTGAOCAT QCACCGTOCT 660 

ATGGIAICTC ATCATATCCN CATOCIGAAA ACICTTCACT O^AOOQGA AATQCAAINT 720 

CIGAAGAAGC N3QCT30CAG CTINATTCAA COGTCCTOIN TCCOTOQQOC CNANATOTTT 780 

CCATCTCNOT GTIM3CAGOG GINCTTINNA AAACIQGNIC Q^OCACCA 830 
(2) rNPORMATICN FOR SEQ ID NO: 558: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH: 857 base pairs 

(B) TYPE: nucleic acid 
4$ (C) STRANDECNESS : single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1387UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 558: 

GATCACCACA ACACAGAAGC AD3CAAOGCT ACAGGACTIC CCItJITCTIT TOCTIQCACA 60 

OGTCCAGCOC AGAQGAOGAT TACACO3Q0G TCAGQCHTOG CTACTCTCOG GCAGCACAQG 120 

CTCCTTATCA CATTTTGCAT TTTCADOCTC GCACATCTCA CAAATAACCA AATACATOCC 180 

CAAAAQCAOG CTTTITCTCT QOCOGTICTT TCTCATOQOG TCAGACTICG TACIOQCTAT 240 

75 GAGOQQCAAG GC3CACQOGCXS CAG3GAGCTC ATCTACAGGC ATCG3CT03C QCXXXACQCG 300 

TCTGCAGCGG CT30QQCAGC TOGTAGOQCA TOGAGATOQG QCAAGAG3CC CCTCAQGIQC 360 

20 ACTTAOGAGC ATOQAAGAGT TTACEAGGAG ATCACAQOQC CTOCAOGTCC CTGAGQCTAG 420 

CCTCCCX3AGG O30QO3GGCC GCTTQGTATA QQGTITACAT AGCAGAATOG CACGAATAOT 480 

25 TOCTCTAQGC AACTOCAGGG AOQGAAQQ3G CTTCATOCX5A AATOCTTQCA CCGCCQGOIG 540 

OOGTATATAA GCTGIADGCAG CTOOQCAGC7T QGGGOQ3QCA TOCTAACCAC GACAGGATCT 600 

GGAGTOGna: GCGATTATAT AOGACAAGQC GCXETOGAOG GTCGCT3CAC AGGCAQGACA 660 

CCTOGOGGAA ATQCCAANTC CTTGAACAAG GGAACT33TG CAGCN3Q0QC AA3CEACAAG 720 

AGTTCTIGAN QQOQGOOCTC ACATITOOOG TTN3ACTGAC CCTGTCNDGA TCCANGAAGA 780 

GC3CIX3GCAT NICCCANAAC CTOCOCACAG CTCflNGACTT GAACTOCNQC CEACCTIGAT 840 
40 TTQCANNCCA GAAAAAN 

(2) INFORMATICS FOR SEQ ID NO: 559: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTO: 821 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1388RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO:559: 

GATCCACOCA AATTOGTCTG TQCIGGAOCA GCTITCOCAA CACTCTCOGA GGTAATCAGG 60 

CTACT3QC7IT CCTATTTTAT GQOCTTCAAT AACICTTTAT ACTTAATTIA GAOGTIAACT 120 

TCCACATCCG GTATTTTTCA CATCTGAGAT ACTQGCAAGC AOQGCTAGCT TEftGGAGAAC 180 

TCTATCCCAT GACTTGIGGA CAGQGQCTIT AT3AAAAAAC GOCTGTCCGT GTAAGGATAT 240 

AGAAAACATA CTGAGATGGC TITIGTTOCT GAAICAGACA TICTTAGGTT ACATTITOGG 300 

CCTOQCICTA CAAGQCACTA ATATGAAGAT AGAGITATAG OQQGIGAGAA GGAAAGQCTC 360 

CACTQQGTGTT TQCATQQGAT TPCAG3CTOG TGATAATAAT GOCAGQCAAT CMATAGATT 420 

ACCAOGAGGG AAACAPCAAC GCTATTEAAG GTICATCCTTT TIGACATCTG TCGAQGAAGT 480 

GCGAATAGCT GTAAGOGCAA CTCTACAAGA TOCDGCOGTC TOCAAGAOCA ATOCTAAGCA 540 

CCACAACIOC AATGACCTGA TIACT33QGA GCAATTOQCT OCTOGAAAGT TOGCAOGTOG 600 

ACIGACIQGTT TTTCTQOOCA GAGATCAATC NATIGATOCN TOATCCCTTA CATCNCCGGA 660 

CTTINGAAAA OOCAAATTAA AATTOOGNAN N3CAAAATOC NQGGATICNC O^OCCTIGAA 720 

CTAOOCACNC GGCCCTATTA TTTTATAATT QCNNACAANN CCOGATCOCC OOQNAACCC^r 780 

GTAAANOGAA AACOOCOOQG NNITO3GACC NNCNTCTINC T 821 
(2) INFORMATION FOR SBQ ID NO: 560: 

so (i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 838 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 
55 (D) TOPOLOGY: linear 
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<ii) MDLBCULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: FAG1388UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 560: 

GATQCAGQ9G CTIQGTAGCA TGCTO900GA GGACTIU3QC IfcTll' l ULKT TIGCGCGCTC 60 

AQQCTCACTr ATAGGIGOOG ACITOGATTG OCACTICTOG OCAAGACTIG CTIdTEACA 120 

TAGCTAAATC CX2ACIGATCA TATAGACIGC TTAITOCTOC TTAACT30CT CAACGTICCA 180 

TACCATCTCC GCCTACTCCT CIMOCAGOG GICACIGCIG AAGAAGCCAA CGTTOQCGAC 240 

GGACAGGATC GACTICIGGA GCCAQQOOOG 0037T03003 TOGTTAGA03C GGICAACGfiG 300 

AGOCTOGCAG GCTAIGTAQS AGIOGAAATC GT03CICACC AGGTOGEAGT CCCCGrGClG 360 

GGCCAOQGfiG TQCAQCAGAG GnTQGAATTC ACX3CAGGTTOC TCAGGQGAAA ATOCGCCCGA 420 

GGftGAGOGTC TCCACTACQC GAGCAATOGG G3CK3QCAAC TlTIUJU Lk T GATACGQGIG 480 

OOQGTAQOQG AGCTCTTOGA CATCTICIGC GAGATEAOCA AAGfiGGAAGA T CTlUllTil ' 540 

GOOGA3CT0G OGICTGATCT OGAOGTIGGC GOCATOGAOG GTOOOGAIAA TCAGACACCA 600 

TTCATAAOGA ACTICATCTT KGAATTOOCN GAAOCICATT ACOOQCTCIC AAANGK3CIC 660 

ACTAATOGGA ACN3GGANAA TATTCX3COGG GAANATOEAT OCOGAATGAA ACCCCTCAGA 720 

AATACNATOC CTCTCTTANA C^OGOOCNC TTATEAOCTA TATOGCTGCC OTTTTAOCOG 780 

GCOCTINaOC CNAAAANACC TTCSAGAAGNC CCOCIOTOTN GGNNOOOGIN OCNimA 838 
(2) INPORMATTCN FOR SEQ ID NO: 561: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTCH: 826 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXWESS: single 
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(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1389RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 561: 
GATCTICTTT TIGAAGOCCA CAGACACAAA CTSIGAIQGA GIQCTQGAGA CGCCAGCTTT 60 
GGAOGACTIC CTITICTEftG AOCX330GAC?T CYTTTTCCTA GGTOIMGIC TTTOCTKSGfT 120 

gccgtctitig ctcacaatig ocmAocrc: ttogaosaca aicttittigg aiaaccttig iso 

GOCATCTAAT GAGOOCITTT CAATTOCAOC TTIGAICCAA CATCTTCCAT TCCAAAOGAT 240 

AITOGTCAOC ACCAACATAT TAGTOGftGIT ATCTITCOCC CATCATAAGT AGAATCTOCT 300 

ATCTA1TPCA AAOGCACCTC OCGAQGGfEAC AICIQGOGTCC TltXTITATCT GCTCCACTAC 360 

TATCIGAGAG TPCACATCGC AATGTAQGAT TTTTPQOT3G AICAAQCATC GOGIClGdT 420 

AGGftOCAACA GGATICTTTA ATOQCTIGAT ATATTCATAT TOOCTCACAT TATCTCAGAA 480 

TICAGAOQGT ATAOCTCAAA TATTATGATT AGOCTGTTIT TCTAATATCT TTIGCAAGTA 540 

QGAOCTCTQC TCACCAAATA ACAGCTTGTA CAOGACACQC AATOGIOCIG CGATOGAATC 600 

GAATCATCAA CAATAACATC TOCTOCTIGC TOGTATAQGT GTICTTOGTC GGAGGANGCT 660 

ACTAQQQOGA TATTMGTAAA TATTAAGANA CANITCTIGA CTCl ' I NGAAC TOCCNOGIAC 720 

TTGATINIAT AAAAOCTCNN AATGTTAOOG TTUsIACNCTT mMmN AN2CCTCNAA 780 

ToomnocNC ctganttimi atctccoctc ittctatacig atacnt 826 

(2) rNPQRMATICW FOR SEQ ID NO: 562: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LHNGOH: 839 base pairs 
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(B) TYPE: nucleic acid 
<C) STRANDECNESS: single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1389UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 562: 

GATCCGTCX3C ACTTTCAACA T1U1GAAOGA CTIOCACCG GAAGAAGAGG CTQOCATOCG 60 

OOCTSAGAAC GAGIGQQOOG AGGAC03CTA QOCACQC3QQC GOCTCTA3CT ACCAIAACTA 120 

GCQGATAJCT AOO3CTQ00G GOQOQQQOOC OG0003CGOC ACCGITOOGT GQCftGGAGCT 180 

OGVCVGCCGA CIMOOGIQC CAAOCTACGA AAOGAIGCTC GirrATOIGG TCCGCCOQCC 240 

QCIGGTEACA ATTAAO03CC CCAGGTCATC GCTftGAOQGA GCTAGCTACT UJI'HJIUL TC 300 

TAAGTCAGIT AACGCACAAG GQGAACTATT OGTCTOGTCA GQCAGCAGAG AOOCTOCftOG 360 

ACATACIAOG ACTTATTTCT CATAACTAAA CA TITI'I GAA ACCTTTCTIG OQGGQGCCAG 420 

GTOGnTTOOC AAAAGGOQGC GGAATAAACA Q3GAGGAGAG GITiGATOCTC TTCTCAQGCA 480 

GAGGCTAGCA AGGA1X33CAG AACAGOQGAA GCQCTOQOQG T0GCTCAGAG AGAGOGCGCG 540 

GQCACnTIC AAGAAGCATA CQ33QGAAQS QQ0Q30GGAA GQQQOGOGOG ACAGTOCCAA 600 

AGAOGGTITAC GACCCGAATC QQGAAOOGOG GAN0GQ3CCC GAGOGGTINAT TICAAGTIQG 660 

0GCN33GAAG GOCCGANTTT NAAAOOQCTG TOTAGACAAA AACTIGTCCA GTIOslCACCC 720 

GTN3TTEA0C AANNNNNNAA TCTOCNOOOC N3QGIN3CTG GCCNGAACOC COCTOQCTT 780 

ACG93GN0CA C^TCICTOOC CCCOCTCCCA TTAAANAOCC OTKNGCTTT TNICTCNCC 839 
(2) INFORMATICS! FOR SEQ 3D NO: 563: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 740 base pairs 
5 (B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOUOGY: linear 

10 (ii) MOLECULE TYPE: ENA (gencrtdc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1390RP 
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(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 563: 

GATCAAGTAA TCAATCAGTT AATAATATTA AGAATATAAT ATCTAGACAT TEAGICIftGT 60 

CTATTAATTA TTAATTATTT TCTAATTIGT TGTEAATTIG TTGATATTTT ATTGAXTITC 120 

TIGACATTIT GOTGACATGT TGATATCTEA TAAAATATAA TTEAATATTA TTTTATATAA 180 

TTATTATTAT TATCTAGICA TAGACTCATA TAAATA1GAA TATATICCAT TATIAATICT 240 

TTAGGATAAA CATAAATTAA TATAATAACT TATTCTIAAG TICAATAAAT ATCTTCATAT 300 

TTATATGATT AATICATAAC CTA3TOGATA TAAATATCTC ATACCCITTT AT3AATTAAT 360 

TAAGCGCTAT TAAATTATTC TGAnOGATT AAGITATTAT TTAATITATG TICOTAACAA 420 

TTAATTGATT CCATAAATAT OGATATTTAT TATTATTTAT TAAAATATTA ATCATAATAT 480 

TGTAATACTT CAATTATITT ATCAAATQQC AAGTAATCTA TEAATCOTTT AATAOGATTG 540 

ATAAGAAAGA AAAGAATATC ATCTATOGTA TAATATATTT CAAGTATCAC CTCTICAATA 600 

TAATTAGAAG TTTAAACTIG TAGAGAATTA AGAATITAAT AIGAGICTTA CATIAAACCT 660 

GATATGAAOC TTTAATCTAC TTATTTtjITT AAOOGTTGAA GftGAGAATAG TTAATCTOAG 720 
TAINAdTAT ATATTGATAC 
(2) INFORMATION FOR SEQ ID NO: 564: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LEN30H: 773 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1390UP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 564: 
GATCAAACTA AGAAACCTAA TAAACIAATA GAADCTATEA GATAAATTAT AGAAATTICA 
CCAAATACAG GTTTTTTAGA ATAftGTTCAT ACAATATCTC ATATTATACC AAATAGIGGT 
ACAATTATAA TATATACTIC AGGATCACCA AAGAATCAAA AIAAAICTIG ATATAAAATA 
GGATCAOCAC CAOCTICTAC TTCAAAGAAT GATCfTATEAA AATTICEAIC TASTAATAAT 
ATACTAACAC CAQCTGATAA TACIGCTAAT GATATTAATA ATATAACAGC AGTAATTAAA 
ATIGATCATA GAAATAAAGG TATTTEATCT AAAGITATAC CATTACTICT TATATTTAAA 
GCIGTAACAA TAAAATTAAT AAGTCX7TAAT AATGAAGAAA TAGTTAGTEAA ATOEAAASAG 
AAAATAGCTA AATCAACAGA AGCACCAGAA TGIGATIGAA TAGAAGATAA AGGAGGATAA 
ACAGITCAAC CAGTAOCTAG AOCAGATTCA ACTATAGTAG ATCTTAATAA ACAAATTAAT 
AGIGGTOCTA ATAGTCAAAA TGAAATATTA TITAATCTAG CAAATCATAT AICAGAAGCA 
OCAATTATTA ATOGTAAATA ATAATTAOCA AAAOCAOCAA TTAATATAGG TATEACTAAA 
AAGAATACTA TTAAAATAAG ATCTCCAGTA ACTAATACAT TAAATAATTG A7TTTGACCT 
TGTAAATATT GTIGACAGCT GCIGATAATT CTATTCTAAT AATAAATGAT ATA 
(2) INFORMATION FOR SEQ 3D NO: 565: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENC7IH: 749 base pairs 
<B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1391RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 565: 

GATcmrrc ctccaggtta ttoultilti 1 ggacacattt aogaactcta TITICAAGAC 60 

CTGACIOQQG CATTTAOGTC TTACGITAAA QCCYYT&GC TAGATOCCGG CGACCIOTIC 120 

GCTQCTAAAT ACATOGTQGA AEACTATAOT GACCICTGCA ATK3GCAGOC QGQGQCCAAC 180 

ATCIOT3AQC GTCTAATCAA GAATSAJATC CA2CICAATT CCCTCAACIG GCCCTACAGA 240 

CTTCIGGGTC TTTATIATTT GGftGCITCAA CAQSftGQCIG AATOSAOOGA ATOGITCCAA 300 

TCroCITTAC GGATIGA.TIC GTCKSATCTT GAGQCATGGA TfiGQOCTQGG ACAGGCCTAC 360 

QOOGCATGTKS OCAGAATCGA AGCCTOGATC AAGGOnTIG AAAGQGCA3T AGftGCICTCT 420 

CCAGAACATA AGTATOCAGG GTTATICCTC QCTATATCAT TATOOCAGCT TICftSAATIC 480 
40 GAAAAAAGTC TOGAGQCCCT GAGAAAACTT GIGAATAAGT ATQCACAAGA AQCTA3CTIC 
AAAGAAAGAC TAACTOCAAC GITO3TOGAG CATO0TITOC AOTIdTOGA CCAAQGTTAC 
45 CIGATAAAAG OGQCAACTT3 OTCTOCTCAG GTCATATOGA TCATAGAAG3 CATK7IATCT 



SO ATTTCCAOGC GT1U1CAGTT CGACAACIT 

(2) INFORMATION FDR SEQ ID NO: 566: 

55 
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GAACAOC7TAG AATATACAAC CAATATOK3G ATTACTITAT CAAAGGCTTT GAATATTTIT 720 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH: 767 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1391UP 



(xi) SEQUENCE DESCRIPTION: SBQ ZD NO: 566 : 

GATOQOOGOG CAGATIGTOC AGAAGTP3CT TQCACTAGGG TCTCl' IM GA CAAAGGACIA 60 

CATQCAGTCG TTQQCTTQOG ATOTTTCTOT GAATCATGTC QOCTOCATOT TIGTCAAGCT 120 

QGTPGAACTA Q3CTTICIX3G TOLXJLC1T1C CAACCTQCAC TACATOCCAC TOGn*JKllT 180 

ATGOGATOTG CTCTACAAGA AGGAATACAA TOCTATICCA AAGAATCOGA OCTICTCAGA 240 

TGOCAAGAAA OCTOCAGAAA CAAAGQQGAA GAOGAAQGtfT CAGTICAATA QGrlTOCrGAA 300 

GAATCTOGAA ATGAGCAAOG TACTAATCAC TGATATOCAG ACTICAATGA GAQCToTCCA 360 

AGACAATCTT OCTCTAACAT TIAACITOGG COQCTACATG AAGCAOCQQC CTTCTCQQCA 420 

GCTTOTACAG TTPGCAOGTT OOOGTIGIX3QG GAQCGTAOCA GOCA1GATCT ATAAGGTOQC 480 

ACTGAAGATA AOOGAACAAT GIGOOOGK3C GOTTICAGAT OCGCTATGTIG AGACAGQCCT 540 

AATOCAQGAA CTTGAQGAQC AACTOQCTAT TCAQGAAGAT ATOOOQCTM AOGATCAGAA 600 

GCTACOQQOC GTTACATTCA ATG03CT3GA CATATCCAGA AACTTACCAA ATAACATOGA 660 

CCTADGTG3C ACACTGACTT CTATGCCAAG AAGATCAOCA GAAOGTTOCA CQCACCAAGG 720 

TCAATCCCAT AAG03GMIGA AGGCT3AAGA TQOGATOQCT CTAQCAG 767 
(2) INFORMATION FOR SBQ ID NO: 567 : 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LEW3IH: 753 base pairs 

(B) TYPE: nucleic acid 

(C) SnvwWTNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: , 

<A) ORGANISM: PAG1392RP 



(xi) SB2UH>3CE DESCRIPTION: SBQ ID NO: 567: 

GATCCCCACC AOCCTCACCC G0GTGCCO3G CACCADOOOS TIOGTCAGCT ADOGGICGCA 60 

OGTICAQCAGC AGCTTO03QG GCATCTOOOC GATCGGTAOG GACIC09GCA CCTCCIGGAG 120 

CTICAGGAAC T3CTOCTCTA OGAAOOGOGA GCTCTOCTGA AOGATCATOT AO90GTOCTG 180 

QCttXAAGOG TTCCCOGCCG CGCTOOCATC GTCA3TOGAG TOGICK3CCA GQCACGCCCG 240 

OQCTAGOQO: AOCTTGCTOC O03CAAG0GA CT9GAAGITC TTGAQGTOCA QOQOCGTOGT 300 

CT303QQCAG TT3QQQCACA TCAGOQCAAC GIGAGI03CA CGIGAOGTCA GCACQGACGT 360 

TGACAOCAOG ATCOCGCTCA QQOGCAOCAG COQOGAAAOG CICICTGAGT CCAGCTOCCG 420 

CAGOQOOCTC TCAOQOGOOG OOCTCTGCAG CPOCACCT3C AO03C0QGCA GCGOQCCCQC 480 

GT0CT0CX3CC 03GAOXX30G CCATCOGCCG CX3CTATTIXX: GICAOOQCCT GCTCAAAGAG 540 

QQC3CAOOCTC TOCACAQOCT OGTCQOQCAC ACTTTCTACA GOQCCTOGTT GTACCAATCA 600 

GATOCTCOCT GTIGADGOC3C A003CCTAOG COGCAOCAGC AGCTICTTOC GCAACTOCTC 660 

QOGATATAAN NAAOOGOQOG TCNAAOGAAA CTOCN3CACA AANCNCCNGA AGAGCGCACC 720 

NCCTCQ3ANC OGTOGFTTGOG OQOOOGCCIC CTC 753 
(2) INFORMATICS FOR SBQ ID NO:568: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH!: 752 base pairs 
5 (B) TOPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

10 <ii) MOLECULE TYPE: ENA (gencctdc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1393RP 

15 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO:568: 

GATCAOQGAT TOOOOCAAGT ANTGOGCAAC AGTTOGICAAN TCTCACATAT CICTIGCAAA 60 

TOCTAGCCTC TGGGGQCTTC AACTAAOCAT TACTICIAAT ACCTOGCTAG CIGCCICCAA 120 

ATOOQGATOC AAAAAAGCAA TATTEATACA TAACEATACA OG&AATCICA GITCATCGCT 180 

X3CTAGCICA TOGTATOQGG GACTGQGAGA GGAACICAAT GCK7IOGAAC CCTICGAATA 240 

TQQCAGCXnC GQOGATGTTG ACCAAG3ACT OGCCIX3QQOC AAACATGCGG ATOQCACNIA 300 

QGOQQGTCIC TTTOCOGTIC TOGTQGITAG TCADGAOCTC GAT90QCAAA AACTOGCACT 360 

TCAGCAGGOC CTOGGAGQGT OGGITCTOCT OGAAGGTCAA CITGAOOCAC CCATIGACTT 420 

GOQGACTICT AG3GTCTK7T ACTAQGFIGC GPOGGAAGGG CTGIGQOCAG OGIATATGCG 480 

GAGCX7ICICC NAMJICTAQG ACTCATOGAC GAAGAGOGAG AAGEACATOG CAAGCTOGAT 540 

GATGTCAAOG Q3CTIGCTGA AGAAGACCTC TATGGnXTKTT GGCTGOGAGC OJIUJLTI ' IU 600 

OCANAATCTG GOQQGGTTAT CATCCNAAGG CGITITOCAT GGQGTANCOG GQCTTGAANG 660 

SO AAGAAQQCTT OCAOTAGGOC AACNAAGIGA TATCNACTIA CXXTOGTTCT OCAATGITIG 720 

CAAGCCCNOC TCTTATTING NCCAGAAAAG AC 
55 (2) INFORMATION FOR SBQ ID NO: 569: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LE2SJGIH: 773 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1393UP 



(xi) SEQUENCE DESCRIPTION: SEQ TD NO: 569: 

GATOCAQGAT ATCATOCCCA AAATOCTIGA AGOCGCTOCA AAGOQOCIOG TOCAAATCAA 60 

GAATCTOCAC AOQQCAGAGA ACTTACICTT OoTATTTTOC TADCTCACTT CEA3TTCMGC 120 

Q0Q3CAGACA GTGGACTTTC TTTCATCAAC GATCATQGAT GAAG30Q3CC GTAOCGOOCT 180 

CCAGGCTATC GTTCOQOGIT GQCTAGAAGC ATTOGAGoTT CTCCQQQGAG AACATAAAAT 240 

CAAAGAGAAC ATITTATOCC TTTCCAAGCT TITCTTCCTT GAQGAICCCC GIATAGCGQG 300 

35 CATCACQGIC AATQQQGATC IGATICOOCA CX3ATOQOGAC ATCATAATCA CCCXXTCCAT 360 

QQCCAAGAAA ATGQCIGATA ACTACACGCA GATCTOOQOG QOCGAGAAGA TAGTCAAGCT 420 

40 CiTl^i'lGCA GAACTAGCCT TQCAGCAAAA CCAGCCTGAC CCTGGCCGTIT ACCCTAAAGA 480 

OGQGICIQGC OCIQCTGACC CACATSACTC CGAGGGAGAC TCAGCTCAT3 AAGACIGGGA 540 

45 GGATGTOGAT GACATCCTTG ACTAOGAAAA ATIGGQGGAG TAOGCGGATG ATAGTCACAT 600 

TCAOGACAQG GTGACAGOCT TTTATTCACA AGTAACATCG AAGAGGATCT AACCACICIG 660 

50 CITACTCAAT TCTICAAGGA AQCQGTTQCC AGAAATOCCT CIOGCTTCCA GGAGATCTAT 720 

AGCAQGCTCA CTGAACAAGA GAAGAAGAGC TATCTOCATG CAT3GIATAG GAT 773 
55 (2) INFORMATION FOR SBQ ID NO: 570: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 755 base pairs 
5 (B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

10 (ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1394RP 
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(Xi) SEQUENCE DESCRIPTION: SEQ ID NO:570: 

GATCTOGAOG ATTACOQQGT ATGATTATAT OCCAGCAACA T93GCACA0G COGCACACAC 60 

AGACA3GATA CIGCTOC3GTC ATIOQCTGQC AATCTOCAOG CIQ3GTCA3G TOIOCAOQCT 120 

GGAOCIQGAT CTQCAGGACT TOCAATAOCA CCTCOQGFOG GICTCTACAG CACCAQGCTC 180 

GIOCTITAXA ATIGCAGATA TOCCATATOG TAGCTTTGAG OGAANCATTG AQCAGGGAGT 240 

AGAGAOQGOG AICTOGCTEA TGAAGACATC CAGCAG3GIG GGIGCTGTEA AGCTCGAGCT 300 

TGGOGOGGAA GAAAAOGACT ACICTCTIGA GCTTOOOQCA GAGCTCTGCA GQOQOGQGAT 360 

CCCAGTAATG GGOCATGTCN GQCTCAOCCC QCAGOGCATC CATOCATK3G GOGGGIACAA 420 

40 GGTTCAOGGC GCAAAGGACT TQGGO0AGGC QCTO30QG0G TACCACCGGG CTAAAGAICT 480 

GCAGGCTQCA GQCTGTTTIT CCATCGTCAT CGAATQCATT CCAACIAAAC TAQQOQCTAT 540 

45 CATAADOGAG AAACTCAGTA TAOCIACTAT TOGCATK3GC GOG3GOCCCC AGACAAGOQG 600 

GCAGGIQCTC CTACAGTOGG ATCTOC1Q3G CATGTTOOCA NQGAAGGCCC CAAAATTTCG 660 

50 TQCN3AATIC O00GGACTTC CNCN3QGACG CCATANGITC CITCTGCOCC CEATCITCAA 720 

AANGTQ0OCA N3GCNICTIC OCNAAAGING GGQCA 755 
55 (2) INFORMATION FOR SEQ ID NO: 571: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LEMGTIH: 773 base pairs 
5 (B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

10 (ii) MDLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1394UP 
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(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 571: 

GftTOGAACTC CATCAAGGAG GGTAATOQCC TOGIGGAGCT QCACCGCAOT QQGTOOGTAC 60 

ATAGOQQGAT GTAGGAATGC GGGGATAACG ATICGGAAAA GCIGACIGQG CK3QQCCICT 120 

AGCTICftGCT CAAGCTGQQG CSGCfiGOGrTT GCTATAGGCT GITCTO3CGA CAAGGTCGAC 180 

ACTTCAGTIG C2GTAQGAGC AGGTAGCATA CGACTAGITA TATCGAACTC GK3CGGGTAA 240 

TGAQGATGAG GGTPCAATTIC T33CKXX3AG OGCP3QCTAG CACO^CAATT ATCACCAAGT 300 

CCATAOCTCC ATCCAATTCT GAGATCTTGG CTAOCTQOGA CXX3GTriTTGC ACCCCCTCCG 360 

GCTAAGTnT QCACOGTGAC CTTOGATTCC T0CTQQGAAA T3CGAGATTT CTTTACCTCT 420 

4o TTAOGICTGC CCTOGAATAT CCOQ0GCAGC TCCTTOGCAT ACTOftGIGIT GAGCGTCA3G 480 

ACCACCACAT GCCTATTOOC TCOO0QCIUT GOQCCQOGAC TTTCCGOQOG CTTATGTOCT 540 

45 GCTCOCTOOG CIGCAAAGAG CITTCCAAGT ACOGATOCAA AGIXTICTACC OCCTIGTTCT 600 

TO^OCAGAA GCATCTOGCC CATTOQCAAG COCATATOCC CTAGGAGCCG ATCCATATCT 660 

50 QCACAAOCOG TOGATGTICT GGGA1GOGAA GTAACCX3GOG AOGGACQCAA GCCCGGATOC 720 

GACK3QCK3C CNOCTCACIG TT0GAT3CCA ACCICTOCAC GCOTCTOGAA ANC 773 
55 (2) INFORMATION FOR SBQ ID NO: 572: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 746 base pairs 
5 (B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

w (ii) MOLECULE TYPE: EMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1396RP 

75 



(xi) SEQUENCE DESCRIPTION: SEQ TD NO: 572: 

GATCAATCAT TCTAGAGCIG GAGCAAAGGA TAOCTATAGG CTIGOCTOCT CATK3QCOOC 60 

TTTCATIMT ACATACCCAT OGTTOCACAG CGK7TCACAT 0CK3OCATIC GAGMCAOGA 120 

CACCCAAGTT TICAAACAGA ACAGOCTOCT TCICTIGGOA AAAGOTOGAC CITCTAAOGG 180 

TGTTCCTCATC GAAQCCGTOG TOGCCACTGA GGACCTTCAG GQOGTIGGAG GIGQCTTTGA 240 

TGTAGIOGTr GAGCATAGGA ACQQQCTQoT CGGCAAGCTT ATTGAAAAAT TOG TALTlUr 300 

TOGCK7IGGA QCTGANCK3C AG3GGAGAGC AGTTOGGTCT TCTTTTOGAG GGTIGCCAGC 360 

TGOGQCICGA GCTGGCK3GT GACTCTKTTIG AATICK7IGA GCAGCAGCAT OOOCTGTK3G 420 

GCAAGOGAGT TTTOGGOGGA CGCX33GITOG GGATCCTIAA OCGGGACADG TOQCACGCGG 480 

ATGICGAAGA OCAGriTOQOC GTAGGTGGAG GICTIGTOGA OCTOGATQCT GTEAGTTGATG 540 

OGCAOQQGQG GGATGOQCIT GATGTQQGOG TIGACAOCTC GQQCAGCIOG GIGAGCITGA 600 

GGTACTIGOG AGQCTCIGOG GQQG3CCQCA QGAACTEAAC GATCATQGOG TOCAOCITGA 660 

TGACAACTK5 1CCTOGTICT GCCTQCICIT GGOGTTOOQG dNGGGICIG OGACNAAGAA 720 

CICTIGAACA GGAITTCTIG 1NAACC 746 
55 (2) INFORMATION FOR SEQ ID NO: 573: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 772 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: tNA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1396UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 573: 

GATOGGTIAC 1TAGAGQSAG TQCAAGADCT GQOCT3ACTT ATCTTAGOGT TATTAGCTAT 60 

GAOQGC7K3TC TTOQGATTIC ICTOCAAGQG TTTAGATOQC ATCAACTOCC TCAATICGCA 120 

CIBLTl'KJOG TICTQQGTO3 ATGAACAGAA G30CATGACT TTCGTIGAGC GEATEAGAIA 180 

CTACAATIX33 A03TTK3AG3 QGATCTOIGT Q3TCCTQCTC GQGCTGAT3T ATGCCCToIA 240 

03TQGO330G ACCAAACTAA AOSAGQQGOG CTCOGADDCT CTCITCGAAC AGCIGAACAA 300 

GTICITCT3G GAGGAGCK3C AGTTTOOQOG CGTOG G'l'l'l'l ' TOC?KX3HjOG ACAAGQGAOG 360 

QCTQQCATAC ATCAOOGATC G3AAT30CAC ATOGTOCACC GCATTOQCTA CGOQGGQCAC 420 

GTOICTQGAC CATATIGTOG TCAAQ3CTCA CTACCOGQC33 CGCTTCAACC CTOIGQQQCT 480 

GCTQGTOGAG AAGCT3CT3G GGATGTICTr QCCGCAGCTG CT3GAOCGCA CGOCX3ATCAG 540 

TITCTOCAGG TCAOGCTGAC 0CCCAAO3QG AACTQSAOGA A3GACGAGAA CAQCQOQGTT 600 

CAQGOGADQG AGGACQGGCT GAACCQGOTC CX3GITCATOG CX7IOGATCGT CCACAAGAAC 660 

GGGATCAADG ACTCGCX3CQG CAAGAACTAC TTCCICICCT TGACTCACNC GTCCGANQQC 720 

GAAACICICC CATQGAAOTA CTCTICATCT OOGANAACAA OCACTGAACA AC 772 
(2) INFORMATION FOR SEQ ID NO: 574: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 753 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA {genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1397RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 574: 

GATCCCATTA TTCTACAGCA AATATTACAC GQCCGGCGGA OCCPOGACAA TQCAGAATTC 60 

GATQCATACA CAAAACATAT TACTACAAAG CTTTCAAAAG GTOICICICC CACAGACQCA 120 

TTTCTAGGCG CACTCAAGCT TTACA1TCTC AATTOCAGIT TGAAAOGTTT ACGCITOCAG 180 

AAAGCACAOG TTATACTTCT TGATAAAATT GOGATAITCA TCAATACAAA TCIQGTCCAT 240 

GICTCTCTOG AATOGATACA TAOGATACTG AAAAGTTTAG CIGAATATTT TATK5ATOCC 300 

AAGGAATATA AGOGACICAA CAADGTOGTC AATATTTCAT TCAAOQCATA TCIGATCTftT 360 

AAGCA1GAAA GCCTTATAOG ACTTOCAGCA GATCTOGAAT TAITICIdT TATCTCOGIC 420 

AAACAGGACT QGICAATGTT TAOCAAGITC GAGAAGITTA TITCTCTCGC TICAGGAGAC 480 

ATCTCAGTAT OGCTCTTIGA ACAGTCTCTC AATGTTTATC TEA3CTT03C QGATCOCICA 540 

TIGQOOQQOC TATGQGATCT CT3CTIGAAC AAGTOGITGA A GU b' ITl CAA GAAATIGQGA 600 

CTAACTAaiT ACACAGACTT TAAGQCATOG TOOGftGCCAA TGCTAGTGTT GCJIATACAGT 660 

GGATTTGITT CTGATATTTT TACAAIACCT TATAATOQCT GQGCTOOQCT ATCGAAAATC 720 

TIATTCATOG CATTAAAT3G GGTC1ATAAA TTG 753 
(2) INFORMATION FOR SEQ ID NO: 575: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 767 base pairs 
<B) TYPE: nucleic acid 

(C) STRANDEE3NESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1397UP 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 575: 

GATCTCAAAT ATIGCTCAOC OCCACCGTCA CCTATOIAGA TGAACGTOCT QGAGT11U1G 60 

ATCATTCTCA CGAATTCATC CTCTICIGQC TTTGAQQCAG TTACTATCCG TCTIGAACCC 120 

AAGTOGCAAC AAAGICIQGT AAAATGTICT TIAAAGQGCA GITCAGTCCT GGICAAGICC 180 

OCATGOGQCT TIAAAACAAT GGAAAGICTG CTCTCTAQCT TAATCTTTOG AGAGATC1CT 240 

CCTCIGAATT TAGITAGTAG CIOGIGAAQG AAATTTATOG ATOGTAOGCG QCTCACAGAA 300 

GCATOGGAAA ATATACTGAG AGA3TCOCAT GGAACCAAAC TQCATTCQGA GCTIATTACC 360 

AGAAAOGTCT GIOCTAACCT TO30G0CTCT GGTOCOTT9G CATCATAGIC GIGAATTAGT 420 

40 TCCTCAAGrTT GAATATCTAT GAGATGAAG3 TCAATCTCAT CATAGGCATT TTCTKX3CCA 480 

TGGAAAAGCA ATATCTCAAA GA3GAAGTAT ATCAAGTOCT CCATGAATTC CAC LT1LT1T 540 

45 TOGIGAQGAA QGGCATCOCA A7CCAOCITT AAAAATAACT CTAATATGAA ATCGICCACC 600 

TOTIAGAACA TAGAOGQGTT TCCATACIGT CITCTTOTIG GAAGATTTCT TCTAAAACCT 660 

SO TIGAAATCCT AATTTGAATA NIGCAAAATC GTTTTATCCA ACI GTI ' mu GNIGAAGAAA 720 

00GCW3AA1C CCATATCCAG ATCTCATGOG GOGCISTCNAT CIACATC 767 
55 (2) INPOFMATICN FOR SBQ ID NO: 576: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH: 774 base pairs 
5 (B) TYPE: nucleic acid 

(C) STRANDETNESS : single 

(D) TOPOLOGY: linear 

10 (ii> MOLECULE TYPE: EMA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1398UP 
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(XL) SBJJQtiCE DESCRIPTION: SEQ ID NO: 576: 

GATOGCTCTT CTTIGAAAGA ATATCTAQGC AQOCTCTOCT AICTTQOGOC GGAATIGGFT 60 

03CTOCAAAG AXATCAAGAC GATGACACCT QCAGAAQCAG AAAGAATOCC AGAGTEA03CT 120 

GCAGCAGTOG ACAIATOGQC TCTIGGTIGIC CTCTOCTACT TCAIGATGAG TO3CTATATC 180 

COGTT03ATT GQGAAGAOGA TOOOGAAACT ACTGACTOCA TCTIGAAGQG T3ACEAITAC 240 

GITCAOGAQG AAGCIOSTCC CAAOGOCAAT G&GAGCTAIA ACAGCTOCTC GAACTTCA1G 300 

CAGOQCTOCT TTADGATOGA TCAIAATAIC OQGOOOOGOG CACAQGAACT CATOQQCCAC 360 

GCATICATOC GQGAATACIT OCAATOGGCT Q0990CAA3G ACnOQCATC TATCQOQCTA 420 

CTOGAGAGAT CAAGATCCIC GAACT0OCIG CACCACTIAG CGCCGCCATC ACQCGCACCG 480 

TTTATCTOGT CIG3CGIGCC QGTTATIAAC GAGOQOOCTC TGCCAOGICT TOQCTOGOGT 540 

GAGOQCAATT TQGATAAGTT QQQGGATACT TTGOQGAAGA OJlTlUUL ' ll ' ACITOQCTIG 600 

AA0CTATO03 CITIUIIUCT CAAGOGAATA CTOCTAATCC TAATAAGAAG AACTCTACTT 660 

TICTICTIGA GOCAGCTOCT OOC^OGGQGA GTCTAATGAA TOOCTGHTC ACGICACAGC 720 

GGAAAGTAAT CCAACCICAA TAOQOCAC7IC CTITOQQQCA GAA3CTCOGG CCAA 774 
(2) INKBMATICN FOR SEQ ID NO: 577: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) 756 base pairs 

5 (B) TYPE: nucleic acid 

(C) STOANDEENESS : single 

(D) TOPOLOGY: linear 

10 (ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1399RP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 577: 

GATCATTACT OQCAGAAACT G&GATGITAG QGGGAOCAAA CTCTTITCTr TCAIGAGATA 60 

OQGGAGGATC OCCTOGGAGA AOCAGAACAA TOCAGCAAAA GGCACGAAGA AT3CCAADGA 120 

GAAAAQCAOG CATOQCTC3CA TATOCAGTOC CACOCCATAG TAGTTCCTTC CXCCAXKTOC 180 

AGTCTATCTA AGCTICTTGA AATACCCTCN AATATTOOGA AAGIGATATT 240 

GAAGOCAGGG AAACCQCTOC CAACICATTC TTTOOCAGGT GACCCACAAC 300 

TAATGCACAT ACAAOOGGAA ACATCTOCIC AAGCAGAAAT GTAAAIATCA GCQQCACGGA 360 

GTAACACAGA AGCADCAGAC TCTOGGACTT CAOQGTOGCT QGTTOOTCCT OGAGATCCIC 420 

QGACCCTOQG AAOGOGCIGG AGGGGOOOOC CITOCTOCCA ATGGAGEACTT AAGACAGCTT 480 

TOQQQQQOCT AGAACAOQCA CTTCTGOCTT GTCOGAQQGC AGTTCCTOCT TAACCCGATC 540 

CATGAACTGA GICTAGTOCA CCATGTCTGG OQCGQOQOOC TOCACATCGA OG3CCACGAT 600 

GTOCTOOaOG CTOCOoTTAA CAGTOGAGTA COGCXX?ITCG TOCICCICCA ATATOCAGTC 660 

TACATTCAGT GCAGAGGAOG GOCCGCCTCA CTOQCAAGOG TCGACQQCAG OGAGACTGTC 720 

CGCGACAGCT CTOCTOCGTC AAGCACGQOC TCCTCC 756 
(2) INFORMATION FOR SEQ ID NO: 578: 
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(i) SE&JENCE CHARACTERISTICS: 

(A) LENGTCH: 775 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) M3LECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1399UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 578: 

GATCTICTAC GACGQCCGCG GAAGAATOGG TGC3CAT0GTT TOCAACAGAC AGTITCCAGIT 60 

TCAOQGCOCA CCAOCACAGG CIGGCTOCAT CTACGQCAAG UJl'lUAJUUL' TAADOGAGGA 120 

GQGCAACTIG QOOCTAGGTC ACAGOGAOGT CTICTAOCAN 'lUIClla'lUXi GCAACTICEA 180 

CAACCIATAT GACCAGAACA T0QCAOCACA AT3C7TCTCCA ATTAAGCTCC AGGCAAICAA 240 

ATIGGTOGAC AACTQCIGAA CAGQCACAAA GGTATATAGTT GCATATATTG TATEAGTTAA 300 

ACTAGGAATT TTTCTIGGCA GCTAGACTGC OCTACGTOGA T I 'IU I UU T I U 03GATCCIGG 360 

GCTOCCQCTC GOQCTGAOGC ACAAGAGCAA CTQCACAACT ACTOGOGTAC OQCATOOCTC 420 

CITCTQCATT TTIGCOGOGG TQGAOGTOQC TGiADGTCAGC GIGQCAOGK3 ATCATAATAT 480 

GTCOOGQGCC AG3CCCCTAT TCTQQOQGAC AQGAA3GCAT GCQGAGGIGC AAAAT9CTQC 540 

AAAATOGIGC CCGATGCAAC TCTAGQOOOG AGCIGAAACA AGATTAOCTC G3CAGCCTAA 600 

ATTTOCAGOG GCTOOCIGQC AQQQCACATC IG'i M 'MljC TITIA CAGOT ITlUJIUUUi 660 

CIGTCCAATA CAGCCGATOG CGACTTTGCT GOGCAOQQGC CACTAGGOCT GOGOGACAAA 720 

AACTOCAG3C GCGCCGGCGT GAATGGOGCC GGAOGATCTC CIGCCQCGGA ATTCC 775 
(2) INFORMATION FOR SEQ ID NO: 57 9: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 757 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1400RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 579: 

GATCC7ICTCA AATATQGOCA ATAOCAAQCA GCCGOGTCTT GEAGAGCATC TOGITCAACT 60 

CAAAOOCTCA AQCAGCCG3G TTTTGGAOTG T3CACAGGAG ATATTGTC7IC CATTTCCACA 120 

GTCCAAGAAC AAGQQCAGGC OGQQOGACTC GAATTGTCCC llTlUlULflT TITCTAACTT 180 

CCAAOGQOQC ATIQCATOCT TXDQQGTCCTC CITOOCAGOC ACTAGIQCAG TCACQGICAG 240 

CAAGCICTAC AAGCCACAGC AGCAAO30CA TTATCAGAAC OCACACCACG TOOCATOGAA 300 

ACAACAG3IG CAGCACOCGC AGATICACGA CCAAGACACA CA3CAGCATT CICAACATTT 360 

CAACATOCAG CAGAT3C0GC AGCAACTOCA AATCCAACAG CAAGOQCAOG GEACCGTICA 420 

AGQQQGCAGT AGCATQCAGC ACTACAAGCA CAGQOCTCAG CACGQCTTAC AQ3CGTATCT 480 

TOGCTQCTAC CAACAGCAGC AGQQGAACTC ACAGCAGCAG TACCAGAT3A ATCAGCAACA 540 

GGTOCAGATC ATQGCTQGCG AOQOCAGAGA OGGTCATAAOC QGI2CAACAA AATOGIGCAG 600 

QQCAAOQGQC AGAAOQCTAA TTCTICTACG GAAATOQCTC OCTO33CAGT AQCAACCTT3C 660 

CCTICAGAGC TGQOGACT3G AAGTOCTTGA ACTCTTCTTA CCATAATTTT GCCAAGAATA 720 

ITCTTIGICT GOGTTCTQGT AATOCAAAGA CQQOCAT 757 
(2) INPORMATICN FOR SEQ ID NO: 580: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 775 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETMESS: single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA (gencrnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISE: PAG1400UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 580: 

GATCGGOG5QG TACTTCAGGT CATTCTCCTC CADCAOCADC AOCAGCIGOC OOG3CCCGCG 60 

CTCATACAGC TOGTAOQCCA OGOGAACATC TO3CTOCGCC TGQQGCACAT OCGCCTCGTA 120 

GAACTGATCC QCAGCCAOCA GQC3QCX3TOGC GCACTOOOOG OGQOOQQCIT GCCTCAGCGT 180 

CXXX^CIAGC TQCGCGACOG GICTGAGCTC CAOCATCTCA QQQQGCATCA QQCAQCriCAG 240 

OGTCGATOQC ADCADCfiGTO OQQCOGACTA CCQCIOjULXJ AQ LTIOJ OGC TGAACTCGAC 300 

CTOOGGCTCG GCCCCCQOGA GAAGOGAATC OGGCTOCASA G3QCCGMGC AGKXZACTIG 360 

GICTCTQ3GA AGAOQCTCAG ATT3CCA3TG TTT3AACTOT OCACAGITAG AACTTOCACT 420 

ATOCTACCTC OQOQQOQOCT QO3CX3AO00C ATAGTCACAT ACTATCATCC TCACACAACT 480 

CACTACTIOC TGOGAGICCC AACTCAAGCT AACGACTACC AGACTIQGIT T TOGC Tb T UJ 540 

CTGTATGCAT TOCAATOGTT TGTTATAATOG AAAAATTCTT CAGTIQCTCA GCACATCICA 600 

TACAAGCftGG AACAAGAGCG AGIOQOG&GC CAAAGAOCTC TTAGQCATTA GTATCQCTAG 660 

CTAGGATCIC Q3CAGAACAG TTOOGACAAG TACADGCAGT TOCAGG3CGA ATTOGAGGAG 720 

CTOGIGGIGA CAGACAGAAG CTGGAGAOGC AGCIQCAQGA GAACAAGATC GTCGAA 775 
(2) INFORMATION FOR SEQ JD NO: 581: 
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(i) SBQUESTJE CHARACTERISTICS: 

(A) LEN3IK: 723 base pairs 
5 (B) TYPE: nucleic acid 

(C) STCANDECNESS: single 

(D) TOPOLOGY: linear 

10 (ii) MOLECULE TOPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1401RP 
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(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 581: 

GATCTTOTTC TTGGCAATAC O^CTCTTAC GITCAAAAGA AGICTCTCTC AQGflCTQCAT 60 

CAACAAAAAT ATTACCAGTT ACAACAOQCA CQOGAACICT ATO33CCAAA ACATCCAACA 120 

ATGTDCTCTT ADCTQCAOCT GAATAACOCA TCAGAGCAGT CAAAOICCCA GQCTITACCC 180 

AAOCAICCAC GTTOGITAQG ATOCTOCTOG TirtATTCTT AATCTGTCA3A TCATAGCAGA 240 

CATCIDGQCA GTOGAAAATC CTATCAGAAC CAATICK7IG AATAAGTTOG CGGGMTX3CT 300 

CACTICCIAT AGTTACTAGAT TOCTITCCTC GTOCATEACC AAATTCTA3G TOGCAGTIGA 360 

TOGOCTTTIT ATTTTOCTET TTTATTTICT TCAAAGTIGA OCTTAGGAAT ACAGCCATCT 420 

CACCITTTTG CATCCCACTT TTATTATACT CAATTAAGAT CAGATAAACA CCTAAGAAGA 480 

AAAATOCATA AGCAAGAAOG ATCCCCCAAT TCATCCACTT G T l' mUJlU TICTAACCAT 540 

AAGCAAACTC TATGTAAOQG CTQQCATITA CAAAQCTCTC AOCAGGAACT GCTCCCACCG 600 

ACAAOCAGAC TTIATTCGAA AXAGQGAATC CCTCATAGAA ACTACCATCG GGTACCATTC 660 

GAGAACATIC GAATATOOCT COCTCAAATT CATTOQCAAC CATX33CTICC ATGATOOGTG 720 
CGA 

(2) INFORMATION FOR SEQ ID NO: 582 : 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LEMGTIH: 720 base pairs 
5 (B) TOPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

10 (ii) MOLECULE TOPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: RAG1401UP 
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(xi) SEQUENCE DESCRIPTION: SEJQ ID NO:582: 

GATCTOCTGA GAITAAGCCT TOGTTGTXJTC AITIUI ' ITHJ TATTTOGAAG TCItTAGGAG 60 

CAGGCTTIGA AATAGfiGTTC TTATOITATr TAAQCTOCQG GIAAOGACTA TACAAGCATA 120 

TOmMOOG TATOCTAGTT ATATOCT3TG AAGAGCTGGT CK3CMCIQG CQGICEATTr 180 

TATITIATIT TITCAITTCA CTAAGACTTT AC ATl ' l ' lTlT TTTAAATIAT 'I'l'lTl'l'IU OG 240 

CTAAGACTGT GAACAGOGAT TTTAGAAAAA AGCGAAAAOG TTCfiGGAQQC CTCAGCTACA 300 

TGATATOCCA QGCCTTCTAT TTGTCAGACT GCACTOOOGG GCTftG3TK?r GACCAAGAGT 360 

TCAOGIG3QS G3QOGIOOQG ATIGCAQQ3C Tir^CftGriOT GGTCAAITIA ACAATTCATA 420 
GAGAATAGAG ATOOOQGAQC TTAATCAACT GTCO30CG0G OCAAATTCGA TTTmQGfiG 
ITiaiaSAIT TTCACAGCAG AOGAGAAAGC AQGACAGGCG G03CX3CGCCA GCSCfiGICCOC 

OCTOCAGQOG TCAGOQGACA CAGAGAGAAA ATACAGGAAG AIGAATACIG ATAATCTACA 600 

GATTTCATTC ATATCTCATT GATCCQCTCA TEATCAATGA AAGTACCCAA IGftTCCATCA 660 

AGOCACTAGA TOITAGTATA TTTTATTAAA TATATOCACC TTTGITATCC AATCICIGIT 720 

(2) INFORMATION PGR SEQ ID NO: 583: 
(i) SEQUENCE OiARACTERISTICS: 
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(A) LEJNJ3IH: 719 base pairs 

<B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1402RP 



15 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 583: 

GATCAGGAGC CCATCAAGQC GOCTAAAAAT 0GCAT0CXXX5 CTGTCQGTIT TCCCGACTAC 60 

QOOQCTCTIG CTTGAAATAC AATTACTQCT GTAGITOCTC CICTGATOCT QGOTCAAATG 120 

TK30QQOQOG AAAQQGICIG OCTOCTGAAA GGAGCT3AAA QGIGGIGAOG TQGrTPOCGQG 180 

ACTACTAGOG TCTQCAADOG TCTITCAGCC CAAAACAOG3 AGQCCGATTA CATTOOCGIC 240 

AQCCGG0CX3G AGGCTAGAAG ADCTOOCCIG ATOGGACTTC ATOCTCITAC TOCQGG7ICTG 300 

CTAATAGIAC TCAOCACCAC TGCT0GAO3A AAGOOGAGCA GQOGCTAGCG CKXXMC1G 360 

35 TICTTOOCTC CIGOGAOCTG CTTCTAACTG TOCCAAAQ3C AGCTGTK30CT 420 

CT3OT0GT0C ACCTTOQOCA AGAGCTC03G ATCATCATOC AACATCTOCA GCACCTCCAA 480 

40 TITOQOOCCT AAQCCACGTC ACTO3QCITC CAQCTOGTOC ATTICTOGAT GCITCATCAT 540 

GACCTQCAGA TQGAGCT3CT OCAGAATCIC GG3CTTOGCT ATCIDGTMT TTATCCQCTC 600 

45 OGTICTXXTOG CTCTCAOQOC OCAG0030CC CTCCTCOGCA OGCAGCCCQC TCTATItCTC 660 

GTOQOOCAGG GAAAGCTOGT GCQ3CGACTT O3GTCT0GCC ACCIQGTAAT ATOCCQQCC 719 

SO (2) INFORMATION PGR SEQ ID NO: 584 : 

(i) SB^JENCE CHARACTERISTICS: 

(A) LENGTCH: 726 base pairs 
55 (B) TYPE: nucleic acid 
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(C) STRANDETNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1402UP 



15 <xi) SEQUENCE DESCRIPTION: SBQ ID NO: 584: 

GATCAAGTTA TOGTITGATCA AAGOGTCAAT ACOLTITiCT CTAAGCATST QCC2GGITIC 60 

20 CTTCGOQQOG OGTAGCTATG GUT1UX3GIA CAACQCAATC AAGCAGTAGG CAT^GTOGTT 120 

GAAGTACTCT GOCATOCATT CAAAGACACC AACAA039CA TOCAAGATEA AOCACAAGCA 180 

25 CTGCATOCAC CCACICTCQG ATATCOOGGA AATAATOCCA TIGOGAAGCA QCIGAAIAAT 240 

CTOCOQCAGT AGITGAATCA GAGACACAAT CAGOGAGOCA AAGCAAATOG ACGCAAAQSA 300 

30 ACTQGICAAC GCTCTCTTTA ATGAGCCAAA AGCTOQOCAA CXSTOQCATOC CTIGGTCGGA 360 

CTTCGAAAAA TAGEAOCAGC AGQOGTAGAT GOOOGOGATC GTOCAAIGAA TCACATTOCT 420 

GA.TGACCTCA GAAATCTTAGA ATCCACAGAA GAAAAOGAGT AOCAAAATAC CAATTAACIT 480 

TOCAOGTIGAG CAAGAGOCAC CAGATACATC GCAGOCAOCA TICTOJCTLT TOQQGTICATA 540 

CITTATGTAG GTCQCAACCA ACACEACAGA GAATATCACA GAGAAOQCAG COGACACAAT 600 

GGTAOCTAAT AATGACACAA GCCAOGflXTIG TO3ATCTTTC TICATAACIG ACATCACGGT 660 

AOQCAAGACA GOGACACTAA ATGGAATCCT TCAGOQCATT AAOCAGTAQC ACAQOGOCGT 720 
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CAGAAT 

(2) INPORMATIOJ FOR SEQ ZD NO: 585: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH: 731 base pairs 

(B) TYPE: nucleic acid 
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(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1403RP 



75 <*i> SBQUE3SCE DESCRIPTION SEQ ID NO: 585: 

GATOOCTTCC TIGAGAAGCA CCTAAAGCCT GAAOTCCTQG CAGAAQCGAT CAAGGGAAOC 60 
20 TCTK3GGAGG CTAAAGITAG TATTAACTTG CTAGACG3AT TO3AOCACIC CTATTACTIC 120 

GICAGCAOCT TCGTOCCGGA ACAOQCAAAG TaOMGCBG AAAAGTTCGG TCTAGTTTCA 
25 GATTIGAOCT TOOGCCICTT AATTQGTATA TACTTACATA TITACTCATA TCACGGCTIC 

AACTACICIG ATICTOCATT ATAAGTOCAG CCGAATT3QCA GCCTCCQQCA CTAATOQCAA 
30 CGCAAACTGA ATTTOOOQCT AGITCAACCT TOamQOTIG CAGCACQCCT ATOCTCOGAG 

CAGACICAAA CGTOGCTATT TO3CG3CTAT CTACAGC3CTC GTOQGGATCT CCCK3CCCAA 420 
GACAGOCACA GATATCACTC TCCAGOOOOC AGGAGTAGA3 TTCADCTITC TOOGITAGftG 480 
CTAQGriTCIG GTAGTCTOQC QCAGATACAG CAATAAACTT CTOGCCTICT TQCAAATICA 540 
TCTTCATGAA TCACTOCIOG AOGATATCAC CAITCATTCAC CTICAGQGIG TA3CTX3CTAT 600 
TCTOQCTACA TAAAACCACT CTCATQCAAG ATO0CTCAAT CTTCGITTAA CCCTtXATCA 660 
AATOGCAAAT CAAOQoITTT TGAAACQCCA TCAGTCTATA TCCACACTTT GCGCCCATIG 720 
TTAGTAATGT A 

(2) INPORMATICN FOR SEQ ID NO: 586: 

(i) SEQUENCE CHARACTERISTICS: 
ss (A) LEM3TH: 717 base pairs 

(B) TYPE: nucleic acid 
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(C) STKANDECNESS : single 

(D) TOPODOGY: linear 

5 

Ui ) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1403UP 

10 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 586 : 

GATCTCAATA TCAAOCAACT TCTCftOGTOG CTTAAAACAC CATATO03GA QGACATTAIG 60 

TOCATCACCG TGTACAAQGA CAATOTTTIT GOCAOQCACA AGCAGGQCAT TADQCX3GTIC 120 

CAOCAAG3GA ACGIGAACIT CTOGAATOCT CACCAGQGAC TAGOGAAAXA 180 

TIQOQCAAGA GCTCEAOCAG TAATOGTATA GATCQGAT33 TTACIQQOQG AAATCATO3G 240 

TCMTAGOGT TOTX3SAATAT TAACGAATOG CTCAAOQGTA CAQOCTCCCC QQGTOGATCA 300 

GCOCOGACOG AAGAACACIC GCrKXTTCT GQOGAOOGCC GAAATICTTC GACOGACTAT 360 

CAACAAATCC AGTTAGATAA CGATCACATG ATTOCAACAC TOOQQGAATT CMTOGTTAC 420 

CAGACIGTIT CCCAACICCC AGAGCCOCAA AATATCATOG ATTOQOGTAG OTCTCCGAAC 480 

TICCTCCAAA ATCTCTTCAC TAAGCTOGGT QCTAAOCATT CT3Q3CTIAT AOCTCICAGT 540 

ACAGGCAGCA ACOOQCTGGT TCICQOGCAG TICAAQQQCA ATQCAG00QC QQOCAAAOQC 600 

ATACTAKXTT AT3G0CACTA CGATGTGATA TCCGQQGADC AO0CT03CAG TOQGACAACG 660 

AOCCTTCAOG CICACTTOOG AAAATOQCTA TCTEAAGGGA AGAQGOCT3T 1GATAAC 717 
(2} INFORMATICS^ FDR SBQ ID »0:587: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH: 710 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 
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(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1404RP 



(xi) SBQUE3SCE DESCRIPTION: SBQ ID NO: 587: 

GATCTGCAAC GTTACTGATT ATCCICTAAG OOOTCTITIG QGTTAAAACA TQCIX7DGAGT 60 

TAACAGTOGT GTITGAAGATA GAAAATAAAG CAGTPGTATCA TGATOCTQGA ACAAOCCK3G 120 

ACATAACCAC CACAAGATCT AGAAGTCTO3 CACTCATTIT T03CTOGCCC TTCACAQCTT 180 

GGCIAGACGC CTCCTTATCC ATOGCATCTT TTAGIAATOC QCATACGITA TCAAACGTC7T 240 

TAGACAGGTT TTCCGCAGAA GTAATTITCA ACTATOOCTC GATOGTTTOC AAAATATAGC 300 

TCOGAGOGTT GQGTOCAGTC TlXXJICTAGA CATTGAAAAG AAOQGOCAAC ATATTOQQCG 360 

ATITCTOQGA GAGCTATTCT ATCTITTICT OOGCTICTCT OQ3CC3GGAAT TOCTOICCCA 420 

TAATAATCTC (TTCCTTATAC GCAOCAICIC TCTATAGAAG ATTACTIK3TG AOCAAGACCT 480 

TCAATCCATT QCATATGACA GTAOQCAGTT CAATICTOGA ATAA2CTAGG GACGCTAACT 540 

CTGCAQCAAA CTCATOOCTS AATACATOGT TTAGA1CTIT TQGAAGAAOG CAGAACTCAG 600 

40 GGAAGCTAGA CCACAATK3G TCAACAACAG TCTCAAGTAA TCTQCACTOG A1AGACTCCT 660 

TATCCAGTTT CTCAATOGTG GACTOGAAAT GAOGAAT3CT AGGAATAAAT 710 

45 (2) INFORMATION FOR SEQ ID NO: 588 : 

(i) SEC?JHSICE CHARACTERISTICS: 

(A) LENjIH: 715 base pairs 
so (B) TYPE: nucleic acid 

(C) STOANDECMESS: single 

(D) TOPOLOGY: linear 

55 (ii) MOLECULE TYPE: IMA (gencmic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1404UP 



(xi) SEQUENCE DESCRIPTION: SEQ XD NO: 588: 

GATCTVCPGC AAGATCAGCA CCACTTGAOG CACTACAAGA ACTACCGGCA CTOGOOGTOG 60 

C^GQOCAMC QCAGOCTOQC CGGCTCOSAG TCAGGAAAAG T0G3AGCAGG TCGTACAQGA 120 

GOOOGAAAAC GQOGAGOCXX: TO30GAAGCT G9C30GAOGOG CIGAOGGTCA OGGCGCTCAC 180 

GGGCAAGATC AGCTACTADC GGCAGCTOCA G3GAAG0GIG A3C7TOGTK3C TCAG7TICICT 240 

GTOGCAACTA AOGAOGIOCA OQ0GGGO30C AGAATOCGAC TTCACKSAGC AGITCATCAC 300 

CTTACTOCTG AACAOCTACC AOGAGATCIG TCTOGATOCA ACtt?ICACAC OGITOGACAA 360 

GACTAAOOOG CCATCTOCTT TTCICAACAA GGEAGOQOGT GCTOCGGTGG AGOGTICIGA 420 

GCAGCAGAGC ATCQCCATOG GACCTCOGOG OGATAAATOG TIGITGACCT GCACGOGGAA 480 

G03GCTI1CTA CAGGAAATAA AGOGQGAGAC OGAGGADGTT OCACAGQGCT COGTOOGCTC 540 

GGTOGQCTGT TOCATCAAOC AOGGCAOOCT ACAGOQOGAT CTAAGCTCQG CITITOCAGA 600 

GGAGGGOGAT TICTICTACT GGGATCOGGA CTTOCAACIG TTCCAAGQCA TCACQQCAAA 660 

ACTTCTAACC GACACTQGAG ACATCTOQGG CAAAAATAOC OCAICTCTTT GGATC 715 
(2) INFORMATION PGR SEQ ID NO: 589 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 729 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (gencmic) 
55 (vi) ORIGINAL SOURCE: 
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(A) ORGANISM: PAG1405RP 

5 

(xi) SEQUENCE DESCRIPTION; SBQ ID NO: 589: 

10 GATCTTTCAT ACTTTOGGGT TOGTIGCTATA TAACTAAGAT TOGACAGAAC TGCAAGGQCC 60 

ACAGAGGAAG AGCTOCTQCA TKXACATTA GQCAGGAACA GCGAATCflCT ACAAATOCAC 120 

75 ACTACACACT ADOQCICICA GCXDGATOOCA ATCICAGATC CXX^CAGCAA GQGACCCAGT 180 

TLUTlGCOCA TGOOQCICTA CTOGCAGQQG GGOQCAGATC Q3CTGCTAAC CATTAATOCG 240 

20 AGOGCICTQG GCTOGCCTCT GGGQOOOCAG CCQGIGAIAC CTCCACICAT QCACCMC7IG 300 

GOGCTOGACA AGCAOGCTCA TATCATOOCA GOCTCGIAOG QQCIGCGACA GAGCTOQCOC 360 

25 CAGGTCAOGG OGATTATOGG OGAGTTAGG3 ATOCTGAAGA AGTCX3ATATT CCAGTOQCIG 420 

AAOGQOGAGT TGAOGA03GA GGAATACAAC AGCA1CTAOC AACATITGAG TCAACTOCIG 480 

30 GOGTOCCTOC CAOOQGQOGT OGAQOCATCT GCAQOGCAGC OCCAQCTOCG ACTC300GICG 540 

ATATCTCAAA TTATQOOQGG AACAGAGCOC CAG3AAGICC AAOGEACCTT CATCATAGCA 600 

35 TCCICQGAGT CACAGCAGGG CX^GOOGIAC ATCTOQOOQC OTTTAAGCIC GACAATOICT 660 

AOQCAOOOGC TTICAOOGGG CATGTOGGEA GQCAAACOGA ACTACTCGGT GAGCACCAAG 720 

40 AAGAAIGTT 729 

(2) INFDRMATICN FOR SBQ ID NO: 590: 



(A) LQgGIH: 715 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEOSESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 
(vi) ORIGINAL SOURCE: 

858 
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(A) ORGANISM: PAG1405UP 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 590: 

GATCCAAAIA ACAOCAOGGT TTTCATCG3C GQGTTOICIT CGCTOGTCAC TGAGGA3GAG 60 

CTAOQQQCTr ACTTOCAQOC ATIOQGACAG ATAGICTAOG TGAAAATGCC QGOOQGCAAA 120 

75 GGAT30C3QCT TICTCCAGTA OCTQGATO3C AGTTOQQCAG AGAAQ30GAT OTCCAAGATC 180 

CAAG3ATITC CAATTOGTAA TIOGAGQGTC O30CTCICAT QGQGCAGGAG 03CAAAGCAA 240 

20 ACAGOOQCEA TOCAGCAGGC GTTTOCCATA QCACTACAGC AGCAOCAGCA GCAGCAGCAG 300 

CAGCAGCAGC AAGOCOG50CC GCAGCATIOC CftGCAACATC ACTATCAC3CA TCAACAGGAT 360 

25 CAACWXftGC CPCAACATCT CATTICIGCA O^GCXCTTQC TGCAGCAQCA ATIT3CAACTA 420 

CAATTIOCCT ATCAGCATCA AOCTGOCATC COGCM30CT AD3GTTACAC ATTOGACTOG 480 

50 TIGAGOQQCA QOGC7TTOGAA ACATCTTCCA ATOCAQGGTT 'l 'limujaj TAAEATCQQC 540 

TIO^AOCTT CTAOGQCAAT TGATAGCTCT (XAGCAAOGA ULTlULTiU: CAACCITICT 600 

55 TCGTIGGACT ACTCTOQGTT TDCAOCITOC AOGTCAGCX3T TCA L'l'l'l'lC A OOCAOGAACT 660 

CTITAGQCAC AQCTTTCACA ACATOGCCTA GATTCTCAAC AATOQCAGOG TCICC 715 
40 (2) INFORMATION FOR SEQ ID NO: 591: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGflH: 699 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1406RP 



859 



EP0 866 129 A2 



10 



(xi) SBQUENZE DESCRIFTXCN: SEQ ID NO: 591: 
GATCTCCTIC CAGTCAOQCT GATOCACAAC TOOQGAOCTC AGCXXX3CGTC CCICAQGTSA 60 
CCACAGTOGA CATITICrCA GTTAGOGCTC GTTTAGCTTA GCTATAOGAG GGATOGCACC 120 
ACTTACGOGC TOCTOOGGAA OCAGATACGA TGAAQCOQCC CAAATTOGAT AGAATOCTOC 180 
15 CTOGCIGAGC OGCOTICATA G3GAAA0GAC CAAAGGTTOC GTCTOCCGCA TCCTATCTAT 240 

CHCTCTGTCT AOGAQGAOOG AAAAGTIGAC TITIAAOGAA GTAGATTITT TTA3TSGATA 
20 TITAAGCADG TAT3CGTTAA OGftGGAGCTT GCAAGQCGIA TACCAAGQCT CTOTOCXXTT 

ATCATTAGCA GQQOGACATC TCAGAATOCT TOCTACAGAC AGTKCTX330G TACGTOGACT 420 
25 T3GTOCTOCA CCACTTCATG GGAOGCAGCA (XTOTCCATA GTAATAGTOG 480 

CACCATICAT ATACTOGCTG GIGTOQCAGA GGTTAXATIC ATTCAQGAAG GAIAGACTAC 540 
30 OQCTAGTOOC GTICATOGTA OCCIGQGTO3 GITOOQOGCT OQCGTATOOG AGQGCICCGT 

AOGAGTTTIT TQQCAAGTGC AGCAGAAGTA T3C3C3GATOIG TTIGQGTTCA TOCIX3CTOGG 
35 GOCTGTIGATC AD3GTCTATC T33QGA0GAA QQ3CCACGA 

(2) INFX3RMATICN FOR SEQ ID NO: 592 : 

40 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 709 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS : single 
45 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencrnic) 

50 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1406UP 

55 
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(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 592: 

s GATCricarr agaaoqoqog gattagtcaa aaagtoooog aatoitccat ccactagqcx: 60 

ATCIX3CCTTC AOOCAOQGAT TOCAAATQOV GftCftft GLJlTr ATTAGAATTA TACCGA1TOC 120 

70 CCAAAOGTOG (XTQCAGCAG TAGGAGCTOG GAGCICAOGA OOGAGCGATC OGCGCTCGQG 

TOCCATCTAG TAAGAOGAGC CTACGCAGAC ATTOGQQQCG AGCTCCG3CA OlAJltJlUUC 

CAGOOOGAAA TOQCATACAT CTRUbTiUJLA CCATTTCTCC AGAAGAATOT TCTCOGQCIT 300 

TAGCTOGCAA 1GATAGAOQC OGAGTOQGTC GCAGTAGAAA ATAAGCTCGC ACAGCTOCAG 

GAAGAOCTIC TTAATCAGTA GQOCATCCIT AGCAAAGACT TOCICETITCA CAATOGCTCA 

GAAAAGCTOG CADGTCAICT AATOCATAAC AATAAATCIT QOCA3QCTIG ACICCATCAC 480 

CTGATGTATG GTAAOCACAT GITQGTQQGT GTOCACAGTIC AGGTOCATCA GCAGCICCIT 540 

ATAATCTOGC GQGTQOQOCA GCTOCTCTIG QGATAATCTC CQGATOGATT CCAGGTOCAC 600 

AGATQCTAGA TACAGOOGGT TCTOGAAAGA TTGAAGAAGT GCTACAGCTC OGTOCX3CAAA 660 

ATTGTOGACC GQOCTGAOGC CIOCTCK3QG CTGCOGCTGT GCTOCTICA 

(2) INFORMATION FOR SBQ ID NO: 593 : 

(i) SE^JQCE CHARACTERISTICS: 

<A) LEM3TH: 707 base pairs 
(B) TYPE: nucleic acid 
<C) STOANDEEMESS: single 
(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM; PAG1407KP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 593: 
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GATCAACCAG ATAACTATCT TAAAGAACAA CCCGAAAATC COC2AAGCAC ACCACQ3GTC 
CTTCGGriGAT AGACTGATAG AGA3ACAGAA AGIAACTTCT GICTCAAGCG AACCQGAGCT 
CQQGTmTA CACCTTOGCA ACAGCTOOOC OCATOC5CA3A QCACTCTITG ALTl'lll'll'l IA 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 594: 
GATCGTCGAA TITQQGTATA QQQGOGAAAG ACTAATCGAA (XATCTACTA GCTOCTICCT 



60 
120 
180 



>o Gnrocmcc actaaacacc gctoogatct ticacagaac aggtttaata toqqcaacca 240 

AAGAGGAGGT TACACICAGA GAATCACACT GTO3AAACAC O30CTATICA ATCAGOCATT 300 

75 OOCOCAAGTC GGITICTTI13 GTITOGATTG CCATTOGCTA CTAATCCAOC AAATOCTCCG 360 

CKOiuAOOC ATOOGATCQC TAGATGCXXA QGATCAGACT GITCAOGTITA GGCAGGTOTT 420 

20 GTATGOQOOG OCAGAGQGAA AOCCAATCAC TTTQCATAGA ACAAACCCGC CATCACCCAT 480 

CyiCTTOQGCT GTATAGAGAC TAAGCTAICT GAOGATCCCT TAGCCftCTCT CTCCACCGCT 540 

25 OGAOGAGQCC ATIGAAQCTC TTAOGAACTC CACAAAOCIA CTCGAACTCT GITICC2GAC 600 

T1CTTICTGT TTCICTTCAA CTQCTTPOQC ATSAACTAOC CCCCAGGCIA TTTTICITAC 660 

30 COGOCTOGIG TTIGICTATA TAO003GTIG TATTITITCA TAAAAAA 707 

(2) INFORMATION FOR SEQ ID NO: 594: 

35 (i) SEQUENCE CHARACTERISTICS: 

(A) LHnJGTIH: 571 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
40 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencraic) 

45 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1407UP 
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QCOGAAGITT CCCTCAGGAT AGCAGAAQCT CGTATCAGTT TIATCAGGIA AAGCGAATGA 120 

5 TIftGAQCTAC OQQQGITGAA ATGACCTTCA OCTATICTCA AACTTTAAAT ATOEAAGAAG 180 

TCCITCITOC TTAATPGAAC GK3GACATAT GAATGA&3AG CTTPIOG GOCATTITIG 240 

to CTAAQCAGAA CI030GATOC GQGATCAAOC GAAOGTOGAG TIAAGGTOCC AGAATACACG 300 

CTCATCAGAC ACCACAAAAG GIGTEAGTIC ATCTAGACAG 00QGAO3GTG GYCATOGAA3 360 

r5 TOQGAATQQG CTAAGGACTG TCTAACAACT CAO0QQ0OGA ATCAACTACC CCIGAAAATC 420 

GATQQQQCTC AAGOGTC0TA OCTATACTCC AOOCTCAGQG CAAATMGftC QCXX7IGAOGA 480 

20 GTAGQCAQQC GT9GAGGTCA GIGACAAGOC TTAG3CTOTA AAGCTQQGOC GAACQQCCIC 540 

TAGIQCAGAT CTIX3CT3CTA GTAGCAAAXA, T 

25 (2) INFORMATION FCR SBQ ID NO: 595: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTO: 658 base pairs 
30 (B) TYPE: nucleic acid 

(C) sraANDECNESS: single 

(D) TOPOLOGY: linear 

35 (ii) MOLECULE TYPE: EKA {gencroic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1408RP 

40 
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(xi) SE&JENCE DESCRIPTION: SEQ ID NO: 595 : 

GATOCOQCTT AOCAAQCAAT TACAGGAGAC AGAAAAGAAG GATAATAATT TACCACAGAA 60 

CICCAAQCCT GACAGAQCAG C3GATTEACAT TCTCACTCAC ATCACAGCA3 ACICICITIG 120 

CTTIGGAGCT TCAATAAGCA CCAATAT3AA TATGAAXAGT TTTAGATOCT TTCTATAATT 180 

ACCACTATTA ACITTATCTT GATTAATATT TATTATTTTG TTATITTATT ATTTTATTAT 240 
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TTTATTATTT TATTATTTTA TTATTTTATT AT1TTATTAT TITATTATTT ATTTTATTAT 300 

5 TTATTTTATT ATTTATTTIA TEATTTATIT TAITATITAT TIATTIATIA TTTATTTATT 360 

■lVJiTiurnvi TTTATTATTT TITTATTIAT TAOCTTTTTA TITTATGITA U'l'lTA TTITA 420 

10 TTTTATTTIT ACTTAGTATA TAATATEATA TEATATCATA GTAIAGTIAT ATTAT33TCA 480 

CnTATTCAT TATATAGATT CTATTTICT3 AACATAATAT ATATOCTATT TCTATTICIA 540 

75 TTTTATTTTA TTTTATTTTA TITTATTTTA TITTATTITA TITTATITTA TTITATTTTA 600 

TTTTAl'rrm TnTATTTTA TITTATITTA TTITATTTTA TTTTATTTIA TTITCACT 658 
20 (2) INFORMATION FOR SBQ 3D NO: 596 : 

(i) SEQUENCE CHARACTERISTICS : 

(A) LEN3IH: 722 base pairs 
25 (B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

30 (ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1408UP 
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(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 596: 

GATCOGCCTT OCATOGAAGA QQGTACTCTT TGATTAT3CT GATTTCTT33 TOlUdbTlU S 60 

ACATTCAAGT GCATAGTK3G AGGTIACOGA TAACTTAGAT TITCTTATAA ACQGTTACCC 120 

TAOGICTTOG OGGTIQQQQG ATATACTGAT TAACAGITOG AGAGCCTIQG CQ3GATACTG 180 

TCAATOOCTT CICTTCAACA TTATITGAAT ATOCAAAOGT TATTEAAATT AAGIAACACA 240 

CTTCfiaTITA TATATTCAAT TCITOCAAGC GCGCCATOCA ACATGQOGAT TCTCATCTAG 300 

TTTGAGAACT TOCGICTATT CTTATTCTCT GTAOGGCAAC QGTATIAGGA GAGACTTCGA 360 
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CTnTTOGAA CTTCAAACTC AATACTTCAT CMCCTAAGT AGCAGTEftCr TOGCCEAAAC 

CACT3CCJCAC CTTICTAG3G AGCCT3AITC TTO3QOGAAA CTCCQQGTTr GTOQGTTCTC 480 

CAGTAGTCCA OGOGTCTCTA TICTCATCOG TATTAATOQC TQ3CACGACA AIAGAAAGAA 540 

CT3CATCATT CATCTCTCGA TGCAG33CAA TATCTATCIG GICITGaGAC ATTACGOCAG 600 

GAACTCTCAT GTGGA3CTCA TAQQCGTCCG AA03CTCCAA AATTAATAAT GAAGGAAGAA 660 

OCTCAGAATT TO030G0GAG AGCTTGTTATT CT3AACIAGC TOOCACACIC TCftQCTTIGr 720 

CT 722 
(2) INFCRMATICN FOR SBQ ID NO: 597 : 

(i) SEQUQgCE CHARACTERISTICS: 

(A) LEN3IH: 710 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EHA (genccnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1409RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 597: 

GAT0CT3QCT ATCTAOCTQC TOCTOGGOQC QCK3CACGCC ATACEftGGQG GCACATICAG 60 

093ATTAATG TAT3K3GAAT ATQQQQGAGT AGAAAACGCA CGITCZATOTG ACAACAAGQC 120 

CACCQGACIA ACCAATTTAC AGAAOOQCOG CTATTTACAG QQOTGOCCIG ATOQOGAIGA 180 

GTACTTOGAT TOCQCTIQCA TO09CAGT0G TACAGGOCCT CTACCIGCTA TOCGCAGCAT 240 

TIGTOGCACA ATCCAAGCTG ATATAGGATA CAGACATCCA GCAAGAOQCT GGATOGAIOG 300 

GITGTATCCC TCTGCT3CAT CAATAOGCTA TOGOQQQOOG GCAGCTTATT GICAOGIGAT 360 
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TCX3CTATCTT GTIQGAJXACC CAGACATATC TTGCTCAGCC TOCCICAGOT ATATAAGCCT 420 

CX3AAGAAGQG OGCGAGTOGA ATACATCICT CTOGCXXTCT GTOOCTOGIG CAGTCCICCG 480 

OGftTCTCGIC AACTCICA1A AACOGTTOCT TO3CAACTAT CJOGTTACAGftG Cl ' lULX- ' l ' lTl ' 540 

T33ITCATIC OGQQC7ICAIT ACQCG3CAQC AGIUAGAGCA GATTCAAICT AATCTTTCCAA 600 

ACOCTAAOGA AGCXXTCOCT GSQBCTCOOG CAAATAAOQC A33GOCT3TC GAGTATCTGG 660 

75 AG3CACTTTA TQCX7ITICAG GCX3CAACAGC CTOGTTTGAOC T^ACTTCAA 710 
(2) INFORMATION FOR SBQ ID NO: 598: 

20 (i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 715 base pairs 

<B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
25 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (genomic) 

30 fvi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1409UP 



35 



40 



45 



SO 



55 



(XL) SEQUENCE DESCRIPTION: SBQ ID NO: 598 : 

GATOGQQGAC CAGAAAAOCA CACAACTOGT CCTIGAGGOG G03GT33Q0G TATACQCTOC 60 

TACICTCICT TCTTCIU7EA GCTCTOQOCT AOGQCTCTOC GIQCCTAACC GCTOQCATCT 120 

GGCTCATCAC CAGAAAATAT GATC1C1CAA OCGAAGTPQC AATATTGIOC l UnUULUUS 180 

T3GrriCT3QG CTAOGGTGTT GGftCAQCIQG TTK33QOQOC TCICTCAGAC CTOTACQGCC 240 

QGOQGATAAC CTACITCACA TCTCTATTOC TITAOCTGGT ATTTAATATT CC^ATCTOCQG 300 

TQGCTCCCAA CATOCAGACG CnTTOGTTT GCMGTTTAT 1TO0G3CCTC CTCTOCTCGT 360 

CTOGACTATG CCTAGTOQQC GQCTCTCTOG CCGATA1CTT TOCAGCOGAC CTOCGTOQCT 420 
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TOAOCATQQC GITCTITOCA TTTOCAOCAT ATOGAGGICC GGflATTTGOG CCftCTTAIAA 480 

A03GATTCAT O3CTSTC0GC ACAGAGAQQC TIGACCTTAT CT mUU G lC AACATGGCGT 540 

TAQCOQGAGC 1GITK3QCTG TTAGTTOGCAC TOCT3000GA AACMATOOS CCAATTATTT 600 

TGAAAOGGOG CQCAGAGAAG CTCAGGAAAC TAACAG3CAA CCAGAAIAIA ATCACAGAAC 660 

AQGAAGCACA QQGACICTCC CICTCGGCAT OCTQCAGACT TCItTACTGA GACOG 715 
(2) INFCfRMAITICN FOR SEQ ID NO: 599: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 709 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS: single 

(D) TOPOLOGV: linear 

25 (ii) MOiLECULE TYPE: CWA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISE: PAG1410RP 

30 



10 
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(xi) SEQUENCE DESCRIPTION: SEQ ZD NO:599: 

GATCAATTOG TCACATTTOG OGTATGCAAT TTCTACCATC T ll 'l LTl ' lUG TAGCCTTTAA 60 

TIOCACICCT GGTGTAACAT CACTAATOCC AATAGAAAAG CCTCIATTTC OCAGATAGCG 120 

OGCACAAAGC TTTOOCATOC TATTCATA3C CTVaUb T iUJ l ' TCTIGTOGOC OGAAATCICT 180 

CAGAATAGTA TAGAATADQG AATOTTTCTT AOCATCAOCA AGCACAGACT TATCCATGAC 240 

ADCAGACAGA ATATTAGAGC CTCTGATAAC TACATAACCA TCATTAGCAG ACATCTCATT 300 

TQGATAGGCC TTATTCTPAG GOGCAATATA AACCTTATTC TTTGCATXTCA AATTAATAAT 360 

AAOOQSAGAT TTCTTCTTOG GTTTTATCAA TAGAGAGAA3 AGCTCTTTTC CAGTCCAIAA 420 

CTAGTCTOCT OGCATAATTC CAGGCG3CQG TATCTCAAAC TGCAGGTTGC OGTCAGACAT 480 
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CATAGAAAGC ATTTQGACAA AAGITOQQOG GTOGAAGAAG G&GTCTTTCT GAGAAATCAA 540 

ATATGATCCA GTSATGAAAT CCIOQCTAGC TCCAATGATC QGTICAO033 ATTTOOGAGT 600 

CAATAAATD3 TTTTTGACAC CCATAA3C7IT GATOXTTCC QQ3GGAG0CT CITCCGTTIG 660 

AGGAACAT3C AAGTTCATTT OCTCAQCATC AAAATO3QOG TIGTAG3Q3 709 
(2) INFORMATION FOR SBQ ID NO: 600: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LE3M3IH: 727 base pairs 

(B) TYPE: nucleic acid 

(C) SreANDETNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1410UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 600: 

55 GATCTCAGQC CTAGCATCIT OQGITOGAAG CG33AACTCT ATTTTCCTAT OCAAACGACC 60 

GGAAOQCAGA AGOC3CTQGAT CAAOGACAIC GACTCTATIC GEftQCftGCCA AGA LT1T1A C 120 

40 CCTATCGTCA GAACCAAAGC CATCTAGITC GITIAGCAAC TCAAGCATOG TICICTGCAC 180 

CICTCTATCA COGGAdTCT COGACTCAAA AOQCTEfiGTT OCAATAGCAT OCAACTCATC 240 

45 GATGAAGATA AT3CTAGCTG OCTITTCCTT CQCCAAG3CA AAG3CCT0QC QGACCAGCTT 300 

OGCAOCTICA CCTATCAACA TCTOGADCAA CTQOQGAGOG GOCAGCTTCA AAAAACTCGC 360 

50 ATTQGTCTGA GOQQCACAGG CICITQ0CAG AAG0GTCTIG COQCTACOOG GIGGACCATA 420 

CATCftGftGCA OCrnCQGTC OCCTAATACC CATATCCTIG AACTPGTC7IG OCTOCITCAT 480 

55 GQCTAACftOG ATT3CTTCGA CTAGTTCCTC GATCTOCTTG TCTAGOCCAC CAADC7IU3GA 540 
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GTATCTTICC CTAG3CTICT CATOCACTTC CAXAGCTITC ACICEAGAGT CAAACTQOGA 
AGGAAGOGTA TCCAAGATCA QCJTAQGAGTC CITCTICACA OCCAOCAQGT CGITOOGCTT 
CAftCTOCTTA AG3CTQCACT AQCCCAACCA TO3QGAGAAA AAOQGTTK7T OGOGAOGAAG 
TITCWCA 

(2) INFORMATICN PGR SBQ ID NO: 601: 

(i) SEQUEJSCE CHARACTERISTICS: 

(A) LHUGOH: 720 base pairs 

(B) TYPE: nucleic acid 

(C) STEANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1411RP 

(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 601: 
GATCAAATOC OCITOOCTTT CAACAATTTC AOGTACTTIT TCACICICTT TTCAAAGTIC 

•iTWtarrcrr tocatcactg tactictttcg ctaiogctct ctoqccaata ttcmsctita 

GATOGAATTT ACCftCOCACT TAGAQCTQCA TPOQCAAACA ACTCGACTCG TOGAAAGAAC 
CTTAGAT9QC ACEAGCACCC CCGCC^GAOG GGATTCICAC CCTCTATOAC CTCCTCTICC 
AAQGAACATA GACAQGGACT AGCAACCAAG GTACITICTT CAAATIACAA CIOQGAOQOC 
GAAQQOGOCA GATTTCAAAT THSAQCTTTT QCOOCTTCAC TCGOOGTTAC TAfOGCAATC 
C03GTT3CTT TCTTITOCIC OGCTTATIGA TATOCTTAAG TICAGOQQGT AATOCTAOCT 
GATTTGAGGT CAAACTTTOG GAATACTATT OGOCTOGAAG GOdTGITIG TOGTACGTIC 
TPCAAG03CC AGCTCCACTC CAOGATCTOG TOGAAACCTA AIMQCACTG TftGAAACEftG 
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20 



CTCAGAOOGC AGICOQOQCA AGTTOOQOOC ATQQQCAGCA TTTTCAAGTT AAOCTICTCT 600 

TAOGftCOGftG TATCAOTCAT TAOCAAAOOC GAGQGTTTGA GASGGAAATG AOGCICAAAC 660 

AOOCATQCCC CTGGAATACC AGAGGAOQCA ATGTOOGfTIC AAAGATTOGA TGATICACGA 720 

(2) INFORMATION FOR SBQ ID ND:602: 



(i) SEQUENCE CHARACTERISTICS: 
75 (A) LENGTH: 717 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDETNESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (genomic) 



(vi) ORIGINAL SOURCE: 
25 (A) ORGANISM: PAG1411UP 



30 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 602 : 

GATOGTCAGA TACCTTACTC TCTATACAGC GCAAGACATG GGTD3ATGQOG QGnTTCTICr 60 

35 ATQCAAAGTC ATIQ33ITIC OCICIGQOQG OGCATACAAC ACCK3QCTAA OCIGAACACT 120 

CTCAOrCIQG GCATCTAG3G ATOOCATOQG TCAQCAGCGG AGGATITOGT G3ATTACTAG 180 

40 CCAAT33CAA TOCAAACCAA AGAAACCGAC TK33QQ3AAT QOCTCATTCA ATAQCCGGIG 240 

TTTOGACACT CTGATTCTCT GAOTGTAAOC TCCTCTITOG TK3CCGATAT TAAACCIGTT 300 

45 CTCTS^AACA TCQGAQOQGT GTTTfiGTOGA AA3CAACTAG AGGAACTCAA AGAGK3CTAT 360 

GGCATOQG3G CAGCT3TTQC GAAGGICTAA AAATOOGAQC TOCGCTTOQC TTGACACAGA 420 

50 AGTTACITIC TCTATCTCTA TCACTCTATC AOOGAAGGAC OoTOCTGTOC TITGOQCATT 480 

TTOGOGnCT TCTTTAAGAT AGTTATCTQG TIGATOCTQC CAGEAGTCAT ATCCTTOICT 540 

55 CAAAGATTAA QOCATOCATC TCTAACTATA AGCAAITTAT ACAGTGAAAC TQOGAATOGC 600 
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TCATTAAATC AGTTATCGTr TATITCAIAG TOXTTEACT ACATOGATAT CK7K3CTAAT 
TCTAGAGCTA ATACATOCTT AAAATCICAC dTTIOGAAG AGATCTATIA TAGAATA 
(2) INFORMATION PCJR SBQ ID NO: 603: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LBNniH: 710 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1412RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 603: 
GATCIGGAAC CAGGATCACT GTCTOGCACT TAACTD33QC GACCAGATIC GCTTCCTACA 
CAACTTCTQC T00Q3TQQ0C AOQGTATTIC CATOQOCTCT GITOQCCACA AGAA39GQGA 
CTCAGICAOC AACITOCTOG CACAGGACAA OCAGGTOGTC GACTOQGACA A03GTHCTAAG 
AATCAAGACT TTOGTOG30G OCATTGGCAA GGTCGACAAC A3CAAGTICA TCAACAACAA 
GGTCAAGAAC ATC03CAAGT TOQCTATQGT CATOCAGQQC GACTACAAGG ACGQCACCAC 
CACCGGCACC CCAAOCG3CG GCTQOOCAAT CAOCAACCTA GAGGTCAGAG QCAACACCQG 
TAACACOGTC GQCAAGQQCA GCAAGCICAA GATICIOSIC AAGAATGCGT CTAAGTOGAC 
CTlUdOOGAC AACAACATTT TOQQCAAGAC CTTOOCAQGC T3CICT3QQG CACCTAACOG 
CATCAAGIQC TAAGOQCCTT TTTTTTTTTT GQCT3CX3CCT OGAAACTATT ACTATCAACA 
TIGQCCTOCA OOGOCACTAC AAAAGCATOG GGTCTATOOC ATTATAACAT TAAAA7CICA 
GTTGATATTA TATTTTACAT TOSAATCTCC TTAGGQCTTT TTTATATEAT ATAAACTITA 
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GATTAAAAAA A0GAQC7EACA AGCftGATCAA OGAAGCTTTT CGGCCAGCCA 710 
5 (2) INFORMATION FOR SBQ ID NO: 604: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LE2K3IH: 728 base pairs 
*0 (B) TYPE: nucleic acid 

(C) SraANDECNESS: single 

(D) TOPOLOGY: linear 

is (ii) MOLECULE TYPE: ENA (genonic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1412UP 

20 



25 



30 



35 



40 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 604: 

GATOGAACGA GATAAACAGA GCTATTOGTT GITATCACAA ACATATAATC CTO3GGATAC 60 

AAOQCTGTCA AACICTQGQC CTICFGCTIT GTOlCiAGAT TOCTITTOCA GGCTTCftGAA 120 

TAACCTGTAC AArrrrriGA TGTOGTTAGT AAGAGAOQCA TCAACGATAT CATOQCACAA 180 

AGITOGGTTT CITTO00CT3 CAAGOOQGAA T30CXX7ITCA TTACITCCCG AATCTICTCC 240 

ATGftGTOGAT GGTCTOC33C3G TIGAftGCTIG TACTGTCAAA GGTETCTATTC TIQGftGAAGG 300 

TICTATCTCT ATITTTIGTC CCCAGAAAGA ATCATITGAC ATCCAATATC TICTAACTIC 360 

OCTOQGATCT AATCTTTTGAA TAQQQGGGTT TOQGTACAAG CIGCTACCIG CCAGATIATT 420 

ATTTAAD3AT TCTICTQGTC GGTGAAGGTEG AOGTATAAGG TOGAOGCTAT lUJb ' miTl ' 480 

TTCCAACATA GGTITCTITCAT CAAATGAGAG GTAAAAT3GT TCCTQCTOQG AACGCGACGA 540 

AGGCTOCTIT ACTXTAACTC TTAACAAGGC GICAACATAT TCTITTIGAA TCGITCTAGA 600 

AGTOGTTACA AAATCCATAT TQOGICTTAG ATC7T3ACTCC TGAAO30CTT TGTCTAGITT 660 

CTCATOOCCC AGTO3TAAAT CIGAACGAGG GACAAAGTAC ATOCAACICT CCIGATCATT 720 
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GTAAGICA 

(2) INFORMATION FOR SBQ ID NO: 605: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 732 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1413RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 605: 
GATCTOCTOG GAGTCACICA GGAAQCTTIG TCAGTAOCTG GAATCAAAAA ACAGTCICTC 
ACAGAGOQGG GAAGCK3GQC CTCATOGTOG TTACAGOQGA OCAGTITCAAA GAATATCAAC 
AATTGAAGAC TCICAGOCOC AAGGA3CAAC TTOCTCMCA GGOGAAGGAG CTAGATATOG 
TGCTAATTGA TOCTGCTGAA CTATADGAAT TAAGAAGCAA AGTTTCOGAT QGaCTCTCTC 
QOGATTIGAA CTCIGACTTT GTCTTGfiGCA AGGAGATCAT TCTT3AGAAT QCTCATAGTT 
AOTGTTEAAC GGITCTTCAA ADQGAAGACT ATCITCAATT ACAGAGTAGT TTOGAGAGAG 
AACAGGTAAC GTOCTACAAC ATTGOQGAGA AAGCAACEftC AATCQQCTAC GT1UJ ACTIC 
CAAGAAOQGA GTAQGATGAA CTTCTAGCTT OQCAAGCTTC TAOGAAAGAA CAGAATTTTC 
AGCTAIAOGC QGOGGAAAAT GQCAAGGICA TAGTGGATAA ATCTGAGTAT CACGATITCA 
AGAICAAAGC TATOOCAGIG ATTTCAOCAT TOCCTCAAAT GAGCAAAGAG CMATQGTTG 
AAAAGQOCAA GGAACTIGGA ATOGIAGCTT TOCTCAITGA OGAGTATGAG AAGTTAAAGA 
GOOCTATTIC OGATAACGCT TTGAATGCAA CAGOGAAQGG ACCGIGGAAA UJl ' lUl ' lClC 



873 



EP 0 866 129 A2 



10 



1S 



20 



25 



30 



35 



CTAAAQGAGA CT 

(2) INFORMATION FOR SFQ ID NO: 606: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEUGIH: 721 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETTNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencraic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1413UP 



732 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 606: 

GATQCAGTIT TAQGTOCACT TCAAACTOGA TTITOQQCTA CICCCOQCAC ACCACCGICA 60 

AGTCATOQGC AIAGATGGAC TCAAGCACTT CCAGCTQCTC CTTITOCTCC TOOIGATAGT 120 

CCATACCTAT OOQCTOGACC AACTATGAQC OCAOQOQCAG CTTAGGGCTA GACOGTTACA 180 

QCIQCAGGIG ACOGTOOGQG OGAOGATGOG CIATOQCTOS CGAAA3TTTT CGCCTA3ACC 240 

AOCACTTATG TTAOCOGGIC TATAGIOCTG CICTOOGACC TCACTGATOG TGCTCTCCCG 300 

40 OGGQGACTQC TOOCTOGIQC GGOCAAA1CC OC^OQQCTCT GAAOQCTOGT TCCATCTOCG 360 

TCAOQQGTCG ACOGAACGGG AATK3OQ0GC GOOGAGAAAT CTTOGCGAAC CATQCTGCAC 420 

45 CTAGOCTEAC TGOCAAAATT AAGCQGTCAA ATOQCTQGCT ATCXTTICCAC GC^CGCCCAT 480 

AGTCAOCT3A AGCTOGCTOG AACAGTOGTC AOGCAQCITT CIGAOQCATA CCW3GAACAG 540 

SO GOGQOOGAGC COGAGGCCAA QGGTGGGTGA TTATCTCAGC GACITTTQGT GGA1TACCTA 600 

AATCT3GGTIG CATOCCTQGC AOSACAGOGC GCATOQCACC OCAAGACAAA CGK30CACAC 660 

55 CCATTCAATA TTAGAGGACT TTOCT3CACA CCCTAATCAT CXX7ITOGCTT GIGAGATACG 720 
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5 (2) INFORMATICS FOR SEQ ID NO: 607: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEMGIH: 729 base pairs 
10 (B) TYPE: nucleic acid 

(C) STOANDETNESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1414RP 



(xi) SEQUHSJCE DESCRIPTION: SEQ ID NO: 607: 

GATCCGIAAT OGAGTITTAGC TKXCTGTCG CATCATOGAC AGGTGGAAAT G7KXXT1G T 60 

CQQCOGTCTG AAAAOGACTC AGAICTGCAG AGAGQCIGAA GICCAACATT TIAACCACCG 120 

CTGAAGAOOG GGAATAGTAG 03CAACGIAG TTOOQOGAAC TK^GTTTTC TXTALTITIA 180 

ATTTAATOGA CTACACCAAA AAAAGCTCAA CAACAGTCCC AATEAGITCT GCTAGAAGAT 240 

QCAAACACGT TAGIGATCAG TAAGTATGTG TACTOGTSEA CTCCTCCTOC ACIGCAAACT 300 

0O9CX5ICACA ACTAGCTGIG AACCATOGTT TGAAAAAAAA TAA1GATAAT GATICOQCCC 360 

AGGATOGAAC TQGQGAOGTT CIGOU'KJITA AGCAGATGCC ATAAOCGACT AGACCACGGA 420 

45 ACCAOCTATA AGCOCTTAAT TATACICAGA TACTAGIGAC CATITICTAG TCACAIGAIG 480 

CTAGTITOCT GAATAAAAGA TOCADGTCAT TAOCAAATCT GTATTTACTA GGEAAAATOC 540 

50 CTTGGIGAAT AAGTAOGTAG ATATTATATA TCTATACATA TOCATTTTAG ATGCAATAAA 600 

AQCTCTAITA TGTAT3QQ0G OGGAGCTTTA AGOCAGTOIG TTTTOCGATT Gi'l'l'lG'lU GA 660 

55 TOCAATGGIC 1TTQCATAAA AGCCIGACTT TCATCTTTIT OGIGCTIGGA TGITAACTIC 720 
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CAACICTCA 

5 (2) INFORMATION FOR SEQ ID NO: 608: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTCH: 639 base pairs 
w (B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

*s (ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1414UP 

20 



25 



30 



35 



40 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 608: 

GATCIQGOOC OQQQQGQQCA COQCX3GOCAG GQGOCAAAAA GGAGAGOQCC CGCX3GTOQCG 60 

GCCGCCACTG OQGCGGTTTCC ACAAGACATA TATCTCQGTA TATAAGACCG CQ3GK3CCGC 120 

GTOQCTOOOG TQCAGAAOOC G2CGTOOGOG CQOGGGCAGA GMTTCIAAT ACIXTK30CTT 180 

TICITTTTOC AGOQCCTQGT ATATAAGTTIC QOQCTGTOIC GCGG3COGTC G30QCCGTTC 240 

QCCAQOGAGA TAQQQGAGCA 1TOQQCAGCA GCCGTCTCTA GCOGGACCAG TACGACAGGG 300 

AOQCAQGACA CAAAGCAQC3C GAOQQQGAGT GOQOQC33ATC AQCAGCGCAC AGOGAGCCAG 360 

Q3CTATAAGA GOOQOQGriAC GAGQ03QCTC CTAGGIATAG GQCCAGATOG AGGTOGGB3C 420 

TAACGQGATT TTTCIGCAOC AGAAOGACTC TOOQGAGAOG ATCAAGCIGG AGATGTCGCC 480 

TCnCQQQQGrr T0Q33GAG0G CAGQCAGOGG CATOQOGATC QQCAGCGOQG ACGAOGftQOT 540 

£0 GAOGAAGIQC ATCAGOGAOC TCAACAICTT OGATCTOCTG CACAACAACC CQQQCTCGAG 600 

TTOQGACGAC AACAAQGAQG GTG30CGG0G GGCGQCTQC 539 
55 (2) INFORMATION FOR SEQ ID NO: 609: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGrlH: 688 base pairs 
5 (B) TOPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

10 (ii) MOLECULE TOPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: RAG1415RF 

IS 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 609: 

GATOGTOGOT CIGTIATOGA AAQGITOGIT GCTAGAACAT TOOQOCAGGT TGAAAGTAGC 60 

CAGAGCATGA TAOSAATICT G3GATTATOG QCTAGATTAC CTAACTTCTT OGACGTTCGCA 120 

GACTTITIQG GGGTEAACAG ACATOTOGGA AlGTlTiM T TIGATCAATC GXTtX3C3ICCA 180 

AAAOOCTTAG AACAGCAGCT GCTTOGTIQC AGAG3CAAGG O30QCAGCAA ACAAQGAAQG 240 

GAAAATATTC ATAAOGCTTC ATATGAAAAG CITIATGAAC ATGICTTAAA TOGCIOJCAG 300 

GICATQGTIT TIGTOCACTC AAGGAAGGAT ACTGTOOQCA CT3COCX3GAA TTACATTTCT 360 

TTK3CCCAAG OCAAOCAACA GIOOGAICTT TICCTAAGTA GOGATCAAAG OGTTACCAAG 420 

TTTCOOOGAG ACATCICCAA ACATAAGGAT AGAGATATCA AGGAGCTCTT CCAACATOGG 480 

TITOGTIATAC ATCATGCIGG TATOTCTOGA TCTGATAGAA AUCTAACAGA AAAGA1CITC 540 

AAAGAGGGAG CTATIAATGT GCTTATCICT ACAGOGAOQC T3G0CTOQ3G TCIGAACTTA 600 

COQQCTGATC TICTCITGAT AAAGQGAACT CAGATAIWIG ACICTAAAAA AAJlUb ' lTl T 660 

ATAGATTTOG GGATICTGAT CTGATACA 533 
(2) INFORMATION FOR SEQ ID NO: 610: 
55 (i) SEt^JEWCE CHARACTERISTICS: 
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(A) LENC7IH: 703 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: INA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1415UP 



(xi) SBgJENCE DESCRIPTION: SEQ ID NO: 610: 

20 GATCATCAGG AGTIOGTCAC CTIGGAAAOC AATTOQGAAC CACAATTCCT ICIGAGCCTT 60 

TQGAAATTIG TC^CACCAAA CICIGAAADC GV L L' I TIU IA A CITICAXIAT QQCQGAATOC 120 

25 TACAACTGIC AACTTAICAG GGnTOGAlTG GIOdTAAAA TCTADCTTAT CCftGAACftGG 180 

AAQCATOGAG GCTICAOGTIA TAAACTTATC TITOQOOQCT OCTIGAATCT TATOCACQCG 240 

30 GCACACTCftG CACAAOQCAG CATAGOQCAT O03A0CTAGC TICIOCAAOG TCftGCATCTC 300 

GCCACTATAC TCATAGGGAA AGOCA.1CATC CCQGAATAAT TOQGQGTCEA AGCCTTCTAG 360 

35 OGTAATTCCA GGCAAAGCftG TCACCQ3GTT GIOCTCATAC CATGTTIUXT GCTEAATOCA 420 

CTQCATOGCT TTAATCATAG TCATAACTCT CX^3AGCTAC CCAGATICGC TIQCAA3ATC 480 

40 GATATAGGOC TCTAGAATAC GTAGOOOCTG GTOGAGAACT GAGATOGTAT CTTOCTAATA 540 

ATCTPGCAATT GCTAAGTCAG CICTflCTTAG GTAAXTPGT AAAAGCAAAA AGGCTTTGAC 600 

45 ATG33QGTCC CATATIGoTA ACICITCTTC TOCTGIAAAA CTACTTTCAA OQGftATATCT 660 

AAGAGTTTCT GACATTTCAA CA1TCATCAT AGTCTOQCCC CCC 703 
SO (2) INFORMATION FOR SEQ ID NO: 611: 

(i) SEQUENCE CHARACTERISTICS: 

(A) UENGTE: 718 base pairs 
55 (B) TYPE: nucleic acid 
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(C) STKANDECNESS : single 

(D) TOPOLOGY: linear 

s 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1416RP 

10 



£ (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 611: 

GATCATCATT ATTTOCTOCX3 TIOGIGOOGA CGASTOGAAG QQCQQQGIOG GITICTIGAA 60 

, 0 GGATTICAGG OGTCATCAATG TTQCTCTCAC CAGAGCAAAG GOCAGICTCT QSATCCK3QG 120 

TCAOCATAAA TCTTIATACA AGAACAAGCT ATOGATOCAT TT3A3TICW3 ATGOGAAMG 180 

?5 GOGIGACTOC CICCAAATQG CATOT0O3GG CTTCCTTCAT CCftOQGAACA GAGOOGOOCA 240 

GGATOCTCTT CATfcGGTICA AAAATCACCA TAACTATATC GAGAftDQCAG ATCATTA3GG 300 

30 QCCTGAAOOG GTIGATCACTA AATCAAGAGG AOQCAATAGA TC&TCCAGAA AAOQCAAACA 360 

TATGGAAGAT AATCCAGATC ATAACIAOGA TOQOGTFTC3CT GAATICAMA AQGAAAATCA 420 

35 AAGftGAAAGC AACACAGQCA OOGGTIGGITA CCGTOCGGAT ACATCTAACC ACAGA3T33C 480 

ACCTGCTAGG AAOGATAGCA AGAAGGOCAA GAOC7IQCTOC AA3QO0QCOG GTATTTOOGA 540 

40 GGCTACTICA GAQGATQGTP3 ATCGAGGTCA GAAAGGACAT QGAACTAAGA AGAAGICTKT 600 

CATATTGQGG AAITITATOC OOOCAGITCA TGACGOGAOC CCIQCTQ0OC ATCTGTAOGA 660 

45 COCTAAGGAA OQCAAGCCCA AGAATOCTOC ATOCGCTTAA GCQQCTOQQC TTGGGAAC 718 
(2) INFORNATICW FOR SEQ ID NO: 612: 



(A) LENoIH: 712 base pairs 
<B) TOPE: nucleic acid 

(C) STOANDEOSIESS: single 

(D) TOPOLOGY: linear 

879 
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(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1416UP 



10 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 612: 

GATCTTQCOC QGCAAGACCA GGAAGTOGTT GTAOCTCAAC COC3CCCCGCG TCTP3GAC7IC 60 

CATCAACTGC TQCAOGQGAC AGCXXX2TOCT TCTOQQOCTA CXJTCGCCAQG TQCTCCftGIG 120 

COGTOQCTC3C GICICIGEAA GTCATIGOQC TTIGTIOQGC GIT3CTAT3AA GAGAAGGAGT 180 

CAACACEAAA OOCAAGCTCT CAAGTIGACC CATCCATCAA GIAACTATCC CGAACAGACG 240 

OOQGTAAACC CAGCTQOGAT TTOQOGCATC TAGAAAACCT ATTEATACIG CftGCTCATCG 300 

CraCAAACTT TTCACCTAAA AGAAAOGATC AT0CAGO30G GGOCAAAAAG CAATOGGOCT 360 

QOQOOGCAOG ATOQGAGCOC TAO03Q0GQC CAGCAOCAGG TAGGAGCICT CAGGGGCCTA 420 

GAAOGOGOGC ACX3CTAGACG GGCTOCTOQG GQQOCX30QQC AG303ICCGA CGGGQGCCIC 480 

GCAGCAGCAG GOGOGOCAGG OGGAOCAAAA GACOGACCAG CCAGOGCAGC ACTCTGTAGA 540 

O3G0Q03GAG CAQGOGAAOG GQCAGGAATA CAGTCCAGAG CACGQCQGAG AGCAGCAGGA 600 

AGTIGAACAC GCCCTOCATC CQCA03CQQG CACAAAOGGG AACAGCGCCA GCQCGOQCIC 660 

GCAGAGOQQC TQCAGGAATG OGAOGACGGA CAGGAAOQGC AGGATAGGAC TA 712 
(2) INFORMATION FOR SE£) ID NO: 613: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LE3SJGTH: 715 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

ss (ii) MOLECULE TYPE: ENA (genomic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: RAG1417RP 



(Xi) SBQUHSCE DESCRIPTION!: SBQ ID NO: 613: 

GATCCCCITC GOTIOGTOGT TGAOCAGGIA QCQGOTCTCT AQC0QGAA3A AGOXGACAT 60 

OX9GICTCAC GOQGTOGttiGA Q0QGAOGO3C CATCATGOQC OCX3CTACTOG AGATCAOGCG 120 

OOGCTACAGG GGOCAGTOCT TOIOGAITCC GAOQOOGGGC QOGTAGOGOG TOCOCAGCAC 180 

GAAOGGATCT GTGOGTAGIG AGIOCftGAAG CAGOGCTAOG CTCTCTOGOG GATOCTOCAG 240 

GimSOCTCC ATOCACAOCA GGIACTOGCX: CTTOGOCTCG TAGAAGCCCT TCAGCACCGC 300 

ACTOGACAGC OQGCGCTCGT OOGIQOGCAC GA3GATOOGC AOGTCGTAGC CCK3CTK3QC 360 

cagggoctoc AocricrracA CAGAOOOGTC CTOGGAGITC TO3TOGACAA AGATCAGCTC 420 

ACnCTTCTIG GAGTOOGOGT TACCGAGOQC QGCAAACAGC OQ03IGQCAA GGQGCTTGAT 480 

GTTGGGCXTr TOGTOGIAGG O0G3CAOGAC CACAGAGICT CGATOCTCAT GQOGCTOGEA 540 

35 TOGTOCTTAA ICTAGIGAGT AGOGAAOGIC GGTAGCTCTT TOGCAAAXAA GIGAGGOCIG 600 

OQOQQCTAAT GTTCGTICTCCT TATOGTTGCT TITTOGTICG TCTCA03QGG TEAOCXX3QQC 660 

40 ACCAGGCTAG ACAGOGAGAC CCGCX3CTGAG CAGCCCACGA CCAAGAAGCG CICTA 715 
(2) INFORMATION FOR SBQ ID NO: 614: 

45 (i) SEQUENCE CHARACTERISTICS: 

(A) LEMGIH: 715 base pairs 

(B) TYPE; nucleic acid 

(C) STRANDECNESS: . single 
so (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

55 (vi) ORIGINAL SOURCE: 
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(A) ORGANISM: RAG1417UP 

(XL) SEQUENCE DESCRIPTION: SEQ ID NO: 614: 



GATCTGOCTA 
GAGOGQQGCT 
TCGATOCAOC 
GCCATTAGTA 
QGCAACATCT 
TATOCAGTAA 
GCAGOQGTIAT 
ATTTTOCATC 
ACXJTIAACOG 
ATOCACAT3G 
TSATCAAAGA 
CAGTOGAGIC 



GCTAGTAGAT 

GGATCACGTC 
CAGCAGOGGC 
QGTCTAGCAAC 
TCAATTOGGT 
TIGCAATCIC 
TAGAACT3QC 
GOGAAGCATG 
AAGCATTGAA 
TTOCTTCAAG 
GGTICAACnC 



GAATTGAGQG 
CTAGTOGOOG 
AGOGCCATCA 

TCTAGriCACT 
GTATQOCAAT 
GAAAAAGATA 
OOCAAIACOG 
QCCAATCACT 
OGCCATOC7IT 
AT33COCTOG 
TTCATCTCAG 



TATAG3GAAA 
TACITCTOQC 
TCQGAATCTC 
AAGGAAGCAG 
CIGACACX3CT 
TITOCJICICT 
GOCTAAGftGT 
ATTICIGAAT 
CCCTOCAQCT 
AGCTACOCTC 
AGAATQQGTC 
ACATACAAOC 



agtctoctgc 

AAAGCTPGAT 
CCTEATOGAC 
OGATTQOOQG 
TOGTIACCAGA 
OOOOCATCAG 
GGTIGAQGQCT 

oacricAOGrrr 

TTAGATCT3C 
CTCATCTTTA 
ACTCAACAAC 
TOGTOGTEAGC 



CAAGCGGAAG 
CAAW3TICTA 
TQCAACAOQC 
GITAOOGAAT 
TQCATOCTOG 
GCIQGCAGIT 
CAAGGACQOC 
CIX7TCJCATCA 
ACraSITTIA 
GAAAACACTC 
AAAACACCAC 
ATCCA 



(2) INPOKMATICN FOR SBQ ID NO: 615: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 728 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEMESS : single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1418RP 
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(xi) SEQUENCE DESCRIPTION: SEQ TO NO: 615: 

GATOOQQGAG ATTCATOGTG GACXTCGOCAC AGQCAATEAC TATAACAACA T0CT303GTIG 60 

TTAAAGGAOC TAACTCAOGC TCAACTATIT CAGGATGATA TOCTAGATCA AGAGCIGCGC 120 

CACAOQCTQG TTOOGriTACA ATATIGCICT CTTOOQCAAA ATTTAAACAT GTCTGTACTA 180 

CAGGGAGCIG GICAAGCACA ACAGATTTTC TCCTCTATTT TTOQQCCTAA CTCAGACTAA 240 

GATOOGICAC GAAAGATCTG CATAAAGAAG TAGCAAOQCT TTEAGGATIC ATOGAAAOCT 300 

TCXTOOOCAG CAGCAAAGAT CICTQCAAAA CXTOQCAOOC CICICTTICC ACTOCTACAA 360 

CAG3GATAGA CTCTGCCAAA CCATC7ITICT OCAQCOCAIA TACAATCCCA TTATATAAOC 420 

CCCCGCCACC TAOGCTQCAG AOGATAOCTT TCAOQCTCTC CAATIQCACG OCTH3GAGAT 480 

GCAGTOCTIC TACTACITCA TCEADCATP3 TIQCATGOOC TTCCCAGATC ^3TIG3C?ITCT 540 

OGAATQGATC TOCATAEATC QGAQOGACTT TTICTAAATT CACATIOCOC ATCAACIOQG 600 

AAOGTAAGTA GTCATCGCIC TCTTTCAATA CACTTCCCAT TCATATCACA TCTOCCCCOG 660 

TTCAOOGTTAT COXTCTACC ATOOQOOGTC GAGTAGTITC AGGCACTACC ACICTGCAAG 720 
CTATCCTA 

(2) INFORMATION FOR SEQ ID NO: 616: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH: 713 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOU0GY: linear 

(ii) MOLECULE TYPE: ENA ( genomic ) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1418UP 
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5 (Xi) SEQUENCE DESCRIPTION: SBQ ZD NO: 616: 

GATCATCTOC GTOQGATACT GQCAAAAAAT GAGAGACAGC ATCASGAAAA TATAGTTAAT 60 

70 AAGATATTOC ATGATATAAG CACAGGOQGG TTTOGICGAA GAGGAAAGGG TOCACTK2AT 120 

CIGGAAATCA GTIGAAAATCA AGACCAAGAG TTACAACAGT TIAGACAGAA AAGACGAGAA 180 

75 CTTTIGAAAC AAAAGATATT GGAAAATOGT GATACTAQCA AGCTOCTATC TAACCCCAAG 240 

TC^TAOQOCT TITITCAGAC GATO3IQGAC GATCTIACTG AAGCATCATT TOGAAATACA 300 

20 TTIGATGCCA ATATAGATGA AAAAACAGAT OCATCIGCTG CAGGTCX3GAA AATICTCATA 360 

TCAGAACAAT TTGTAAAQGA AACX37ICTCA TICITOIOGA QCAAGAGTOG OGACTCAGAA 420 

25 ATOOCTQCAG AAACTAAATC TATTICATCC AGCACAGTTC AACCTGAAGA AATICAAGAC 480 

CTTCCATACA TIGAAGCAAA ATAGTAACAT TAAACATTIG AAAGGAAICT AGAACTICCT 540 
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GCTCAGATO3 CTGAACICAG CAGT3GAGAT GAAGGTCATT AOOQCTITIC TTISGAIAGA 600 

TTQGOICK3C GGCAAAAAGT TTAATAATOG AACTAAOGTC GAOGATAAGT TTAAAAGIGG 660 

«OCAAGGCA GTOOGAATCT TAAAGGCAAT AAGACAATTG GCGGTCAAAA GCC 713 
(2) INFORMATION FOR SEQ ID NO: 617 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENC7IH: 723 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOIjOGY: linear 

(ii) MOLECULE TYPE: ENA (gencraic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1419RP 
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(xi) SEQUENCE DESO^IPITCN: SEQ ID NO: 617: 

GTCICATQGA AAOGIATTOG ATGAGQCITC GK3GT3XAG GQQGCTQCTC 60 

GCTCGATTC3G OGAGCTOGTC ATGACTTOQC ACTICTOOQG GG03GAAAAT TCCTCICAGA 120 

CAGTCOX3GT TOQOGTTIGAA GCTOOOQCIG TIX3CTOCACA OTK3CTQGOG (XCITAGCTC 180 

AATAOGTAAC GCTQ30QOQG TCIOOOQOQC ATOCAGGTAT TCTTOGAGQC Tl ' llTllM ' K: 240 

75 GQQGATGICT GAGATATCTC GAGCACCQOG AGCAITCTCA TACACGTOGC OOGAAGftTOT 300 

TT3CTTCGCG GIGAAGTCTC OCICAAAOCC TCOGGGTATT CTOCATCCQG 360 

20 CATTOPCATT GIAGTAGTOG TCTCCACATA GOCTAOOCCA TK3ATGTGCT TCAOOGICIG 420 

QOGAGTCAOG GICCGTTCTAC GQCCCTOGAG GlllTilUlT TOXTOSilT TCACOGITAT 480 

25 OGTATIOOCA OCTQCGACAG CAGGAQGQCC AAAGOOGTIG TIXXTOCGTA QCGAATTCGC 540 

QOCTCX?TTOC GAGCTCATAC TCTAAGTOQG OGSAGQOQCA CCGAQCTAGC TO3QC0GAQC 600 

AQCTOCTAGC GAOOQOGTOC GOCX3GTAOOC ACTCAGTCAC TGAGTOUGOJ OCATCCCAAC 660 

COCTGG0CIT CGGAGroAOG CAACXX2AOGC CX30CGCAGAC GACAAGCOQC TOOCTCTIGA 720 

A<IA 723 
(2) INFORMATICS FOR SEQ ID NO: 618: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LBSJG0H: 721 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECMESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1419UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 618: 

GATCOGTTCOG OQOCTOOGTA CCCATAGQQ3 OGftOGTCGOC QOOQ3000GC CM3ICACTG 60 

CGCCCAAACC GCACCTOCAC CTGAACOGAG CTTQCAGCCC AOGAAGGAAC GOCAOGCTAC 120 

ATCTQ0003T GCAGAGCACC GCCCTK7ICT TOCX3QQQCT3 AAGIGACTOT QQCACGCICC 180 

GCAGGACATA TCTTTITAAT GAGCIGTGTC ATOOQCACAT TOTCAOCX7IC QOQCTACCGT 240 

AGOGT0G0CC TOTGTCAOCG TCTCftGCTQC TOCCAAAACA AACAAATOQG GACQQGCCCG 300 

CATCCAGIAA TTAOCTOCTC OCGAAGQCAA OQQC7ITOGTT TIGITTAOGT TOQCCAGAGA 360 

TITICTCTrr G33GTOGA3T AGCTCAO30G TCATCOQOCT GQCAGAGGTIG OCTGCCCIGA 420 

CAGITCTTCG AATATTAGAT GCIGGTA1GC GQGCAOGCCT AGOQCAAOOG ATIGTAGTIT 480 

Al-iwiTiOJr CACAOC03GC TAGAGGGCOG AGCTACAGGA TOQCCGATCT GQOGTGACGG 540 

ACAGOCTCAA OGrTTAOGATC TCAACGGTOG CTCCTOOQQG CCCGTCTGTG GTAGGCGITC 600 

AGATAOGCIT AGGAIGAAAG CACGAAAATT AAGGTPGTCG TAAAAACACA AAGTCAACIG 660 

QQGTFICCGA ATGGGTTAGA GK30CATCCT AAT3QOGGAC QGAGAGICTC CATQGTGOGA 720 

G 721 
(2) INFTDRMATICN FOR SEQ ID NO: 619: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 721 base pairs 

(B) TYPE: nucleic acid 
45 (C) STOANDECNESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: EKA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1420RP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 619: 

5 GATCAATTCA AQGTTOCTTT CCCAGACATC TAOQ C T GT1T TCCAAAAGAT OTCTCAGC^ 60 

CAOCCOSACr AOGAAGTCAC TCICAOQQGT cactcactog GTOQCGGTTA TOCCTACTIG 120 

70 ATG3GCTIX3G AGCTOCAGCT ACTTOQOCAC AAGCCACATG TGATCAOCTA OGCJOGQOCTG 180 

CGTATOQGTA ACQCTGACCT CAACAAATOG TACGACAAQG TOITOGACAA OCTCAAGAAG 240 

GTOSAGGACT TCAAAAAOGG OQGAAACCCA AGAAAOQOCT ACAUOOGIGT GGTICAGAGC 300 

OGOGACATIG TTCCTATOGT TQCAACTOQC CCTATCTACA CX5CAD30QQG TATOCTATTT 360 

ACCATCACTG AOCTQGACAG OGAAGOAOCT CTACAATOQG QQGICAGACT TCATOGCTCT 420 

AACAOCAAGC TAAAQGAGTT GGT0330GAC A3TXTCTTCA GCGGGAAGIT GCTAAGCTIG 480 

GTOOGrTCTOC TCAACCACAA CAAA3TITTC AGAAGAATGG CTTIGCCAJG CACTGATAAT 540 

TCCTTGAAGC TATAATTOOG AGGAAGEAAT GAATTTEAAG TAOGGAAOGT QCAGTCGCTG 600 

CAGTCTICIG CX7ICTTCCTT ATOQOCTATA TAGTEAA3TT GATGTICICT TCTATTTTTT 660 

TACATTTTCC AAACACH39G AATOOCAOCT TCTAGATCIT GITCCCAAGA TOGATATITA 720 
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(2) INFORMATION FOR SEQ ID NO: 620: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 626 base pairs 

(B) TYPE: nucleic acid 
45 (C) STRANDKHNESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1420UP 
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(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 620: 

5 GATCOGTOGC GAGGOGOGCA OCAAQQQCAA GTOCATOGIG GCCTO3AGCT 60 

CTTCGAGAJT GACATGAAGA AGCT3QOGAA GAOCTTOOOG TOC^ACTICG CGACQQGITC 120 

CICICTGIOC AAGAAOCTCG AGAAGAAAGA QGAQCTQC?IG GTTICAAG3CG ACATCQOQGA 180 

OGAGGTCGAG GCCTACATOC AO30QCIQCT AGAGGAGAAG QQGATCAAGG GTCICAAGCT 240 

75 OGAGCAGATA GAOGCTGQCA AGAAGAAGAA GAAGAOOOOG AOGAOGAGGA OGCOGCCGCC 300 

GnOTTGAAGA GCGQGTOOQG ACAICTGTAT CAGATIDGTCA TCTACTGATT AATGATIGCC 360 

20 GOGATTICCA GIGTCTTAOC AGTOCAAGAG GACAQGKJ1C TOGCATQCTT QCACATCQCT 420 

GGOGnCIGOG TQQQGACCAT GAQ0CT3GAG ATOGATCTAA TTCAATOGQC GCTEAACCTC 480 

25 GGTOCT3GQG GAGGCQG3CT AITCTOQCAGr GGCAGOGAGG AAITOGACAG AGIGCTAAAA 540 

CIGCACTADC GAGTCGACATA OCATOOGrTIT GA00QQ9GCA CJCAAGOOCTC QGICTQQGAA 600 

30 GTCTOCTQGC GGAGGCOGAG AAGATC 

(2) INFORMATION FOR SBQ ID NO: 621: 

35 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGttH: 582 base pairs 

(B) TOPE: nucleic acid 

(C) STRANDEENESS : single 
40 (D) TOPOXjOGY: linear 

(ii) MOLECULE TOPE: ENA (gencmic) 

45 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1421RP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 621: 
GATOOCTCAG TTCOCCACCT TOOCTPCACA G0CAO3ATOG ACCATCOGTA ACTGGGAGTTT 60 
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ATO0QC7ITIC ATTTGTCTIT TTAGIACACT ATIATCTCKT TOgl ' lTliA CH TCCIACTICT 
TTTATOCJITA CTTO3GTATC TATOQCATCT TAAA3TTTAT OGACTCTAGT ATTTTTATCA. 
CTGICTAAAC TAATCAAAAA TAATCAATOS AftGTCTOGTT TAOOTftGftGC TCftTTATOCC 
ACATOCCTAC TATCGGOCTG CCACC3CAAT TAT3TATCTA TOCTIACAGAT AATCCTTICT 
ATTAGCAGTT CTCAOGAAAC GICTCAGITC CCACTQGAOG TCAGCATCCT TOTICICCAA 
QGTOCOCAGT GTCMCTOGT AGAGCTICAT TTOGAACOCT G3P0CCACCT CCGCCAA3TC 
AACTOCAICT CTOGICTIGA CGTATAQG7IG CK3CCGCACA CTAATGAAAT OQOCQCGCTIT 
OQCAAATCIG ATGAOOCTAG CXSCTCTCTTT CTTGACTOCG QQOGQGAACA TGK3CTTCAG 
TATTTTAACG ACCOGTTOOC CCAATOGAGT ATTGAAATTA TC 
(2) INFORMATION FOR SEQ ID NO: 622: 

(i) SB^JEN^E CHARACTERISTICS: 

(A) LfN3lH: 1152 base pairs 

(B) TYPE: nucleic acid 

(C) S r TOANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLBCOLE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1421UP 

(xi) SEQUEUZE DESCRIPTION: SBQ ID NO: 622: 
GATCATCATA CXX7ICTCCAA CATOQOCX^C OGAAOCADCA GICACTTGAA GaQGAAOQCA 
GGTAACATAC GCGAT3GCCT OCAOGAOGAC TK3Q0CAGCT TCAAGGACGC AGTOGIQCAC 
T3ICTCA0GT TCO3CAQ09G CCAGICCOQC GACTAOOGCC AOCAGTOGTC CAIX7TTOQGC 
AAOQGTTCTC CTOGCAGTOC CAACTOOGQG TOGTOGnTCG GTOQ030GAC TGACTOQQQC 
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GATOGACTAC TOGftGQGOQG GCX30GAGQOC GGGOGOGAGG CCX3GTCQCGA GGCXMCIOG 300 

TGGTIOOQOG GOGACAGOOG CAOOGAGGAT TOQGQOOQGT OCT3GTITIQG QCGCGACQCC 360 

CXTGACAOOC GQGACACTCG CTO3GAC03C TOGTOOTITC OXXXX5ACGC ACOTG&GQCC 420 

OQCAOOGACG GCAOTIT3GCT CAACQGAGAG OXX2AOOQCT TCQCGAGAAA 480 

Q^OSCCAOOC TCGACGAGTC O3AC0CTCTC TIOOGGAATC GCOGCXX7ICT GQQOGTCGAC 540 

75 ACCAOQOQCT AQGOQCOGAC GCOCX3CGGCA AGCTOGAOGA CATCAAGCAG QCAGGTOCAG 600 

ACCTOOQOQG CTOOGOOCAG G0CAAQ3IOG AOGACTICAA (XAGGCOQQC GCTCACCTCG 660 

20 GTOQCTCTOC CCAQGAQCQC CKXAQOQQG GOCTT3CCGA OOCCAAQCAG ACQCTCTCAG 720 

Qooocxsocn: caooctctoc ggoqoogoqg orrocGcroc tggqqccict oqcgacqccg 780 

25 OCIOJICOQC oqcogacaag aoccagtcoc tcttcaactc QQQCEACAAC AAGQCCGAAA 840 

AGIOGAAG3C CATOQOCATC OQOGAGTAOG ACAAG3CCAA CAAGGACTAC CAGCAQQCCC 900 

TCGAOQCCTA CAAO33CT0C AAGOGCCTQC TO30QGAOQG OGACCAGCAC CITO3CACCG 960 

QOCTOGAGAG OQOOCAG3CC CAGOT30GTTG ACTOTOC3CX3A CAAQCTOGAC GCCATCICCG 1020 

CXXSCTTOGA OCACTAOQOC OQOGAGAACA TCTCOGACAT CINOGQQOGN CT33ADCA0G 1080 

AGGACOGOGA TICCX30QQCT TCCX3GCXTCT TTAGCK3STT CQ3CTICAAG GCCCQ3CICT 1140 

40 CGAAATQGAC CT 1152 
(2) INFORMATION FOR SBQ ID NO: 623 : 

45 <i) SEQUENCE CHARACTERISTICS : 

(A) LEJSK7IH: 713 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
50 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

55 (vi) ORIGINAL SOURCE: 
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(A) ORGANISM: PAG1422RP 

(3d) SBQUETCE DESCRIPTION SBQ XD NO: 623: 

GATCCG1GTC CIGGGGCTQG TOGAGAACAT GAGOTGCTIT GTCTOCCCAT OGTOCGAAAA 60 

CX^GIOGACC ATCTICAAGC CAACAACAGG TOGTOGTOGC GCCTIGTOCG AGGAGCTOQG 120 

GATAAAGTTC CITOGAGOOG TOCQGATIGA TCOGQGAATT GGAAGATOCT GOGACTCTOG 180 

OGAAAGCTTT TIGGACGOCT ATODGGACAG TCCAGOGIOG ACOTO^TCA TGCA3CT3GT 240 

AGAGGCTCIC OGIGAOGCOG TOGGOGAOGT ATAAOGOGCC TAGCAGITCC TOCCAGIGAC 300 

AGACTGATAC CAGTITATAC ATACATACAT ATITCTAAAA AAGACQCTTA GK7TCACGIG 360 



GATOCGAGOG CCOGTITCAG GTAGATAGTT TOGGQCTCIC CCAGOQGCAA TOCAAGIAAT 420 

CTGICITEAA AAGAOGGGGT CTCCAAQ3CT TOICGATAAT TCTCAAGGAT GATATCACAG 480 

ACAAGTTTOG ACATCACACA GCAAAOGAOG GAGAGTTCIC GGTOQGAGCC GAAATQOGTC 540 

GOCAGGACX3G GCAGAAOOOG GAOCAGATOG GAAAGCAGCT GTICTTCTCA 600 

AGTGCTATCT CGAQCTACTT OTCAAATAOC COCAGGOOGT GACTCCAAGT T l U A 'll'lUI' 660 

TOIGOQQQGA AAGICTGCAA TAATIGACGC ACTGICIGCA AGTTAGCAGC TOA 713 

(2) INFORMATION P0R SBQ ID NO: 624: 

(i) SEQUENCE CHARACTERISTICS : 
45 (A) 642 base pairs 

(B) TYPE: nucleic acid 

(C) SITtANEECNESS : single 

(D) TOPOLOGY: linear 



<ii) M3LBCULE TYPE: CMA (genomic) 



(vi) ORIGINAL SOURCE: 
55 (A) ORGANISM: PAG1422UP 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 719 base pairs 

(B) TYPE: nucleic acid 
40 (C) STOANDECMESS: single 

(D) TOPOLOGY: linear 



45 



50 



(ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1423RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 625: 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 624: 

GATCTOCTAG GCQCCAAGTIC GAOGACTACA GQQQQQCTTT ITOGGCCAAA GACGGAACAG 60 

AAGOCOGCAG GCGGCCTTTT OGGACAGAGT AGTOOOGCIC OCAATOGCAC TGGCGQCGCT 120 

GGTCTCITOG CTAGCAOQGG CAACAGOGGC AGCAOOCAAT TOGGIQQGCT GITCGGCAAC 180 

AGTQCTOOQG GOGGTOGTOG GAGTCTTTTT GGOGQOQQCT CQG0030GAA C^ACAACGCA 240 

TOCAOCTOCT TQOGAAATCT dTIGGGAAA OCTAATCACA O3GCA00GGC AGCTQGTOGA 300 

GG1LT1T1CA GCAATOGGOC GAACACAGOC AOCACAAATA OOGTITCTIC CACTAACAGT 360 

CITITEAGCA ATAATCAQGG AAATOGTGOG CAGAATAATG GGQGGCICIT 1X3GK30GAAA 420 

CCTACCGQGG QGCK7ITK3G AAACAGCAOC GCTCAGOCAC AGTQCICGCT TlTlUj BGCT 480 

TCX^OCICAC AGAA3AATCA GCAGCAGCAG CAGCAAACAC AGCAACTOIC COTICIOGCT 540 

TOCAATOCAT ATGG0CT3AA TCTGACTOGT GTTQCICTTA CIACCATOCC QGAATCTATA 600 
ACGQCAGCAA TEADGTCTAA GAAGAAGAOG AAGOCTADOG CT 
(2) INFORMATION TOR SEQ ID NO: 625: 
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GAT03AACAC AAATTCATCT AD3AACACAA ACTTOGAGCG GT lUj f KJl ' KJ GTEATATTOG 60 

ACAGGAACAT TCACCTAOCT TCAATGTTTC OGCATIDCTG GATCTAOCAA TCTTTAGIAT 120 

TTGAOGTATT CAATCTCTCC AGAAATAOGA TTTCAGEAOC GAATACIGAT GAAAAOQGAC 180 

AACCCACATA TAftGAAGATC GATATTGftGC CTAAAGACTT Cl ' lTlUa OS ACAAATGCQC 240 

ACITOOOGTT COCAGACGCA GTQGAGAATG TCGAAAATOC ATTOQCftGAC TATAAGQCCG 300 

75 AQQOGGAAGC GATAAOCAGG AAGACAGGOG 1TGACAATAT AGGOGATTTA GATCCTAACT 360 

CTCAAAA3GA TACTIT3CAA ATICAGGAGG CAGTGAACAA GOTOOOGGAA CTGACTOCTA 420 

20 QGAAGAATAT CATTGATACA CATATCAATG TICTOQCT3C GTTCTIGAAA GAGCTAGAAA 480 

ATAAAQCXHT GGATIOGTIC TTTGAAATOG AGCAACAAfiG TGACICTOCT AAGGIGAQQC 540 

25 AAGCATTCAT GGACOT1TIG AA&GATOGCA AGAOCAATAA OCTCAAQGAC AfiGITAAGGA 600 

CATACATAAT CATCTATTIG ACTAGTTOQG AGAAGCTTCC OGATCAATIC GICCAACATC 660 

TTGAGftGTIA CTTCCAAGAT AATAATTTOG AAAOGOCAGC GTIGAAGEAC TCTATAAGT 719 
(2) INFORMATICS FOR SBQ ID NO: 626: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 719 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 

* (A) ORGANISM: PAG1423UP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 626: 
55 GATCATOCIG TTGAACK3CA TQCTCATCTC GICCGATGAG TACACATGAT TCAAGTCAAA 60 
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CAAATCTITG CCOGACTIGA CCTTOCCGCC AD3CAA0GIC GCAAACAATC OGTCGCIGGA 
OOGAAAGTICT GQGATOCCTC CAGCCACAGA GATCOCOGCA C0QGK3ACCA CCADGATCTC 
COGACICTGC T0GAGO3CAT ACOGAATCAA GIOOOOGICC OGCGCQCTCA CCfiGCTCCQG 



GTCACIGAOG TAATOOGCTA GCIGAAATAC (XftGTIDSIC QCAGQCCICT AO?ICAGCCG 
OXX7ITOCTC GQCAOQQGAG O0O00GOCTT GOGCfiGOQOC QCTAACAGCT CCTICQGICT 
GACCTCCTOG GACAOGCTCX3 GCC03CTGTC GCAGQOCTCT GICTOCTICT TTTIGACQCT 
OGAOQQOQGC GTGATCQQCA GCTTTCACCTT CATCGQOGAC OTCTACTOCT TCACACCGOT 
AOCAOCAGTTA GOCTGG3TCA TOXX3CAOGT TCCACAAAOC TCmULXJL'lT GCIGCACICG 
TXX3TIGOOCC GCTOQGPGGC GIGTAGOQGA CATCAAATCA GIGACOQCOG GCCCAATTTT 
QCCX3GCX7TIC GCTTTOGAOC AATC033AAA ACTTATOOOC OGTAAAACAA AGGCAGGACT 
TCOGCTGTQG CGATAGOGGC TTTICTOQCA TOQQCTOCTG GimXTITAC GCCTACATT 
(2) INFQRMAITCN FOR SBQ ID NO: 627: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTTH: 724 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1424RP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 627: 
GATCICATCT GTATTIGGAA GQGAADQCAC CAGADGGGGG TCACTCGCAG AAGCTOCCAG 
AGGAGAGAGA AAACATAGAA AATATATTTA TATEATCTAT ATTCAGTITA CATAAGAA1X3 
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(i) SEQUENCE CHARACTERISTICS: 
35 (A) LENGTIH: 720 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEXNESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genordc) 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1424UP 
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TOPCATAATT TTATKalTTT TAGATTTCGA CTIGOGAGTC CCCTCCATAT GACTATOCTT 180 

TTATTCTAGA TTCAGTOCTA GCTAGTPOQCA AGGAAATOGA TATCGTAA3T CCCATITAGA 240 

ACAAGATACA AATTAGOGAA TTTOCOGGAA AAAOCGGTCT TATAATACAG CATCATTOCC 300 

GAATCCATAC CAGTCCTICA ATTAAACTIC CGAATCAAAA AAGGCCCGQC QOQGICTCAA 360 

GAATCTTTTC GCX^GTACIC GAATOGTCAC TATCAGCAAG CGACTCITCA CTACCCGAAA 420 

OGAOCAGOAT ATITGTGTOC AGCAAATGAT TTAAG3CICT CXAGACACCT CTTATTOGOG 480 

TCCTATCTGT TCIGTOCADG CCCTOQOOCC GATAAAGAAT GCAGoTOQOC TAATAGTAAT 540 

TACTAADOGT TFTCTAAATC QOOGICTFGG TIGAGAOCTG TGAAACGATA ATCCCATTTA 600 

TAOCAGATGA ACTOGCOGCA CTATAGTC7IC OGTAATICAG CACTGTOGAT TCCEAGTEfiG 660 

GGTGOGOGAA GTAGCAAATT TCTOTATDCT CCATAATAAG GATATCCAAT QCCAGTATAA 720 
TAGT 

(2) INFXDRMATICN FOR SEQ ID NO: 628: 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 628: 
GATCAT0GTA TOCACTCAGT TGTAT3XTAG OVIAGOCCGT GOGATIQCOG TCATTICGAA 60 
CGATGATGAC AGGCAAATCA CCATGAGGAG OOGAGGATTC TCCGCTAAAT TCAGCTOCAT 120 
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TIQCAACAAA GATOGOGTICT TIUIMGOGA GOTCTICAC ACQQGCCTAA AACATOITOG 180 
5 AAAJQCTQCT CGCTCTOCT TOOTCTOOCT GTOCCCTCAG CCAGAOGCTC TCTITOCTIC 

TAATGTOQGG GAGAGTOGTIT CTACTCAQGT CTTCAQQGIG CIGAATAACT 'KXCIMCCT 
70 TACAQCIQCT GACCTCAG3C AATOCADCTT TOCAAC7IUCA A33GICTACG QQOXGAAGG 

TTOIU30GAA TOC^CAGTCA TOGGTAATCT ATTACTACAG OOCACTC3CAA GOCTACAGAC 
75 AACCIACAAT GACaXXXCT TGTACAATAA AATCAATICC QCITOCTCGA COG7TTAACCC 

aaagctatac cx?iaccTK?r Gixxrimrr gititxatta oxxtitocat GiGCTrrnr 540 

20 AdCTGftUTA CAGAGCCITT CTCTAGAATC TOEAOCTGAA TITAMftCTA GSGAGCTATA 600 

AAGCTCICIT GTTCTICTAA TOICTCTTIC AGAAGATAAA X3CTAACACC AGAAAACGAG 660 
25 CTAOGAOCCA ACGQCTATTG GACIADSAAC TOGACAAAAA CTAA3AGTOG TAACTAAGAA 720 
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(2) INFORMATION PGR SBQ ID NO: 629: 



(i) SEQUEISCE CHARACTERISTICS: 

(A) LEN30H: 710 base pairs 

(B) TYPE; nucleic acid 
35 (C) STOANDECNESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1425RP 



(>d) SEQUENCE DESCRIPTION: SEQ ID NO: 629: 
GATCAGCTCC CACTK3GTTG CAACAGIATT GCTCAGACTA TCATICTIGT AGAGCGATIC 
TICTGAAGCA GTIGGCCCQG TCTATCAAAC CGCGTCTTTA QCAAGTOGAG GCCTTTCITC 
55 AGAAATTTTA GTKXTICTC GAAOGTATTC GIQGTCCTQG AGAATAAA3T TTICTIGCTC 
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GACATAGICA GQGTCAAAAA CATTCACAGG TCIGTCATCA TATOQCOQCC GQCTOCCGGA 240 

QGrrTCTOQGA TCAGOCTTIC TCITOQCTTC OGAGICTOCA AOCTTQG&3A TAQ LTJ.T1 GA 300 

TAAGTTT7EAG AAGTQCTOCA AAATATOGTC TIOQOOGAGA GGAGCAAOQC T0G&3CCCCT 360 

GAACAGIGAT CCACTAGAAC TO7ITOCAGT AGOCTQQQCG TCAGCATTAT 420 

TGTACT3CTC GAGTCGCQCA GATEAGATAT ATCAAACTOT TIDGATTCIO T3GAACCTTT 480 

ATATP2ATCA TATOCTCCAA AAGAATCTCT GC7ITIQ033A GAGOCTOGOG CTOCATOAQG 540 

AGSAGGAGCC ATAAAAGATC AATCCCTOCC AGGAGAGITC TCIAAOC3QC CAAATGolGA 600 

TOCAGOCTAG TICTCATAAA TTTGAAOCAG ATCTOCAOQC GACTTCEACA QGTCCXTOQG 660 

GTITCIATOCT QCCITQQ3GT OQCX^ACTIC TTIAATOGAC COGAAGAAGC 7l0 
(2) INFORMATION FOR SBQ ID NO: 630: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 711 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1425UP 

(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 630 : 

GATCATACAC GOQCIQCQCA TACAGITOOC CAGCAOCAGC AOOOQOGACA GOCTCCAACG 60 

GCTAGAGAGG GACAOOQCAG GUL'l'lUlOQC CCAOGACCTT TOOCGCTOQG CCGACAGCAC 120 

CAATOCATAC ATAAACGGCA CAGAGQCCIC QCTAAAT3CC OQOCTCCTCG GCIGOGITAC 180 

CACAGOCACT ACAGOOCICA ATACCAOOGT OGOOQOCCIG CTOQOOGACA TCGATTCCAC 240 
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OGTCGACOQC QCXTITCQCAG ACAOQOCACT TCAOOGOCXX ATQCTGACOG TTOXL'lUL'm 

5 TCTAAT0G3G AACMGTK3C GQQOCATQGA GOCAGQOOTC ACCTOGACCC ACGACCACCT 360 

AOGCATO30C CT3C0303CA TCCATACQOC CO30CTT0GC GACGCK7ICG CAGAACCAGA 420 

70 OCTOCCAACC CATCCCX3CCT ACACAQOOCT GCTQCAGTOC CICAGIGACC GCTIACGTCA 480 

TKX3GTPTGAC OGICTQCTAC ATCACTQCTG TOQOQOQCTC CQCMTGAAC TCTA0CTA2C 540 

t5 QCTTOQOCTG CTOQQOCTCT QGATTCTQCA GACAOCICIC Q3CTIQQCAA TOCIQCTATT 600 

CAAGrrCQCAC TCCOGTCGCA GGAACCTCOG OOQCAGAATC CCTIGAGCOT AATICTTACA 660 

20 TAATCTTAAT TCGQCATTCT GCT3CTCGAA CAOGAACTCC GCGTTAGCCG G 711 

(2) INFORMATICS FOR SEQ ID NO: 631: 

25 (i) SEQUENCE CHARACTERISTICS: 

(A) 722 base pairs 

(3) TYPE: nucleic acid 

(C) STRANDEENESS : single 
30 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

35 (Vi) ORIGINAL SOURCE: 

(A) ORGANISM: EAG1426RP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 631: 

GATCTTCTCT COQCTOGAOG TCACIGGQ3G CATOCAOGAC GCCATCAACT GCTOCTQQCG 60 

CICCTGKTCG OCCTOCTQCA CIGCTAGOOG OGACTOGOCC TQCAGAAACC GQOOCATCTT 120 

GITCQCATOC TGCAGCAGCA CCAOCACATC OGGAADCAOC QQCTOOCT3G CltXTITCGC 180 

TAGCIGAAAC GAAAGAAGAC GOCCTATAQG CGOOCTOOCT AGCATATACA OCCAOQQGAC 240 

ACCCATAACA GOCCTICTAA COCTCAACOG AGTCACTGAG AACIGGCCTA GTOCGCATCA 300 
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TOGADCTTOGC GA1T1T1CAT TCTAGTCAAT AATOCTTACA CCGCCAACAC AAAGGCAGCT 
TCXCCAOCAT TCTGQCTCAA CTAGGAQQOG TGTOQQGOGA AOCAGGAAOG OTTEACTCGG 
TAAGOGGQCA TCTAGTCAAG TOGQCAGTIG CAGGOGftCTT ClTl ' l ' lUlli! ' GTTATICAGG 
GTCTAQGATG CTICTTATAG GGTIGACAGS AGGTATTQCA TGOQGCAAGT OGACGGICTC 
GOGGAGACTC CACGAGOGAT AQOGGATQOC GGIGATOGAT QCGGATOQGA TIGOQCQQGA 
GATTATO03G CO33O0GAGC QGQOGTAOCA CGGglOjlUG AA09GITIGA GCAAOQGGfIG 
CG3CAACIGG TQCAGQOGAA QQQQGAQCIG AACCGOGCQG 0GCTQGQQ3C GIGGATCTO: 
CA 

(2) INTORMA3TCN FOR SBQ ID NO: 632: 

(i) SEQUENCE CHARACTERISTICS : 

{A) LENGOH: 703 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) M3LBCULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1426UP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 632 : 
GATCIGCTOC AGCGCCTOCT TGAACCAATC TOCAGAAGAG TCTCCQCCIC GICAAGAACC 
TIGAAGTrCAA OCTOGGTAAA GTACTTTOGA COGCAAGCCT OGAGCATCIC GATCAACOGG 
OOGCX30GT3G CAACCACGAT ATTOGGCCIC CTGCX3CTCTA G3GATCTGAA AGITICAGIC 
OGOGAGGAQC OQCCCATCAT GACAACCGCA TIGAAAQQGC GAAGCTKX7T GITOGUbTlG 
OQCATCTCGT TCATCTCGTT GAAGATCTQC GCGGCCAAGT C0CIQGTK3G TQCAATCACA 
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ACAGOCITCA CATITIUOGA AGGAGQOOOC TOCftAGAGCC QCTOGAACAG CX3GCATCAGA 
5 AAOQCAAGIG TCTTACCK7T TOCAGITITC GCOCX7K3CCA CCACATOC7IG CKXU1C1GC 

AGGATOQQCT TCAGOGTCTT CTOCTOCADC QGTOITAGIT TATCGAAGCC GCCTGACTOC 480 
, 0 AGCATCTOGT ACAQCTOGTT QCTGAGCA03 OCCTOTCCA CCAAQGICCG CG31UIUCTT 

TOGftO^OOOG CAGCITOGriC GGOCACAOQC AOCSCXTOQG TCITOGQQOC GAGGCTCAAT 
75 CXXTOQOGOG CCGOGCOCTC TCIMQQCCG OGTCTOCCCT GIGQCTICCG CCACATOCCG 

CCQCX3GGGAC CACQCICACC ATCCTCCCTC TOGCTOCCCG OCT 703 

20 (2) INFORMATION FOR SEQ ID NO: 633: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LEM3IH: 711 base pairs 
25 (B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

30 (ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1427RP 

35 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 633: 

GATCTTTCTA TCOGGGAAAG AGIDCATOGA ATACAAGG1G CITCTftGAAG GQCCCIATOG 60 

AAACADCATT OOQOGGCTITC CTOC7ICCIGA OOQGCX3CTAC GTOQGCGCCA GCGCAGGICT 120 

TOQOGTAGCA GOOGTICTACC CACACITOGT CICICTCTTC GACAAQGAAA GCCAGITCAC 180 

CCATICATIC TACTQGATIA TAAATGACXT TTCATATCT3 CAT IU^TiT CGCATCAGCT 240 

GAGGTACCIG GOGGACOQGA ACTOOGACAT CAAAATTATT TACACGAQSA GCAATCAGIC 300 
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GQCTAAAGAA CTGACOOCAG ATCTTOCCGA TTOOSCXTTCT GC3AAGITCG TOGATTCGCT 360 
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GGA1ATCIGC A3QCTOCTOC TOOQCCCAGA TCTCAAftGAG ATOGIGGAAG AGCAGATCCT 
QCTCKwiur AAOZAQGCAC AGGAOGTCAC GmATIAGC K3CG30CCTT OSACCTITAA 480 
TGAOCA3TIC OSnATOCTC TGAAATCIAG CATCACQ3QC AAACTCO^T GTCATGTOGA 540 
OCTAGftGGAG GAAAGCTACA QCTOGTAGAT AGATACCATC TIATTACTIA ATICTACITA 600 
TITATTCCTC TIOL'IUIATC TTAAGCAAAT CQOGQCATOT CTCAACCAGC TTCTOCATOC 660 
TTTOOGGftTT GAGCCCTOCC TOGACCAOGT O^GftGCTAC CIGGTITTCC G 7n 
(2) INFORMATION FOR SBQ ID NO: 634 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENC7IH: 718 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1427UP 



(XL) SEQUENCE DESCRIPTION: SEQ ID NO: 634: 
GATCATCITC TOCATOOOCT TGQQQCOCAG OGAOGTICIG ATCGCATCCG OGACIGCICT 
GX3CAGCAATA ATCITOGCCT TICICfcCTIC CTOOQQCTTC TCGCQGrTCT TCAAOGKXC 
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CCTTACTK3C TGCTAGAGAA GITAAGCTnG ITICTTTATC CTCACAACQC CTAAGITACC 

£0 GICAAACGAT CAGATTTTTG OCACTO3AAT TOXCTIOGT ACAAAQ3GAT ACTIGAICCT 300 

TIGATCIOCA AGftGCTCITC CATCGQ3ATG GCCTOCTGAG TAGTOCCX3GG TTCAAGQGAA 360 

55 AATOQGQQCT OGACAACTIG GGAAATG7ICT ACGGftGGAOG QQQQGTTAAC AGGGATOGCG 420 
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GIGAQQQCAG AGCICAAAAA AAAATOOQOG TTTIOCAGCT GCTATGAGQC GTICAAGQQC 
CACACTCOQC QQGCOGAQST GATICQ30QG CTOOXJGAGG AGTTO3TCAG CIACGOTGAT 
CAGOQOGQGA TCAGQCIGQC QOQOGAAGAA QQCICGAAGT ATITCTAOQG CCAGGAATOG 
AGQCTAQGAC 0GA03GAGAG TACAGOGACT QQGAAQ303G OGACAQCGCG AGIGAGOGCT 
OGirOGfTOOC GCTQGAOOGG TOQOQGACTT CXXX5GAAGTC CACQCQCOGG TGAMCftG 
(2) INFORMATION FOR SBQ ID NO: 635: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LjETXJEH: 723 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1428RP 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 635: 
GATCATACAC GCATTGCAGG TATACATIAT AGttOCTCAXA ATTATOQGAT TOCAAATAGA 
ATOQGGOOCT TACOCTAGTA CTGICTK3GT AATOCAGOGA OGCICAGGCT TAAGAAGCIT 
TTKJTTCVCC GTCTATTACT AACAAAATAA TTTCCTCGAG CACAQQGAGT AGAGAIGAAT 
TACATAATOC ATATOGACAC CTOGTCACCT TCCAGCGACA TIAACATTIC CTTATGAATG 
CCCAATAATG GTOOCTAAAT GATGIGCTIG GIGTAATQOG CATTATAAAA TOTATGIQGA 
TTATATATTC TTCGTAQCAT CTAGTAGAAC CATOCTAQCG AGCTCTTK3G CCATACCCTT 
CIGAAGAGftG ACATAGCAAC AGIGICTICT GCAGACAGTC TOCCGICGAA TOl ' lUULTAG 
AAGTAAOCAT GAGIAOCAAG ACICICCTTA ATCAAGCCAG AGCGICCAGA TTIOGIGAAT 
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ACTQQGMCX3 ACTTGAftCCA CTOGACA3CT TCIGQOCTftA AGAACATAIA GOQCACTOIG 540 
5 AOGAOGCQCT TCIGGAACTT GAATQGATOG CC?OXTAATA TCATTCTCTT GQOZAATA1C 

CGTCIGTGGT CTGOGTriCftG GAAOGTOOOG TO300CACGA AOGICAGQOC CTTTQGATCA 
^ GftGGQGmTT CTTTGAAGTIA GATO3CCGGT GACK3QGTDCA GCTOCAAGQG AAGCATOCAT 

GTC 

75 (2) INPORMATICN FOR SBQ ID NO: 636: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEKGIH: 726 base pairs 
20 (B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

25 (ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1428UP 

30 



(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 636: 

GATCAAAOCA GAGIGOGAAG CQCACAOQOG GCACK3QOQG GAQCCCTIAC CGTA G1T1 1 T 60 

TGQGTOGGAG AAOCAAAOGT TTTOGTGAGC CAICITCICT GCAATOQGTT ACT&CICICT 120 

OCaOOQCTT GGAAGOQCTC OQQOOCIOGrr GAGCK3COCA CAGQCTCOGC GICIGCGGCG 180 

TOCTCATTOC COQCACOCTA TTCTOCTOGC AOOGftCAQCT CTAGACCACA CTKX3QCCCA 240 

TCCTCTOCAC ATAOSATTAT GCTTTOICTC TTOCTATTAT CCTTAGATTC GCTAGACTIC 300 

GACACTATOG TTATCAOCAC TCTTGAAGTC TOCITCGGTT GQCACCCAAA GICTCGQGAC 360 

TGTAG r 7IGGA AAGOQCAGIT OGOQGCAAAT CAAGCAIUIC ATAATCTOIG GoIGCAADCG 420 

TTGAATCTCT QQCTQCAACA GICAACTCTA ATTTCTITTT ITCATOGftGA GATO3GATOC 480 
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GATGAGCTAG TTCAAAAATT TTAGffilQQC AAAACIGGCA TOCMATCTC AGATOGQOCA 
TCAATIGOGG CftGCTTAGTC TTAGAOGAOC AATCCAGMG TOGTAATIGG QCTATOQCAG 
GICACTOGCA CAQGTOGTOG GTAAAAAAGG GCCACAAAAC GITCAAGTCG AAGCATOCGA 
GCAAO3Q0QC GOTCAAAOGG CIGCACAAQG GCAAAGK33A ACAGGAGACC GCTtXTOOOG 
TCAAGG 

(2) INFORMATION FOR SEQ ID NO: 637: 

(i) SEQUEWZE CHARACTEKISTICS : 

(A) LENoTH: 712 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1429KP 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 637: 
GATCAAAGIT TAGCATGTAA ATCTOCAACA AACTATITAT TACCICIGCA CK3CCCATOT 
OQCTIGAAAC OQOOGfiGGAT OCAAACCAGT GCTTICATAA TOGAAITOCA AAA3TCAGK3 
CACTAATIGA TAAGTATCTT GAGAAAAGOC CTOCCGACTT TACCCTAGAT GATIGCTTAA 
TATOTICAAA AGOCTCOGAG TTAATAAAAA QGCTIQCTAC ATOCAAGGTG CATATAGATC 
TSATAGATCA GftCTAACAGC AOCATICATA AAAMQQGAA GCGCAATTIT CGAATCACAT 
CAOOCAGAGC AGTATACACA TCCATTIGGA ATGTCGTATT AAGAAAGTCG GATAGOCTTC 
TOGAOCAAGG AAAGGTAGAA ACOGTOCAAT CCTTIGATCA GATACTIGAG AAITOTTTA 
TTAACTTGAA AGAAGTOGftC TTTACICTAT CIG9GGITOC TCIGATOTAT AGCACTATTG 
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ACTACTOGAA CCCCCACATC ATOTCAGGCT ACQQCAAAGT TAOGACICTA GAGCATITCC 
TGGTOCAGTA TATCTEACAT OGATATCMG TA1TATATCT QGOCQQQGAT GAAAGCCTAC 
TAGATAGTCT GGTIGGTGCC ACTATTOGGA AGCTATTTGA ATOCATGCAG TCACAGCATG 
ACXAOCAGAG CCIT3GTAGOG AATAQOCAGG CIGATACCQC ACGAAGAGAT AT 
(2) INTORMATICN FOR SBQ ID NO: 638: 

(i) SBQUHSCE CHARACTERISTICS : 

(A) LENjIH: 718 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: EAG1429UP 

(xi) SEQUEJSJCE DESCRIPTION: SBQ ID NO: 638: 
GATCAACOGA TAGOGGAAGG OGGACGAGCC TQQGAAATAG TACTAGGCAG TOGITOGCTT 
TTCTTITTAG CICTGTTTCA AGATGICAQC GAGAACAAGC AGGGAGGCAG GCGCCTCCAG 
QGTCATGGGA GGTOGGAGTA GTATOGATQG AAAGTC0G3G ACAGGAACAG GGTATTTGGA 
ACAGCTGAAC TO3CCAAGCA TTCAGAAGCT CATGCACIOG GACQCTICCA CGACAGCACT 
ATTOGAGAGG TTGAAGATGT OOCTAGTCAC TKXX3TGGAG TTCACGAAGT TCATAAGAAA 
GAAATACITC CTAGAAGAGG GCCATOCGCA GGAGATQGQC AAGGCTTATA AGAACTTCTT 
TCOGGAGGGC GGIGAGIQCA GCTTGCAGAA TAGCATACAT AAGCTTTTQG AGTATCACQG 
AAAACTTGCG CAGGTCAAAC TTTCATATGT TQCTGOGITC CAGAAGATCT AQGATGAGTT 
AAOCTOQCTT CTTGCATCCA TCACTAAAAT GOQCAAATOC CICAAGGAGA GCAGTCGQCG 
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GTTQ3AAAAA. GAfiGIOSCAG ATOCE&IftCA TBGQQ033AA AAQQCAAflQS CAAGKEAIA.T 600 

crocircrac: agasgctcaa gctk^t cctocaaaga cgaagitcac 660 

ATTOCQ333C TCAAAGAOCA CIOGAGAOCA QGAAGAG3AC TTATTAGftM GMTCATA 718 

(2) INPORMATICN FOR SB£ ID N0:639: 



(i) SEQUENCE CHARACTERISTICS: 
(A) LEIXjIH: 730 base pairs 
15 < B > "T^PE: nucleic acid 

(C) STOANDEENESS: single 

(D) TOPOLOGY: linear 

20 <ii) MOLECULE TYPE: tNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1430RP 

25 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 639: 

GATOQCAGAG AGACACAATC TCXXTCIQOC CACITICTCT A3XXTTEAIC ATITATIGfiT 60 

TCTI^KX^ C^GAAAACIG A^GOO^AC AG33AATICT CAAOCATOTT TAAACTITIC 120 

CATOIGCATG GAGCTOOGIA TCTAGCAATA TATTCICATA QCTAGAGATC TCACTATATA 180 

TTAGCTPGGC ACAITTAICT CATATOGAOG nanTTTlU TACACCTTTG TCTCMGTAG 240 

CAGG9S003C ACATAACTAG TTATAAAAAC GATOCQQCOG GAGAAOGAGA TCTACTATCT 300 

CTCIGACTAG QCACAGITTC CAAOCTATTA GTOCTTAATC AGCAAGOGAA TCATTCAACT 360 

CATACTXCIC TCTOCX^TIG CGOGAGCTAA TTA^TOGAG CCX^ICAAAT CAAATCCATA 420 

CAT^CITOr TCAC^XAA GCXMTP3Q0C AAAGGAATOG CCATOCTGCT axXKKXG 480 
ACAATOOGQG AGIGGGCO0C TAT3CATTAG TOGCIGCAAC CCAAAATICT CGCAIAGCCX 



540 



TGAGftQCroc GTOQCfiGTOC 03333CTACT ACCGCAATIG GAGMBGTO3 



SS ~ **«-««r«3 GAGMW3TO3 OCAQCGATCA 600 
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TAAAGGAGTA TACCTAGAGA TOKX33GTCA GCCIXXXTTTG GTCACAAftGT TCCAGCQCAA 
GAGCT03QOG CAGTTCTIG3 MGTACATCA CXSftGSAACAG CAGEATOCTG TCTCGQCATT 
AGAGCAGGAC 

(2) INPQKMATICN FOR SBQ ID NO: 640: 

(i) SEQUENCE CHARACTERISTICS: 

(A) USTCflH: 719 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (genaidc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1430UP 

(xi) SEQUENCE DE9CRIFITCN: SEQ ID NO: 640: 
GATOGATITC GTTAOCTTCT TC1XXAACCC AOGTACITCA AGAGATTOCG AOQCAGAGTT 
CTAGACAGCG TACCTATTOC GftGOGACAAA AGTOQCAAAG ITIOJCITA T OCTCAACTAT 
ATTCCTGQCA TCAACAQCAC 03CTfiGOCTG TTTTOGAAGC AGGCAAaSfiG OVTACOTATC 
G0CAT00CTC CTftCTTGAGT TCAOGAGGftG AGAGTCTIX3C GAG3GATTAT AAGAGATOGA 
CTTGAACAOG TTATATC33CT TTCCAAAGTT TTTTAGAGAA ACAAATOGCA GAGAGGACAC 
CTICTITICA TftGICAAACA TITOGADCTG CTICTCITIG TTCACAAACT AAAQCTOG1T 
CIGCTICACA QCCACAQGIG GICTCTCACG CTCCAGTTTA AAGACCATGA TACCCGftGTC 
ATGCGOOGCG CCAAAGAQCT TCACATTAQG GTOCQCCCTA ATCGACCAGA ATCTCICCTC 
TTCTCTTTTC AACTGTTTTA CAQGAGTOOG CTIGTCTAGA TCCCAGACCC TAATOCTAGA 
ATCCTOGCCG ACAGAGATAA TTAGGTITTC AAATOQGIGA AATATTACAC TCTCGAOGIT 
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CTTQGTATCA OQCTQCACTT GTCGAOCTCC CACGCTITOG TOGAGCTCAT ACQOCACAAC 
TIGAOCTGTC TCICITCAGA AOTOGAGACA ATCAAQ33CA GAATCGGATC GAAGGAAGG 
(2) INFORMATION FOR SEQ ID NO: 641: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH: 730 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDE23SESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencfnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1431RP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 641: 
GATCATCTEA TACAGACCTT CAAAGTTGAT AOCAAAAOOC TCAATOGACT CQCTCACCAT 
ACTTOGTACT TCCTGirTAG AGQCOCTGOG GCACACITAC TQOCICTACA AGAAAAAACT 
GITGOCICTC AATIGGATCA OCCTTITIOG GACACTAACC ATTTGCAAIA CAAT3CTATA 
TTOOCTCTAT CAATOCTCTA TKSADCTK3T T3AATOCAAG CICGAAATCC AGCAATOIGT 
AGAGATACTG CAGCATTTCG GTGAGAAATC OGTTTTIGOC AAGGAGTOIG CQCTCCTCIT 
TCAAAATATT GGAAATQOGA TACTAGATAT AAGICICTCC CGAGGACAGG TAGAAAACCT 
TGATAAATTG ACTAGGGAGC TATTTG3AGC TAGCAATCAA TACCAAGATA TATTOGACGA 
AAATAAOGTA GATATATOCT GGATK3ACCT GQCTATCTAA TTICTGAAAC CATTCSGAAC 
CTCTITAAAC TA7TTQQCAG TAATICATAA TCTATK3GTT GTTCCATAGC TCAATIQCTA 
TTQCOGCTAT GGACTTQCTT ATQCAATACA OQQGTTAGTC GCTGATTGTC GTCl ' llTP AT 
ACCCAAACTA AOOGAATOOG GTCTTAATCG ACTOOGGTAG ACITICTCAT CCAGTAAGAC 



908 



EP 0 866 129 A2 



10 



15 



20 



25 



730 



ATCTCTiaCA OQOOOGATIA AT3C7TICTAA TCTTTAATOG ATCAATGAGA AA3GCTATAT 720 
CTATCTCACT 

(2) INFORMATION PCR SBQ ID NO: 642 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEM3IH: 722 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1431UP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 642: 

3Q GATCTOCICT AOCATCATGA AAGTCTTTIT ATCA033GAA AACOCGTTIC TCaGQCACAT 60 

CT3AOGCAGT QCTICTOQCA CATCAAAGGT CAAGTPCGGA TCCCTPGTCA GCGCTTCCAA 120 

35 CIOOCAGAAC TTCTICTQCA GA'ITITHAC TOQQOQOQQC ACAACTTCTC CCIQCCICIG 180 

GGGCACATAT TTCITEAACA CCTCCTTOQG AAICTIAAM TOCTTCACAT TATAGCGACT 240 

40 TADGAGADCT TCGAATAAGA AGAGGCACTT TATATATADG TTTGACATAT CCAGTTICAT 300 

CT0GCACOCC OGCAOGATCA G3BXOJGTA GIUCAAGIGC QOCTTItTIC TIGAATTCGT 360 

45 AGfiGCTOGOC CCCGAOGATG AGCCTOGCTG ATCftGMSIG CTTCTCTTCA GCGAGAGCTItS 420 

TOGCATACTC GGCIGTCTOG CAAGCTCCAC CTTCAOCIGC TIGQCAAAGT TCACATTTAG 480 

50 GCOCTGOGCA AAOGCGTICCA GICGAOOGAA GATATQGTTC ADCAGCICGA GT93CATCGC 540 

CATCTTGTTC AOCTCCAGTC ACAOGTTCCC TTGGCCTAGC TOCT3CACI& GGQCCGOGCT 600 

55 CTGTGIGAGT TCIOQCTOCC ACACAGAGIC CAAUTCCACT CQCATCATOC GCATCQCGIG 660 
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CTICAACOCA CGCTCACTGA TCnXCCTCG CTCA3QCATC Tt^GGASCCT CTICKGGCT 720 



TC 



(2) INFDRMKncN FOR SEQ ID NO: 643: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 724 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENS. (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1432RP 



722 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 643: 

GATCCAQGAC TGCCGTGCTT QGTK3CGCTC AAGGGflGACT TAGAAATGAG GTGTIG3QCC 60 

OCATTCIX3D3 CTOCAGATftG AAACGAAGAC AAGATQCCAC: CGTEACCCAA TICCTCAQCC 1 20 

TCOSAAAATT TATQCTCAGT GTOCTDCTTC TATOCTOCAT CC33AGCQCGT GCTTK3Q0CC 240 

^ccococ^ o^ooooc c^^gac oscaca^ a^tox: gctcmck* 300 

ATT33CATOC TCAQCGAOSA CGAATTOCIG ^XXXTOC TATOCCAQCTT O3CG30G7CC 360 

GQQCCACCCC ACCCCA03CG GAGCGACGAG TTTOTGCTGT TCGCGTAAAC CACCO3T03C 420 

GACATGAGOC AOSATTCTGC TOCTGftCACC OGGCTCTCCA CATOCGAGCC CTOCCCCQQC 480 

GOCAO^CG, CATCAOX^ ^ 

C^tTITIGG CACTGCT09C GOGOOOCTTC OGCCGOOCCT CCCCCGEATG CTTCITGAAA 600 

AGTGCCGCQC GCTCTCTCTG AGCGACCQCG ACCGCTICCG CIOCTCTGCC ATCCTTGCTA 660 
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0QQQCTOQ3G CQCCG 



724 



cxxricroocT gagaagagca tctaotctc C TO oc ro iTr atioxcoqc crrnroaGA 720 

5 

(2) INFORMATION FOR SEQ ID NO: 644 : 

70 (i) SEQUENCE CHARACTERISTICS: 

(A) LENaiH: 615 base pairs 

(B) TYPE: nucleic acid 
<C) STOANDECNESS: single 

75 <D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: INA (gencmic) 

20. (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1432UP 



(xi) SE3QUENCE DESCKIPnCSSI : SEQ ID NO: 644: 
GATOOOQGIC OQCCX3CTCCT CCTOSAACAT GICCIGTACC CCGOGCAGQG GCTOGAACAT 60 
OOQGOOCAOC OCAOOGTACT QQQOOQQGAA GAACICTOTC TCTADCAGCT GITCGIGQCG 
OQOCTQGICC G30GGC03CA TAITCTCCTC CTOCTGGTAA GCCKXTOCT GCAGftGACIC 
OQCCAACriC TOGT03IDCT ACTCQ3CQQC OGQ0030GOG CTIGCAG3CC CACK3QC3IGC 240 
GOCACX3CTGC GICTOGOOQC OGIGC7IOGAA GTACAGOGAG ATPGOOGTIT CCACGTCGCC 
AOCTGOCATA TCCAGGAACT Q0030QOCAG CTCOQOGICG GOCACACCGC AGATOCTITC 
GAATACGOCG AGCTOCITCTT CTGAACTCAT GCTCCTACTT ICIGQOGCIG OCGIGCTOIG 420 
T39CACACIC AGGAGITIGT CTGALUl'JUr OGCTOQCTOC AGOCTTITAT AOOGGOGCGT 480 
GCCACACATC OGOOQOQOOC AAAOOCTTAT ACATATACAT GCTACTTAGT CCGCCGCTIG 540 
GIOCCOGOC OGTOCT0GAA GCGCGTCTOC GIGOCCIGGA AGIQCAOOQG CTGATCG00G 
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(2) INFORMATICS FOR SEQ ID NO: 645: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LE3SGTH: 688 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 



15 (vi) ORIGINAL SOURCE; 

(A) ORGANISM: PAG1433RP 



20 



10 



<xi) SEQUENCE DESCRIPTION: SBQ ID NO: 645: 
GATOGATGOG GACCACCGTC 03GAGGAO3C OSCAGGTIGGA TATOCAGITT QOQGOGCTCA 60 
GOG03CXX2AT TTOGAGAGCT OGOGOGTCCG CIGQOCT30C CGCTTCQCGC AGCCACGGAA 120 
OC^3CPGAOG OGAGGICTCT CCCCCGCGGC T33COGTTTG OOCGACAGTG CICGCCGCCT 180 
GCTAGTICIG TAGCXDCAOGC GGCOOGTIAA TCIOGCXCAT TAOOTA30CG AGCAICK3CA 240 
OGAGCAGOQG OGACTOGOQC ATCTICTGTA TTITCAGCAG CTQGQQCTCG ACCTK7ICCT 300 
CTGQGTQOGC CATCTCCQOG OCCAGOOQGT ACIGTTOCTG CAGTCCAGCG TCTOICACGT 
AOOGTGCTAT TTOCOGCTOG TICAGCACTT OGICATTCTC AGCCACCGCT ATTCCCAGGA 
GCTK3CATAT TODOOTOOST TTCTCTAGGA GAAQGTOGTA GCGCCGGATC ACCITACGIG 
CTTK3GATGG TTIGATTOOC GGCCTATOIT TGAQQQQQCT CTTOCCCCTA ATOCTICTIC 540 
GCTIOCTOQC CAGCATCTAT GAAAGTTAAA QQQCAGITAC TACIGCTACT AGATATOCCC 600 
^ TOGGAATOOC AOOOGATGAC CK^TOGTOT ACCTTOCTIT TGTCATCACG ATX3CTTQGAG 660 

CTGAATQGTT GAAGAATTIC GAGTCAAA 
(2) INP0RMATICN FOR SEQ ID NO: 646: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 712 base pairs 
5 (B) TYPE: nucleic acid 

(C) SITIANDECNESS: single 

(D) TOPOLOGY: linear 

10 (ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1433UP 

15 



20 



25 



30 



35 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 646: 

GATCAOGGAA GAAQQCAAGG ICAAGAAGGT TACATTK3AT ATCGAGCCGT ACAAGOCCAT 60 

CAACACEAAG CTATACAAGT CTGACAATAA GTTCOGGAOG GAGGT3CICT CQGAGCTC3CT 120 

GGAGGCIGAC GAGAAGITQG GGTTCAITICT GATQGATGGT CAQQ3SK7IC TTTTOT3EAT 180 

tai-iWiOOGST AACAOOCQGA CTGTICTACA AAAGTTCACT GTOGACTTOC OGAAGAAGCA 240 

OTGTAGAGST GGTTCAATOOG OOGTOOGTIT COCCOGTITIG AGAGAQGAGA AGAGACACAA 300 

CTATCTQOGC AAGGTOGCTG AGGTOQCAGT GCAGAACTIC ATCACAAACG ACAAAGITAA 360 

ICTTAAG3QG CTAATTTIGG CTGGTTCTQC GGACTTCAAG AOQGACTIQG C3CAAGICTCA 420 

40 ACTCTTIGAC CPGAGGTK3G CAGCCAAGAT TCTGAAGATT GPAGA3GEAT CCTACQGTAG 480 

TGAAAATGCT TTCAACCAGG CTATIGAGCT GTCOQOOGAG GCGCTG3CCA AOGTEAAGTT 540 

45 CATICAGGAG AAGAAGTIGC TCADOGAGEA CTTTOATGAA ATITOCCAGG ATTCQQQCAA 600 

ATTCTGCTAC GCTCTTGAOG ATACTCIGAA AGOGCTAGAT TOQCT30QGT GGAGAAATTC 660 

SO ATIUrGTTIG AAAATCTAGA GATTCITOOG CTACX71GTIT AAGACTICTC AA 712 

(2) INFORMATION FOR SEQ ID NO: 647: 
55 (i) SEQUENCE CHARACTERISTICS: 
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(A) LENGOH: 716 base pairs 

(B) TYPE: nucleic acid 

(C) SIKANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE; ENA (genctnic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1434RP 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 647 : 
20 GATCAGATOC TICTCTQGIC CTAGAGAAGA CTOCTATTCT TAACCCITCG TCAACGAATA 60 

TAGOOGAGGA OGAGITICTC GATOCCATAG CG3AACCP0C ATCQQCGICC GTOGATftCTA 120 
25 OQCCTEATCT GAOOGCX3QOG CGD3ATIATT OCTOQGAAGA CACCOGGGAA OCTICTOAAC 

CTACAATAAC GQAATACAAA ACK3CAAITC AATCACCATC CACCTTK3QC GAGGATAACG 
30 AGAGICTAIT TCI'IUIAACT TCTO093AOC TGCATCCATC OGTOTCCICT QCGftCTT^AA 

CATTAACAAC GGAAGAGCTT CAAGQQGTTG OGAACAGCCA CCAATATAAG ACCGAGGIQC 
35 AGATTCTAAA ACAAGAOGAA GATCAACTAG AGGATCTTCT AGAATTOGAC TOGCCAOCAG 

CATCICTGTA TCATOGTCAT GITITCAAGG AGGCAGAGAA AAATCATAGT AGCAATOTTA 
40 TTCCTGATSA TIOCATAGAT ATQGATGAAT AOCTCGATCA AAACITOGTTT AAAAACITCA 

CATTGGAAAA OGCICTTTCT TTAGATGAAA TCTTOGAOGA TCATAATGTA OnTITOGAG 
45 AAGAGAAGCT GCITCTGGAT CCAGACCTAG AATICCCQGA ATEAACTQGA ATOGAACAAG 

ATATOGAATC TCACTATCIG OOQCTGATTC AAAATOCTAC GGftGQCIGIT CTACAA 716 
50 < 2 > I>3PQRMATICN FOR SBQ ID NO: 648: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 715 base pairs 
55 (B) TYPE: nucleic acid 
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(C) SraANDEDNESS : single 

(D) TOPOLOGY: linear 

5 

(ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 
10 (A) ORGANISM: PAG1434UP 



15 <xi) SEQUENCE DESCRIPTION: SEQ ID NO: 648: 

GATCAGGTIT TCOQGTAOGT GAGAAOCTAT CIAAGQCACA AAGGQCTITC GGOGACIGIG 60 

OGGAOGCTIG AGITOCGAGA TACAGGACAA AGCIGTTACG GOQGCAACTG GIGCAGCACG 120 

AGCAGOOGAG GAQOGATTCT GOGOGAAGOG ACGoIGAATT OSAGCCAGCT GGIAGCAGGA 180 

GK300QGATC GICTATTTAG TTG0GAO333 O GIOJGA ACA OGftTOCAOCT AAAGGITOOG 240 

GIAACACGOG AOQCTGfiOGC GAOGQCTCCT AOGOOGATftG CAOGGGAGCG CAAACGAOQG 300 

C^GOOSCICT OTCCAGftGAT GTCTTCACCA CTOOGOTGriA QCAMCTOCA GGGGCGGAAG 360 

CAGACACITC AGGDCQGTOC G33TOG0G0C AGTO3GACAC ACAGGGIGGA OGAGCK3GCC 420 

GOQCAGCIGG AGOQOGGCTG OGAGCAGGOG TO3GAG03GA AGCOGCCGTA CICGEATOCG 480 

GPGCTCATOG GOGTCGOGAT (XTACAGTOG CAGGAGQGCA AGCT3ACCIG TCGCAGATAT 540 

AD0QGT93AT CTOGIOCITC TTXXXTTACT AOOGGCTGTC TGACQOGQGG TOGCAGAACA 600 

GCATOOQQCA CAACTTCTOG CTGAACGAAG QGT1TCTCAA GGQCGGCAAA TCGCICGATC 660 

QCAAGGGCCA CTICIGGGAG ATCAAQQCAC TCIGAAGQ0G CTICICCQOG ATOGG 715 
(2) INFORMATION FOR SEQ ID NO: 649: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 538 base pairs 

(B) TOPE: nucleic acid 

(C) STKANDECNESS: single 

(D) TOPOLOGY": linear 
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(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1435UP 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 649: 
GATOOGATOC TACCCGTOQC OCTQOCAACC OGTIOQOCTA GCGITCACQC CTfcGGTICTGA 
AACTGAACAA CArfXTTOQCAT OCAGCAGQOC CTQQOQOGAC CftTOCCQCCA 

TQQGOQQOGA ATAATAOCAC CACTTCIGAA GCCCAGGTCTT CTC7TAATCIG CACCGAACAT 
CTTTATCTAC CAAGSAQSAG OCTIGAAAAT TATA3ATCTA CCOCTOCCCC TAATATATTT 
GAOCAATIDG CTOTCCX3GAA ACCGAATGAT CGAAGACGOC ATCAQGGCAG CGGACAGCAC 
AGGAAGTIGAG GAGIGATCTC GCAGGTADGA TOGAAGCACA GICTATAC&3 TCEATTOGCT 
OGAACCAAAG 0GTIAO3GAGC ATCSCGAGCA OGAGOQGAAC CGCAGADGAG TOQCTAAICT 
TTCAAOQGAG OCTIGAGGAT UJmuSOOC OC5TOAAGGAC GCGAAGGCJTT QCMQCICTG 

CAGGCAQC3GT CTCT3CAOGC OOOGGTATOG GCGACIGQOG GOGCG7ICT 
(2) INFORMATICS FOR SEQ XD NO: 650: 

<i) SEQUENCE: CHARACTERISTICS: 

(A) LEN3IH: 728 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genccnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1436RP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 650: 
GA.TCAACCTC GGAAAOGTAT TIAAAAGCTT GTACTOGACA TCATIAAGTC TICICCTCCT 

TrocirroCT aaactatwag catocagtaa actaacaacg aaatocaatc ctcaaagatc 

CTATAOOCTA GAOGAOCTAA AT33QGTTATT TPGATCATOC AXACEAGCTT GAAGATCAAT 
GAAGICAATA ATACTICTIGA CAGACICAGG GGAGAGITIG GACTPGATCT ATTQCTCAAA 
QOCAGTCCAT CCCAOCITOC TAGCACTAGG AGTAATCTTC AGOGATICTT TAAAGQGAAT 
ACTICTGAIA AAATCCTCCA GCTTITmC CTOGEAAAGG A3CTGTACAA AATEAGCAAG 
OQGQGTOGTA TCCTTCTTAA TTATGATTCT TOCAACTTCA ATGACCTTCT GGTK3QQGAT 
TITCTTCAIA AGCTCACCAA ATAOCATOGG AGAUTTTTCA AATACTIQGA CCATEAGAGT 
GACCAATACT TOCTTAATAA TCGOCTTATT TICAAOCAXA A3ACTGAAAT OCTiUfmi ' 
TGAGATCAAA GTCAAG3CCA AAXATTCQGG AACAATATTO TAATCATCGA AGAAACAATC 
ATQGAATAAT TOGAACATAG GACIQGAGOC AAACTCCTCT CTIGATAAGA ACAGITCAAT 
ATOGAGCTIC GATACCGATC TCAGATATAA CAAGGAGTIC TTPg ttJl ' l ' lU GGAGEACITT 
AGAGACTT 

(2) INPQHMATICN RE SEQ ID NO: 651: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 713 base pairs 

(B) TYPE: nucleic acid 

(C) SraANDEXNESS: single 

(D) TOPODOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1436UP 
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(xi) SEQUENCE DESCRIPTION: SEQ TD NO: 651: 
GATCCAGAAG ATTMCCGAC AATATTAGTG ATATCAAGGC ACAGATCQCT GCCAACACTA 
GAQCTATICA ATIGCITAAC CAACK3G1TG AOCTTITCGG TUTAQQGACr GTTACAAQCT 
ACATQGAOGC AATTCAQGAA AATOCAGCTC TTACK3TAAA GAATCICTIG CGAAAGATTA 
CCAAC ^' ITr TOQCAAAACC GTCTATTCQG CCGAGGATTA TATOGATCAT QGCICTCITA 
TAAAACTIAG C3GTOGAGCTA AATOCTAAGG AAGATAAGIA TATTTITCAT TTTftCQGQGA 
CTICTOCACA 03TOCA03GT AAOCTCAATC CAOCTGITOC TATTACCAAC TCTOCCATCT 
TATACP3CTT MSI'IUITIT GTAGACGAAG AGA3TCCGCT CAACCAGQQC TQOCTAAAGC 
CCATTACIGT TATTATTOCA GAGAGCICTA TCX^ATOGCC GACCAAGGCT GTCGCQCTAG 
T«3GAGGTAA TOICATOAOG TCTCAGOGTC TAACIGACCT AATTCTCAAA ACTTTEAAAG 540 
TCAT3QQC3GA CIDQCAAGGA GACT3CAAIA ACTTEACTIT TOQGACAGCT C3GGAAOGACG 
CTTCTAOOOG TGAATATACT CAGQ3ITITC GATATTATCA AACCATAICT G3CGGGCATC 
C3TOCAQGTOG AGATCATOGC GTOC?im33G GIGQCATOGA ACACATCCIG TIC 
(2) INFORMATION FDR SEQ ID NO: 652: 
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240 
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360 
420 
480 
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713 



(i) SEQUENCE CHARACTERISTICS: 
40 (A) LEN3IH: 587 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (generic) 



(vi) ORIGINAL SOURCE: 
50 (A) ORGANISM: PAG1437RP 



55 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 652: 
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GATO3CGCGC GAQCTATCGC TKXX30O3CT CAAGCTOCAC TCTAGIATOC TOQCGGAGGA 
OXX^TCAAG QCOG0CATCA AQ3ACTAC0G CAQCAAGCQC AMGOGACCG AGCIGOQCIG 
AGOQCAGQCC GCCQCAGCCT GIOQQOGGOC QGO03Q03CC AGCXX3CAGftG GGA03TOCGC 
GQQOOQGCGA GAGCCGCCCG TTTICTATCr AGOGACTCXA GCATCIAATA GACATOGTAA 
TAGCTICTOG TTTICTAOCT TIOCACACAG TATACAAAAT TTICACQCAG CICATCQCCA 
CTIOCACTIG CTGAAGOQCA GCTAOGQCAC CAAGACCTCG QCTA1CTCCT 03ACICICIT 
TCAOGACATC TICACGATCC AGGAAGIGGA CCAG3GAOQG TACAATAAGG TATOQOQGAT 
TCAGGCCATC TCX^OGTOQC AGGACAOC7IX3 CAAGCIGAOG CTOGATCIGA ACACAGAGCT 
CTPOOOQCTG CAAC3CACAAC AGCAGCTAAC GGTCATOCTC GCGACGACAC TCAACCTCGA 
CGGAACGGAG GACAGCCAQG GCT0CT3Q0G GOCTOOQQOC CCTOQGG 
(2) INPORMATTCN FOR SBQ ID NO: 653: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 260 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1437UP 

(xi) SEQUENCE DESCRIPTION : SBQ ID NO: 653 : 
GATOOQQCGG GAOOQCEACA ATATTCOCAT ATCTATTAYA GGCAACTTTA TACCCATCic 
CTAAGIX3CAG TACGTACTCT TTG1CAGICT AGOGICICQC TOQCGGIGAG OCCOGTICTIG 
OGGTCCACCA GCQOGCOGAC OTOGQGCOOG GGQOOGADGT GCAGOGOQQC OCT00CQCCC 
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QCCVGCPCCG O0GIG0QGCA OTTOCC^ 
5 AACTICTOCA CG30CAOGTC 

(2) INFORMATION FDR SBQ ID NO: 654: 

10 (i) SEQUENCE CHARACTERISTICS: 

(A) LENjIH: 728 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 
is (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: IMA (genonic) 

20 (Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG143 8RP 



25 



30 



35 



40 



45 



SO 



240 
260 



60 
120 
180 
240 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 654: 
GATClCTTTr TAAG33CTCT TAOCAATAAC GATAOCGCAG CTACAIUIQG AGAATAGICT 
GCMaCXMG QCT0CAAGTT CCTOIGAACA TACTOCTOG3 GATCGACCTC GAAGCTCTCC 
AAGGTCICIT 03CTAGGACA AAGAAGOQQG AAGATAACAT GITCCAAAAT GGITOCATAA 
TCIT39GICAA CEATO3G0CA AGTAGACTTT TO3A0CACIG TTT3TTCAAT GAACICCAAT 
ATCTAATATA GOGACTCCTT QCTTAAOCAC AATTXX30CT3 CACCCCACCT TICAATCTQC 300 
TOGAAATOCA ACIGCAATAG 1TOOGGCAGA AACTOCTOCA CAIACMCAT TTEAAATICA 
GTCTACTCAA ACTITITOCT GAGAGATICT GAQC3CATAAC GITOGAATAA TCGATACATC 
TTAGCATATC OOCACITITr GGCTCTOACC CAT3GA1GCG OCCGCCIATC ATOGAOQGCC 
AGCGOCATCA CATOCTOCGG CAGCIGQCTr TGTATCACAG AAACA1GGAA GITOQCCCAC 
OGAATCAAGT TITOOGAOOG TIQGAGAGTC AAOQQCMCT CA3TATATGT C^CAAACITC 
TAGATCTTCA GCACAAGCTT CAACATATTC OCCACGAICT COTIGItXTT TCCTOGCICT 
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ACAAAAGOGC GITTOOCTAG TOCAGCAA3T CT3Q3AAATA TCTCATCATC AGCMCTXXA 720 
QCTCCTOA 72g 
(2) INFORMATION PQR SBQ ID N0:655: 

(i) SEQUENCE CHARACTEiaSTICS : 

(A) LENGTH: 774 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS: single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1438UP 



(Xi) SBQUETCE DESCRIPTION: SBQ ID NO: 655: 

GATOGGCAAA CCTAATGOGT CTOGAQGTAA TCTAATOCAA CAGOGACICT AGAGCTOQCT 60 

QOSGTTCTCC GACftGAAATC AGOTCATCTC O0Q3CTICAA GQOCTTTICA GGGCGCAAAA 120 

CAQGTOGAGC CAK3CT3AAT TAGAGCTATT TOGIGAOCTG TITCACTAGT GIQGACTTCC 180 

TTTGAAICTS GIGAACTTIG AAGrEAGGTEA TTCAACEB3A AA Al'lTi'l CA CECAGAAGGA 240 

TOOOOICTAT CAGCGGCOGT GATCTCAACC QCCTAAAGGA CGW3AAGTCG 300 

TAQCTCGAGT CIAATCTACT ATTOGTACIG AT3AAOQQGA CTOQCCAGCT AAOGIGAAGG 360 

CACICTCTOC GQSAT3AGGC COCAGOGOCA O0QCAOQ3QC OCT30GATCA GCACAQGTIG 420 

CCTOGAGAOG AITOQCATXTG QCTGAOQQGA AGCCAQGTTT CCACAGOGTT GGQQGACTCG 480 

OCTOGTCAGG CTQGAACTGT AGAAGQGTIG TCTIGAGCIC CGOGCAOGOC GCAOQCTOCC 540 

CAGGEAGCIG GOCSSOOOGTC TICATOGOQC ACACOQGTOG QCTOGCTOIC AOGTOQCATC 600 

GAATATCTCA OGTGATIACA OGCAGCAGQG CATOQCAGAC AATQCQCAAG CftOCAACAGG 660 
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AGGAGC33riCT GATOGQTOCT GimTITEAA GACTATOTCA GCTCIQCAGC TOGCTCCCCA 
TCIUia3GrTT ^CTOSTAOC TOKXXXTTA TATAQQCATT GCCAAAAGGT TTCC 
(2) INFORMAIICN FOR SBQ ID NO: 656: 

Ci) SEQUENCE CHARACTERISTICS: 

(A) LEM3IH: 728 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDETMESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1439RP 



(xi) SEQUENCE DESCRIPTION; SBQ ID NO: 656: 
GATCCTCTIG GACCTCTIOC AAAGTOGTOG TCAOOOCGAC CAACITCIOC OCICTAAiaC 

CGCIGTACTT OCTTAAGTAG TOCACAATOG GCTCATCTOG CITCACAAAC TTCICAEAAA 
35 CIAAGTTACA AICAAAATCG A0GAO3CTCA CAOGCXJICAA CAO3TATO0G TTTTTTGAAA 

QQC^CAICIC ACAGKEATC GCAAACGOCT GAGAACCGKC GTOITOGAAA CTCACAGTOT 
40 OCAOOCAOOC ACIOIACTIC TCCTTATICT GATACTITAG CAACAAAGCXT ITTTOGTACT 

CCT0O3ATAA GOC^GGTGTG TTTAGATOSA TOOQOTACIC ATIATOCAAT AAGICATCAA 
45 COGTCATTAG CAAATCAAGC AAAGIGATTT O CTmwi T CAAXTCTTCC ACCTTIGCSA 

TCITCTCCTT TTITCACAAG CCTACATIGA CAAAAGAAIT CTATOCAGAA AA1AGGGAAT 
50 ^TTTSATOC OQQOQCIGAT AA0Q3CAAGA TACACATTIG CITOCACATC TCTTCATTTT 

CACTAATOGA GITTAGATCT QCGTCTPQCA ATTPOQGAAT ATTTTIATGA AACAATCAAT 

55 otitcgctag aotsaagtoc tooogiaaaa qgcciQoAgt gammgmg accacctict 
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TCAAAGAGOC CTAITTTCTA TO3TAATOCA GITOGGAGAG TTCITOCTAT OCT3GAATAT 720 
GTACTOGA 728 
(2) INFORMATION FOR SEQ ID NO: 657: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTEH: 694 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDEINESS : single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TOPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1440RP 

(xi) SEQUENCE DESCKEPTICN: SEQ ID NO: 657: 

GATCTATTCT TCATPCAQCA ATCAACAAGA QCTOGTCAAA CITOQQCAAG AAGCTGAGCA 60 

AAQOGGTAAA TACAACTTGG CATTCAATOC AIACTOGATT GCAGGMAEA TCAACAAQGC 120 

CAQQGAOGTG CTTIOGAAGA GCQGACQOCA TIO03AQ3CT GIXXTICT3G CATOCACAIA 180 

CAOCTCAGAC AATCAOQOCA TCAAOOCTQC TCTAGAAAAA TO3AAGGAAC AACTGAACTC 240 

AGCT33AAGA GTATCTATOG CAGAAAGAAT TATACTITCC GGAGAAGACG ACTTOOCTOC 300 

AGCTOQOCAG ACTTIQGTOG AAATOGATSA OQGATCAGAG TCOE30GTCTA AATAAACTAT 360 

AATHTAAAG ATAACAQCAG GAATAAATTA ATTAOCAOGA AQGAAATTIG TATCTACAIT 420 

CTAACTAGAC CCAAT3GTAG AATITCA1TC CGIAAACACG GCAACCTTAT CAATATCTTT 480 

COGrrTTGTCC AGICCGACAA AGTAAAGTCTC TTT3GATTCA GATOQ3CATC CT1UUULT 1 1 540 

AAAAOGOOQC ACTTTQGT3A ATACCTTTCG CAGAOGOCCT TCTAAIAGCT GCTCTTOCIT 600 

GOCAGICTAT AACTTGCAAA CGAATGAQOC AQOQGGOCTC AACAATOCAA TK3CACATAG 660 



55 
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CAGTOCTOCG TTCACACAAG TOCATCGACA TC7IA 
(2) INFORMATION FOR SBQ ID NO: 658: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 712 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEOSESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (geriatric) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1440UP 



(Xi) SEQUENCE DESCRIPTION: SI 
GMDCTACAG AAATAATCCA GTACAAGCTA 
ATnOQOCTT TAGQCITTTT CTTCTCAOOG 
QGGTTQGAAA CTGACTAAQG TIGCICATOC 
CITGAQCTQG TACCAGAAAA QCTGOCAOCT 
TATACTATEA GTOITGGAGT ATTTATTOCT 
TOQCGATTAT CACTSAGCAG C3033GCTOG 
TQOGTITGAG GCAGOGTITA GAGCTC3CAGC 
GAGTATCAG3 (XTAQCIOGA Q30QCATCAA 
GAAATACICG TOQGAGIGCA OGCTCTCTTC 
CACTATCAAG OGATGCACAT AOCTCTOGGC 
TTCOGAAOGA G3CCATTTTA GCSTGAGGCG 
TAT3QG0QCA AACATOCATT TO3CGTTGAT 



i£ ID NO:658: 

CCTCTAATCT ACTOICTTAA CAT3GAAAAC 
AAAAQGTAAC GKJITO3AAA CATATATCAC 
CTAAACCAGA TAQQCAQCAA TQQCAAGQQG 
CCT3CTOOGT GC7ITACTCTC GCAAAOQC7IG 
TA7TAAATAA OOGAATCCT3 Q30CTAGAAG 
CAGOQCAGftC TOCT030GAA GOOGAGCACG 
CGTGACCATC AAACCCTCGC O300G&3GAC 
GftGLTlCTIC GATATOCCGC AGACCTTGCT 
CACAATCTTG GTP3AGACAC GTATCAftGQC 
GATOQOOCAG 03GATCTGCA OOGGACCGGTT 
GAGTAACAAG CAGOCCGOQG TCTOCTftGAC 
QOOGTCTAQG TftCIQOGTAT AC 
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(2) INTCftMATTCN FOR SEQ ED NO: 659 : 

5 (i) SEQUENCE CHARACTERISTICS: 

(A) LHOGm: 712 base pairs 

(B) TYPE: nucleic acid 
<C) STOANDEENESS: single 

w (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic ) 

75 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1441RP 
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(xi) SEQUENCE DESCRIPTION!: SEQ ID NO: 659: 

GATCCTIAAT TCTAGCAAGC GAOGAOCAGA GATOGTCTAC CAAQQCOGTC TACGACAGAG 60 

CAOQCAAGCA CTOQGTOOOC AGGAGCAAGC COOOGAGGAC AGACCACAAG CACACITOCC 120 

GOGTCIGAOC AAGGCOCICA OTACXTGATC CTEAGAGOCA ATCCTIAICC OGAAGTTAOG 180 

GATCTATTTT GOOGACTIQC CTTATC7EACA TTATICTATC AACTAGAGQC TGITCADCTT 240 

GGAGACCT3C TGOQGTTATC ACTADGAOCT GGCATCAAAA CT A TIULTK: CIGTOGATIT 300 

TCAAGQGOOG TDGTAAGCOC AOCGGAOQCA GCATAGATGC TQQGCICTIC CAGCCATAAG 360 

ADOOCATCIC OQGATAAAOC AATTOOQGQG TCATAAGCTG TTAAGAAGAA AAGATAACIC 420 

CTCCCAG3QC TCAOGOCGAC GTCTOCACAC TCACTTAOGT TOOOCTGAAG AATCCATATC 480 

CAGGITOOQG AATATTAACC GGACTCCCTT TOGATOGTOG OCTQGAAAAT CAGGCCTITC 540 

AAAOQGACTT CCOCATCICT TAGGATOGAC TAACCCACGT OCAACTGOTG TIGACGTOGA 600 

Accrrrcccc acticagtct tcaaagtict catttgaata ttigctacta CCACCAAGAT 660 

CTQCACTAGA QGOOGTTOGA COCAGCTTTA CAG0CTAO3G CTIOCTCACT GA 712 
(2) INFORMATION FOR SBQ ED NO: 660: 



925 



EP 0 866 129 A2 



10 



15 



20 



25 



30 



35 



40 



45 



50 



(i) SEQUENCE CHARACTERISTICS: 

(A) LEM3IH: 718 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1441UP 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 660: 
GATCCAAOOG AAOCTITOCT TCTOQCTAAC CTAGQGTACT TCTACTCTAG GCGAACCAQG 
ACnTTACrr TGAAAAAAIT AGAGTOITCA AAGCAC3Q0GC AAGCIOSAAT ATATIAGCAX 
GGAATAAIGG AATAGGAOGT TTOCTICIAT TITCITOGIT TCTAGGACCA TCGEAA3GAT 
TAATAGQGAC GCTOC33C3Q3C ATCAGTAITC AATIGTCAGA GGIGAAATIC TTOGATTmr 
TCAAGACTAA CTACTOCGAA AGCATITOOC AAGGAOGTTT TCATTAATCA AGAACGAAA3 
TEAG3QGATC GAAGA7GATC AGATAOOGTC GIAGICITAA OCATAAACTA TOCCGACEftG 
GSmxaTO GIX3ITITCIT ATCACCCACT OQ9CAOCTm OGAAAAATCA AAGICTTIGG 420 
GTICTQQQGG GAGTAT3GrTC QCAAG3CIGA AACTEAAAGG AATTGACQGA AGGGCACCAC 
CAGGAGIGGA GOCIGOGGCT TAATITCACT CAACACX3QQG AAACICACCA GGTCCAGACA 
CAATAAGGAT TCACAGATTC AGAGCTCTTT CITCATTTTC TOQGIGGIGG TOCATOQCCG 
TICTTAGTIG GIGGAGIGAT TIGICIGCTT AAXIGOGATA ACGAAQGAGA OCTTAACCTA 660 
CTAAAISGIG CIOCTAGCAT TK3CIGGITC Q3CACTICIT AGAAGGACTA TCGGTHC 718 
(2) INFORMATION FOR SBQ ID NO: 661: 
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(i) SEQUENCE CHARACTERISTICS: 
55 < A > LEN3TO: 722 base pairs 
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(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1442RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 661: 

GATCAATTOC GICTTCATOC GATCAGACAT TTTGAAAATT GITOGAATAT T33QCAACAT 60 

CAQGCTATOG TAACACCTOC QGTICEAAAC TTCTAATOGG TAGOCTOGTC GOGOGK7EAA 120 

OQCATQGATC ATCAATOGAC QGTOCTOQQG GQGATCTAGA CAGQQQQGAA T I O X JUL TI G 180 

GTCTGAGGTT TTOGTOGQGA CTK7TCACTT TATCAGGTEAT GACTATCACT TGATCA37ICA 240 

TTfiGATTOOG TGTSATCCACA ACATQGACGT GQCTTIQGIG TTOOGAGATA AATA3TAGGT 300 

CATCAAAOGA GOQGCTAAAC TIQCACAOOC TAASGGACCC GTICTGIQCA TCPCTTOGAG 360 

TTGAAGGTEAT CIOOQCAAGA GQQGTGTCCA TTTITCTCAT ATOGTACACC AGACM3AGQC 420 

OGTITIGGAA TATOGTAQOC ATGIQCAOGT OGTITICQCT AIAGCTTGIG TAAAAQOOGT 480 

TATCACCACC AGGOGAATOG TAAATAOGAT CEAGGACTIC GGATCTATCG AOOQOQQCAT 540 

AOCTIGGAAC GCACTTIGTG OGOGAOCATT TTGAADOOCA CICAGGAGOG GOGTCATATT 6O0 

GTAATGAAAA ACAAOOGCTT AGTICATCTC TCTATAGAOC GCAAACTIGC TQGAATCIOC 660 

CGAAAOCACC ATCGTCTTCC CATOGTGTOA TATTGOCGAG CAGTTEAAAG CAAATTTTAA 720 

722 

(2) INFORMATION FOR SEQ ID NO: 662: 



(i) SEQUENCE CHARACTERISTICS: 
55 (A) LENGTH: 720 base pairs 
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(C) STOANDBCNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ESMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM : RAG1443RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 663 : 

GATCTATOOG GT3CICTQCG OGIGCATOGA O^OCACAAG AGCITOGAAT TOGAXW30GG 60 

GAGCTTCTIC TTICAGTAGG TOGAAGQCAT CTACTCGTAC M3ACTGOGA GCCITCTTGC 120 

GGGCTA3CIG CX3GAOGCACT COGIGOOGAC GGOCAGQCAG TAOGOCAAGG TCITOOTAGA 180 

CQGOQOGOQC TOGOCAOGIC AGQOOGAGCT GCTOCTOCTC GQCATAGTIG OQGATOOOGA 240 

OQQCATQCAG OQGCTAGTQC AGGAGPQCAA AAOGAGTOGA QOXJIT3ACAX CTQQ G ftQCIT 300 

CTOGCTICTC ACAGAGOGOC TOGACAIAIA OCTGTOGTAT GTCAACGAIA OJbTlTlULT 360 

GQGQCOCAAG AGCAACTTCC CGCITGAAGA TCTCXjlUmii TITIGCAACT TOGIGCGIGA 420 

OGOGATATCT CAGGCTTIGC CIGCIGAGCA TGATIATCAG GIGAACAAGA TGCGCCaOQC 480 

GCTCTCCTIA CTOCAAAAGC TCTEATATTAG GGATAGAAGG ACCAATITCC TCTOCGOQQC 540 

CAAGGQGGAC GACTICTGGG TCATTGOGGA TACCAOGGIG AAAAACK3QG ACATTACATC 600 

TCTCCTICIT TACITTGATC AGITCTACAG AGAACAGTPTO GATTTGITOC TOGOGCAGGG 660 

45 C0GTOCT03G CAOGAGGTCC CAG0330GAT CTOCTAGOGT QQC5AAAOGA TAXAAA 716 
(2) INPCRMATICN FOR SEQ ID NO: 664: 

SO (i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 711 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS: single 
55 (D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: EAG1443UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 664: 

GATQOG9CAT TI^ATCIGA C^TGIAAOOG QoTOGTTICIG TAGGfEftGQGT OTICAAICTA 60 

AACIQ3KX3C AGITOGAAGT TOCSXH^ACTA CTAAAJTIOGA ACOOOGGTOG CQGIGCTAGA 120 

20 AGAT330CAT OHGAAGCTG TTCCACAAAA CIMTXXJTIT CACOCIOGGA XACTICATCT 180 

TCATAACT3C TTTCTAACAA TACATCIOGG TCATAGICTT OCTA3QCTOG TOGAGGCAGC 240 

TTCATOODSr TCAGCTTIGC ATATOXCAT TTCTTTAG3T TIGCTICAAT GTAGACGftAT 300 

QOGTAGCTOC QGAAATTAAC GTOTATCTIG CATO3GACAT TO^CCAAC AATCOGGTAA 360 

AGATACITAA TmOCAGCC CTITATGIOG CTAOCAATOC GITICICAIT TAACnCITC 420 

OCATTOOQOG TCAAGAAAAC TCTOOTOCTC OGAGTICICT ACXCAATCCC GftTOMOTS 480 

55 ocrrmoGC ago^gqggaa tagigaagag aotccigog ggagcteaaa oGAGircrrr 

AACCIAOSIG CIXDCATTAGA GTCATATOCA ACTGAGIGAT QGTCTICK3CC GQGAAGOCTA 

AAATAQQGAT AOQGOGATCT AGCAAGAC3CA AAQGAAACTA TTTOCTTITC TCAGAGATOG 

CTGAOOQQQC GC90CAAGOCT GTCACAGACT OGAAGATC7IT QCACICGAAG T 

45 (2) INFORMATION FOR SEQ ID NO: 665 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEJSETH: 736 base pairs 
50 (B) TYPE: nucleic acid 

(C) SIRANDECNESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genomic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1444RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 665: 

TATBGGOTCA OGAAQQGACT CT3GADQ0QG AOCCTOCTCA AGT3IQCCAA 60 

CATOCTGTAC TPQGTOQCXX5 TGATOCATIT CTAOGAOGAC TAOGAGCACG CXXXX3CTACT 120 

GAAGAACATT GQCTACTOGA TCTTTATPCT GAGCATIQQG ATCAATCAOG CACTOCATCA 180 

OGGOT3QOQG CTA3TCAQGG G30GAO9COG QOG30QG7IOC TOGTOGIGQC GCTCCGACAC 240 

ATTTCIGCTG CAG0OO3CAC TATATATCAG OCAGTTCEAC CTOCIGLTAC TGAATOEACA 300 

GAACCOGAGC TTICATICGA CGOOGAAGCT TCACATAAIT AATOGCAOGG TOCTOG1U3C 360 

CTAOSTOCCC CTOGQQCTITC AGTOCTTIOG TOQQCAGCTG ADGAGCTAAG TCACTOGQQC 420 

AGGAGCTGCT CXX7PGAGCIC GTCTOCTATO CGlUUUUUbT A3TOGTCAGC GQCATGAACA 480 

TCTGTTATCT CTAAATAGOG TTCTCTAGCT TOCTTAATCC TQGTTAOCAC ACICTOGAGC 540 

QGTATAICIG CCTOCAAQQ3 ATCCAGCICT GOGAAGQCT3 CAGOGGPOGA OQOGTOCATA 600 

OGC&3CATAC GCTOQCTCCA GGQGATGGAT ATOCaGCAGC TOQOOCACAC TKXX3QCOCC 660 

TOCTCITOCC OCAGCrOGTTT TGTOOOGOQC TGQOQOCATC TCAGAAGCGC ADGTOGTOCA 720 
CTTCGAOGGC AOQCTC 

(2) INFORMATION FOR SBQ ID NO: 666: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 709 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 



736 



931 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAS1444UP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 666: 
GATOCAAAIA CATCOTGIAT ATATOCTACT TCTOCCAGAA GACATCAAAA GCAAGCATCA 
AQQGAGCTAA TSAQCATICr ACAQ3AAAAG GQQGAAGAAT ACIACGTIGA TGAACTCAAA 



GAAAAXACTA OCAAGGITIC GQQCTAOCTC CAGAGATIGA CACCCATCAC TCAT 



30 AATOCTACTC TAACAGAATT QGAAAAACIC TOCAGAAGGG TOCTIGCIOC TCA3TICCAT 

ACIGACAAAG AGATAAAGTA CAACTTOQCG GTOGAQGTOG TAAAAOGTAA CTTCAACAOG 
ATAGACAAAA TOGATATCAT TAAACITCIG QQGAAGGAQG TO3OTAAGAG TOQQGATIQG 
GQGCACICIG TOGAOCTAAA G3ACTAOGAC AAGCT3GICA TOGTOCAGIG CIATAAGAAC 

40 AATATOQQCA TGTCTCTOCT QGACAAGGAT TACICTOK3G CICTEAAAA 

(2) INFORMATICS FOR SBQ ID NO: 667 : 

45 (i) SEQUENCE CHARACTERISTICS: 

(A) LETC7IH: 717 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
50 (D) TOPOLOGY: linear 

Ui) MOLECULE TYPE: ENA (genonic) 

55 (vi) ORIGINAL SOURCE: 



60 



75 v~™««na ^iWLbTHjft 'ItaAACTCAAA 120 

GCTATOGCAG AGACTGAACT CITGAGOGAC AAAGAAGATC AAGAAGAACT ATCTGIGGAA 180 
GPCC^C AGAAAGAGCT ^AGC^ATIG AAGAAAGQCA GIGGICCICT GGATACCAAA 240 
AAGAAAOOQG TOCTOCAAGA GAITCAGITC GGATOIGAAT GTATOGTCTT CATCAAGACT 
25 *^AGAOCAA TC*AGOOQGA AT3CITK7IC AAA030CTAG TACAGGAACT TOCATCCTCA 



300 
360 



TOCTOC 420 
480 



540 
600 
660 
709 
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(A) ORGANISM: PAG1445RP 

5 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 667: 

10 GATCATCTIC OGAACATACT CGAG3GAGTT CX3C3CTKX3QG AAGITCTTCT ATCGITOCAT 60 

GTAGTPGGAAT TOCTOGTAAX OGTCTGTAAA TAGAAAAITG GOGTPCAATCA ' l U l 'HJ l U AX: 120 

GTCGSAOGOG (XX3GAAATGA ACATCAAOGG TQGCAGQOOG TAGOGCACCT TCTOQOCCCG 180 

GCACGOQOQC AGAATG3CAT OGTTQGTPGOG CAAAATATOG CICTAOQOGA OOGQCATCTT 240 

CTCTTCTTCG ATGQQCIOCA ACAOCGOCAT CTPGAACAAC TGQOGCOCAT AGCTCATCTG 300 

CATCTCOOGC GAGAGGAGAT TGTACTGOCX: CT30G333GC CX^CTOGTIGC CCGACIQCTC 360 

CGAAOGCAGC AACGTCGAOG TGCEATICAA GCTACTGTIT GAAAAGIQCA CATtXTTOGTC 420 

ATAOGAGGAA CAGCTGAGOG 0CATCT03GT CAOGCTGAGA AGCTACICTT ITKXXXJUSI' 480 

GTACAAAGAC CCCGOCTTXJT ATGICGAQCC TCK33T3CAT TOCATIQGrlG TOGCCATIOC 540 

TCTOG03CAG CCPGATACAC TOGOOCTTCGA AATACTAOCG CADCACCQCA OGAAOGAGCT 600 

TT003CCATT LTITIUjTIT ATAAAACCOG ACTACQCATA TATTTCATCC TOCTCTO3CA 660 

TGT0CX3GATG CXGTIOCTOOG TGPGACATAG C l UL T lI A tt'l i: ATCCTOQGCG TTCATTT 717 
(2) INFORMATION FOR SEQ ID NO: 668: 



20 



25 



30 



35 



40 



(i) SEQUEWCE CHARACTERISTICS: 
4 5 (A) LENOIR: 717 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDECNESS: single 

(D) TOPOLOGY: linear 



50 



(ii) MOLECULE TYPE: EMA (genomic) 



(vi) ORIGINAL SOURCE: 
55 (A) ORGANISM: PAG1445UP 
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(Xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 668: 

GATCCTTACT GAOGAGGAAG AATOGAQCAA TAAAGTTGAC QQCX3CTIOGA QCTCTAATAG 60 

AOCX3CTAGTA AACCTCCftQC CAAAACTAGG AAGCCTAAGG CI^CACItX 120 

GGCTAOGAAA AKOQGAACCA OC73XXXX3GAT GQQCAAGACT QCTQCTITOC AQQOQCTOCT 180 

GAACAAGAAA AQQQQQQCIT GQQCfiGAATA GACTACP3GT AAAOGTAAGT AATAGTATAA 240 

ACTTO^Trr TTAATOCX7K3 GCTA3CICAG ACIQCIAAAG CAICGCOOTT TAGCJI13TGQC 300 

CXCCTPOGOTA GA0G3ITIGC AOC*OGCAAG GTCAAAAAAA GATCAOCAAC OTGAAAAAC 3 6 0 

42o 

AIGAATCTIG CCAATCAACC GAAC7ITCCAA ATACAAGTIG AIGAAACfiGA QGA3ACAGAG 480 

TXX^IA TTTIG^ GCATO^IC AIXXX^AAC GGCCACCTIC ACO^ACCQCA 540 
CAC^OC^A^ 

AAAGAddC TGAACIOSAG GACIGGAAGA TGAAGAAGAT GAIGAATTTT TOGAGTTTEA 660 

OCAAOC7EAAG AGAATOQCAG AAATOCAGAA GCAACAAAGA AQQQCA&3TA TO3QGAC 7l7 
(2) INFORMATICS FOR SEQ ID NO: 669: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 775 base pairs 
<B) TYPE: nucleic acid 

(C) STRANDETNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1446RP 
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(Xi) SE&JENCE DESCRIPTION: SBQ ID NO: 669: 
GATCTOCAGG CTOCTACGGA GGAACTOoTT TCOSAGGTIG CTCGCCIGAG TAAAGACCCA 
AACITKX7IA GCATTTTCGC QCAGGAGCTA CAGAAGCTTA CTOGIGAGCC CCAIATAGQC 
GQCAAGGIGG ATCATATAAC GGTAGIGATG GTGAAQGTAG ACTAGTAGAT TGCACATATC 
TAGAATTACT AATATCATIC GAATTTCK3G CTTAAGACAA TCTTCTTAAT OCXTTTCICIC 
TOQCICTICA ATCICT3CTC QOCTICTAGT AOGICATCAA CAAACTIGAC GTCGGTOQGC 
AGGCATATOG QGOQGAGOTC AGTCOQCTTT CCTGATITOC TCAGAAACCT AAAGGGCACC 
TTACOOQCTT OSACTTTTCA TGACAGATTC CIGTIGAOCT GICT3CIGGT CXTAGATCCA 
AOGATAGGAA TCTTOTTCAT GGGGATTTPC TCATICriQC GGGATICTAA AGATK7ITOC 
ATCACAGCTT QCTACATCTT TTCCATTTCA TCTICTGCTC TOCXX7IXXTC CICCGACTIT 
AGCTTDCTIT OGTAl'lCi'lC CTTTATCTTT TTQOQCTCTA GMCICTG7IC AAIT^TEAAAC 
AOGICTCICT OGTXXJTCAGT A3CTICTICA CTTICACTOC TTGAOGQ3GA A3CACTATCG 
TOGICATCCT CATCGTITATC TTOCICIGAT AAGTOCTATT AAOGTCTICT TCTTCTAOCT 
OGCIQGAGIC GGCACTGTCT CCACTACTAG ACTCGTAGCC ACTATCTICG TCCIC 
(2) INFORMATION FOR SBQ ID NO: 670: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 631 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEEHESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencroic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1446UP 
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Cxi) SEQUENCE EESCRIPTICN: SEQ XD NO: 670: 
GATCAATTAC ACHACTAQCA ATCTACTTTT CAACAATCTC ACTCTO030G AQOTTAAACT SO 
CTACCGTCAA CAGCTGA.TO3 TACICAAAGA QCAGAGGTTIT ATAGrlQGAQG QCATGCTOoA 120 
GAACQQCAAG AAACAGQGQC CTTTIGAAGA GGTTAATAC5G TEAAAGGAAA ATACCAAAGA 180 
GCTAGACAAT CAGATAGOCC AQCTOGAAGA AACOCTAQQC GACCAQ3GIT Tlt?ITE?y3TA 
TCTAGCATOG AGTITmGC TEAACTATAA TTACK7K7EA ^IQXGCAG ATAGCA^IXT 
GTAGCATAAT TQGGAATTTT CACXAACATC AAAAAGTOTA TCTCTATAAG QCMtXAGTG 
AACTOCIAAC ATOCTGATCA GGTITm^ AAAGATATCA CHACX^ATCA ACGIAAGIGC 
^TITI^ CTTTATGTOC OTAGAAC ATAATATEAA CX3ACAQ93GG A3MGAIGAA 
^AC^ 

AATAAAACCA GCAAGCTIGA CICAAGCATC AAGAGAAACA CMC^T^ CAAAAAGCIG 
AAACAQ3GTA TCAOGAAAGA CTCGAAAGAT C 
(2) INFORMATICS FOR SEQ ID NO: 671: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 703 base pairs 

(B) TYPE: nucleic acid 
40 <C) STOANDELNESS: single 

(D) TOPOLOGY: linear 



240 

300 

360 

420 

480 

540 

600 

631 



(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1447RP 



<xi) SEQUENCE DESCRIPTION: SBQ ID NO: 671: 
GATCCAG3AT GATCAA1TIG AOGAGGAGGG GGGTOCAGAA GAGAATGADG ACTACTCACG 60 
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GTTTAAAAGA TOCTOCATCT CCTCOCAOGT CCCOQCXHTC TACTAG3CAT AQOQCTCOTC 120 

GTAOGOOOQG TO030CATOG OOQQOQOCAT 0900309000 CCATOOCXXr AOCOOGIQQC 180 

GTACATGTCG TACATOOQQC QCCGOGAOGC GTCOGAAAGC AG030GTTAGG CCTOCTITAAC 240 

CftGCTTCAftG OQ000CAGQC GITOGTOCIC ACCCAQCCOC TGTTTOOGCAG CCCCOQOOGT 300 

GTCOOOGTOG TACAGCTTOG OGMCTOGTC GEAOOOCTIC TTTAGCTQOC GTOCATOGftC 360 

QCOQGTCTIC AOCACTOOCA GEACCIOGTA G900GTO00C TOCTTOOOCT GOQQOCACGA 420 

TAGCXXXXXXT TQOCAOOOQG OGAO3CT0CT AG0GCAOO0C ADOGTTACIOC GACCPGftOGC 480 

TCTAAQOGAG AOOQCCAAOG T3CX33CAGTC CTGAGC&oIG C2CT00GA0G CGACAACAIA 540 

ACACTIAAGC TOCTAGTTAA CX3CTTIX3QOG ATOGAGATCT TCTOOGTOCA TOCACATATC 600 

CAGGAOQOOG CTCCQCCICC GCTOGACTQC TOQCCGPCCA GQCTCCftGIT GG03CGCTTA 660 

QCXATATOOG CGAAAAAATA AA3TKXTOCT OGAQQCQOGA TGA 703 
(2) INFX3KMA3TCN FOR SBQ ID NO: 672: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 684 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA <gencrnic) 



(vi) ORIGINAL SOURCE: 
45 (A) ORGANISM: PAG1447UP 



SO (xi) SE^JENCE DESCRIPTION: SBQ ID NO: 672: 

GATCCAGCAG AQGCTOOQGC TO3CTCTTTOG AGATGCACTG GCTCTTOGOG GCOGaGTOQC 60 
55 QQCAAOQOGC COG00330GC AGAOQOQOOC QCCGCOQOQC OGTOOOOGTA CATCOOCACC 120 
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AQGTTCIGCA QCTCAAACIC CAAG30CAGC TraiTICICT TCTIUTTOCG CTIOGQCTTG 
TACTToEfiQC CQQ3GTACIT CTICQOSIGC TOCTOCBCT CX»OTIC0GC CT1UAUJ1GC 
CACTCCTICT TCTOOT0O3C CCTCAGTITr TOX^CTQCT AGCTCftTOAT CITOCICACC 
TCXXaGTTCT CTOQOOQGAC TOCTICCAGT AGICTCTCAG CAGCTICIX3C 

TOGTOOGACT QGAACAGGAT GAAOQOGITC 0Q03G0OGQG QGATOTCCTC CTICTGCTTC 
TAA0CM03C Q0CXX»3OOG G0CT0Q0OC3G CX^IDQCCGTC CIOTICCGQC ATCCIGGTCC 
C3CTQCCACTC CIU30O3OOG Q33QQCTOCT GCGAGAAAAA AGAGG33CTC 
00Q0QOK30C GCTOC3CTGQC CQQCTCX3T0C C30CX3CX3QCTG CXXXTFIGCCT QOGTIGGTCA 
AAG9GAA ^ TK3O0O3GAT CXOOOQOaSC T3CIQQ03CT QGTGT?OGAT (XGTOIGMG 
CTCAGCTTCT QCTCCAATCA CftGA 
(2) 2M^0RMA3TCN FOR SBQ ID NO: 673: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 718 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1448RP 



180 
240 
300 
360 
420 
480 
540 
600 
660 
684 



(Xi) SEQUENCE DESCRIPTION : SBQ ID NO: 673: 
SO GATOOQCTAC GIATACAAOG ACATATIGCT AOGTATOSAA TCIGATOIGA CAACATOCAA 60 



GATICTCAAC AACAAGOGCA AGK3CTTIAG TOCTAAAATC CATCGITOCC ATCGATOQQC 
55 OOXQGrriOG ATTCOC3QGCT TOCGCATATT TTIXZACAACA TCCACACACT GIGTQGCIAT 



120 
180 
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OGAGAOQGAG TCCACTACGA GCATQGICAT TITTOICIAT AAOTIACAftG CATATIGriAA 
CTATICTGIC AIT3ATCTAA ATCTCGAGIC GATAGAATOC TIXMCICCT TCTftOCTAAT 
GATAATQCAG TICA1XTTCGT OCOCTCTCAC CAAGATTATC TITICAGATA OSCaQCTGriC 
GAGTTKJFIC AGQCACOQGA GTAOGTOQGT GAGGPOCATC AOQGATCTOC CX?TICIOGnC 
CACCIQGIGG AACADoTAAT OGTAGAACAG AATGATO3QG AACTIGTCOC 00Q0CTO*5A 
OCAGIGGATG T0CA3GCTOG ATTOCATOCT AOCAAAGATG AAATTTAQCT T3CACATGM5 
OCIGAAGAGC CTOCCATICT CTAACTOOOG OGACAAGTOC TQC^DOGATGT TCTOOGAGIA 
GOTCTSOGAC GAACIGATTA TCICTAACAT CTTGTOGCTG AAO*3QQCGG TCftACTOOQC 
AATOGnCITC TICTOGTCOG ACAAAAGGTA OQOCAGCAOC OQCTP3AACA rrrrarTTro 
(2) INFORMATION FOR SBQ ID NO: 674: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 724 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmLc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1448UP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 674 : 
GATCTOGCCA GOQCTGQCAT COQCAQOOOC QCAQQOQOOG CQOQOGOGOG OOOOQCOOOG 
G0CACK30QC CACAATOCTG TOOCATAGOC CICAACATCC CAACTAGCTA GTCAOCTIGT 
QCAATOQCTC TAOOGATQGT GICTGOQGOG GGGACAAAGC OTK3GIGAAA OGGACACTTT 
TCAAAATQGG CIGATCTOCA GCAGIACAOG ACOGATCAGC TOCGCGCAOG GQGACAGCAG 
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TCX30C3GITO5 GOGCCTOGCT QCX3CATAGOG AACTIftOCTA TftCTAOSGAA OQOragiClA 
CITOQOCTftG GCAG0GAC3GA TCKCTTOTT CTA3CGGAQG TCGCGCAGIC 
OQQGATGCCT CTTCAGOQOCA QGTK330GAA GftTOCTQQCC QSGMCTOCXS GGTCCAGCAG 
CTOGCTCITC TTCTTGftQCT COCTGAAGCG COQCSCT3CC TCCOOCQOCA TOGGATOOCC 
GAACTTCTOG OQGATGTOGT TCTOCATCIKS CCTCTOGftCC ACQCCCXX3CG CCA03QCGAC 
CGOG03CAOC GCAGCXTCTT OGTC^TCGCA AAGK3CTICA GCGCQGGCTT 

OGAOGftGOQG TACX3QQC300C ACX3CX3GftCIG TCICOSAGTT OCTOOCCTOC 

20 tctoqotogtt acatacatat cxcttogtoc TO0O3CCCGA gcicaogaac accacacigc 

QQQC 

25 (2) INFORMATION FOR SBQ ID NO: 675: 

(i) S3£XJEM^E CHARACTERISTICS: 

(A) LENGTTH: 697 base pairs 
30 < B > TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOIjOGY: linear 

35 MOLECULE TYPE: ENA (genordc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1449RP 

40 



45 



SO 



55 



(Xi) SEQUENCE DESCRIFTICN: SBQ ID NO: 675 : 
GATCCAAAGA OOOOGTOCTC C3CACITOZAC ATCICICTAA GCIQGACQOG AACAAOGATA 
TCITACK3GC OGTCAAAGAA AGOOOGAATC ACAAATOCCC AOGAK3CTOG AAGCACQCAT 
CICOOGAGQC 0GAO3C1CTA 1CTAATO3CT GCGOCAGAGT Q7P0CAGTAA GCCAAACCIX3 
AATTTTTCAA AAATTCAAAA CITCAOCATG GTTCACATCC T3ACK3CTTT AATATCCICT 



300 

360 

420 

480 

540 

600 

660 

720 

724 
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AAATACAACC GGftCTCTOCA QGIOGATOCT OXTCAOCTC GGOCXXXAAC TlUUU L TiGT 300 

5 ACXX33GTO0C GGCCTOQCTG OCICATTOOG CCTOCATCTC GCTICCAGAG G0G3COCTKT 360 

TOGQGTOOGC GOXX30CTOC CX3QCATTCAT OQOQOGOGCC TACQQCAGCC CACCQQQCGA 420 

70 CGOGAQGCAG AOCOQCQOGT GGAOCTTACCT OXX90QCTOG CQQCICTIXX AGCQCCTITA 480 

OXXXXXXXT TajITCGOOG CGTACATCGA CH3ICTOCTC QCCAACQQ3C OGGIGCCAAC 540 

75 ACTCX300GOC TKX7IQCTOC TOCASGAQQC CAOOQQCATC GCTOC7ICIT3G OQCTOCTOKS 600 

GT33QQQGIC TACAQCTOQG AOGTK3GT33C GCTOITOOOG CAGG30CTQC TIGACTAQCT 660 

20 GGCCGA2GCA OOCATQCT3C OGTCRAGAGG TICCTGG 697 

(2) INPQRMAITICN FOR SBQ ID NO: 676: 

25 (i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 715 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
30 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencndc) 

35 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1449UP 

40 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 676: 
GATCGGCICA ATQQGTIGCT GAAGOOGICT CTTTOGTAAG ATGAOCTCAA CTTAAAGQCA 60 
QQCTCTOGAT ATCTOGTTIC TTTTTTTAAC AGCTGAGCTT TOGAAAATTT TP3CTICICA 120 
GCTCATCICA TCTACAATAG TATGTCTAGC AOQOCAGCAA AGCTT9CGEA ACCGCTCTAT 180 
TCAATATCAG TAAGCAQGTA AATGATACTA GCAAGAATQG TCTTCAOCTA AAGAOGCTCT 240 
55 TTGTOQGGAA TATTOOGTTT GATCCTACGG ATOCAGAGCT GACAGAdTC TICTOGCACT 300 
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TIOCACCTAT TAAGCATOCT GIGATOCTAA AAGATAATOC Q3GCIOGAGC AGAGGGTITC 360 

QGTrrcTTOTC GnraCICTG GAAAGIGAIA CACAG3CIGC ATTOGACAAG QGACQGAAAA 420 

CPCA&TTCAA OGGCCOVCrr CIGAGQGTOG ATCITOOCAA AAGAAGAGAA CGTICGAAAA 480 

AAGQOGATGA GGCQGAGGCA CAGAOCTCOG 033AGGA03C QGAGAAGCOG ACTACIGCTC 540 

COGAGQGK3A OGAGQOQCIC ATO0QGQ3CA AQOOCAAGCT GATCATTAGG AACATOCCGT 600 

QGTCCIQOOG OGACXXX3AOC AAGCIGAAAA AGATCTTOGG TAAGTIOQGA GTOGTIOCGG 660 

AQ3CTOCATC OOGOQCAAAG OGGATOGAAA GCTGICTGGG TTOCMTICT CAOGA 715 
20 (2) INFORMATION FOR SBQ ID NO: 677: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 705 base paixs 

(B) TYPE: nucleic acid 

(C) STRANDEOSESS: single 

(D) TOPOIjOGY: linear 



75 



25 



30 



35 



40 



(ii) MOLHCULE TOPE: EMA (genctrtic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1450RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 677: 

GATCAATTCT GICTIGAAGT AGGTA3TAAT CAATGQGTCA GQCIX3GGTOG AATTQCTEAC 60 

45 AAAAATAOCA ACOCAATCAT CTICTAAGIT QGTCAQOGAT AOGTAGACAA TTK3CCICAC 120 

ATCAATCITA TAATOGACAG CATAG3TGAG TIGATTATTA ACCAGTCTCT TTCCGATAAT 180 

50 GTAGAAATOG GATGQOGEAA CTATAAAGGT TTIGGGTAQC CITTGOQCCG AOCTACCAAA 240 

TTTIGAATGT AGOGCTIGCC CATIGATAGA GAATAOGACA TGATCATTAA TICCAGCTTT 300 

55 CCTITTGACA AAOQCACOCT TOGATTICAG CTCATTACAA GAAAQGTACT CICCCAGGAA 360 
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TOCCCTCTAA CCTAACAAAG ACATTOCAOG OCTC IU LTI T CTOCCADOCA ACAACTICTT 
ACQCTAAICC OGGAGTIGTT OGAMTOBn 1 COCATCTTTTC ATCTCAOQGA TMCACQCTG 
GATACGAATC GCAGAATCGA TAO3O0GTTG TAAAAAOOQC OQCCAG3CTC ICFGAATOCG 
AGATOOCATA TTATCCCAAT ACTTATCCCT CATGTITTCC AAAGCAAACA A3CTCTCMG 
TGITITAATA AAIAOCTPQG TTACAOCCAA CTGAIATTCA (JICACAQGAA TIGAAGTATC 
TCICAAAATT AAATB3ACAG CATCTAAGCT ATTAOCTTQC CATOT 
(2) INFX3RMATICN FOR SBQ ID NO: 678: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGttH: 699 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1450UP 

(Xi) SEQUENCE DESCRIPTION: SBQ ID MO: 678: 
GATOGCAAGT TOGAAGAGCG AGTATOCATA TGATTACIOG OGOGAGACQC CX333CTQQOG 
CATCAAGCCT CAGACAGTTA TCACIOQQCT CIOQGAAATC QCAAAOGOCA CCX3GAAAGGA 
GGTCATCGTC AOGftOOQGTG TAOGTCAQCA CCAAATGTOG QOOGOOCM3C ATIGGAOGTC 
GAAGAAAOCA OQCACA3TTA TCACATCAGG OQGOCTOQGT ADCATO33CT TIQGTCTACC 
G30QQQCA3T GCTQCCCAGG TAQOCAAACC CGATOOGATT GICATOGACA TCGATQGQGA 
OQOCTOQCIC AACATGACCT TGATGGAGAT GICC^GOQCG <3TOCAG303G GCGOCCCACT 
AAAGATATTG TTX7TTGAACA AOGAAGAGCA G3GAATQGTC ACICAATOQC AGICTCTATT 



943 



EP0 866 129 A2 



10 



is 
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40 
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CTAO^CAX OGTTATICIC ACACCCAICA GCTAAATOOS GACTTCGICA AGITOQCT3A 480 

TOCAATOQGG TICAAAGCAA TOCX30CT^A GQOGCAGICG GACATOGAGC OCATOCTOCA 540 

QGAGirTATT AATTOCAAQG AGOOOGTCIT ACTOGAAGTC OXX7ICGAGA AGAAGGITCC 600 

OGICCTCOaS AIQCHCOCIG COQGTAAQQC CTOCATCAGT TIATCTACIT 03ACCCAGAG 660 
GTCAQOGACA GCAAGOQGAG CITCQCAGCA GQCGTACOG 
(2) INFORMATION FOR SEQ ID NO: 679 : 



(i) SEQUENCE CHARACTERISTICS: 
20 (A) 708 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDECNESS: single 

(D) TOPOLOGY: linear 



<ii) MOLECULE TYPE: EMA (gencfiuLc) 



699 



<vi) ORIGINAL SOURCE: 
30 (A) ORGANISM: PAG1451KP 



3S (Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 679: 

GATCTK3CT2 CTAGTAGCAA ATATICAAAT GAGAACTITC AAGAdGAAG TOGGGAAAG3 
TOXAOCTCA ACAGCAGITC GAOTIQGGTTr ACTOGATOCT AAGAGATQQG GAAQCICCGT 
TICAAAGGOC ^TTITOCA GQCX^OCATC GAAAGQGAAT CCQCTIAMA TKXX3GAACC 
TOGATATOGA TTCTTCAOGG CAAOGTAACT GAGTCTOGAG ACGTCGGCCT GAGCCCIGQG 
AGGAGTTATC rmXTITCTT AACACXTTAT CAOCCOGGAA TK3GTTTASC OGGAGATOQG 300 
GTCTTATOGC TOGAAGAGCC C^CATCIAT OTO3GICCG GRXOTmC GACGGCCCTT 360 
GAAAATOCAC AGGAAGGAAT AGTTITCATC CCAGGTOGTA CIGATAACCG CAQCAGGTCT 
OCAAQCTGAA C^GOCTICTAG TIGATAGAAT AAICTAGATA AG3GAAGTCG GCAAAA^GA 



60 
120 
180 
240 



420 
480 
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TOCGTAACTT OQQ3ATAAGG ATTOQCTCTA AGGATOQQGT A3IGAOQQCC TTOCTCAGAC 540 

5 GOGGCAAGH3 TOCTICT33T CTCICCTOGG GQGCTTPQCIC CTOGGGftCGG ACTOCTiaCG 600 

TGCICICTOG TAGAOGQCCT TOGTAGAOCA H'll'lUJlUG TOGCTTOCIA CAATIAACGA 660 

t0 TCAACTTAGA ACTOGTACGG ACAAG0Q3AA TOTGACTOIC TAATIAAA 708 

(2) INFCPMATICN FCR SEQ ID NO: 680: 

75 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 722 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEXNESS: single 
2£? (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

25 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1451UP 



30 



35 



40 



45 



SO 



55 



(xi) SBQUE1CE DESCRIPTION: SEQ ID NO: 680 : 

GATOQCTEAG CX3ACTCTCTC CAOOGCTOGA OGAGGOCA3T GAQCICITAC GAACT3CACA 60 

AACCTACTOG AACTCTGTTT CCAGACTICT T H'H,TM' CTICAACIGC TTTCQCATCA 120 

ACTAOOOOOC AG3CTA1TTT TCTXACCOGC CTO GI^ITIG TCTATATACC CGSITCTATT 180 

TTTGATAAAA AACICAGCTC TTOCICTAOG GCAGAAATAT AIATOCAGTC CTTAGCGCCA 240 

TGOSAAAATC TTXCTTTTTA OOGCICTTIC TOOCAGTCTT AGCACTOQCA GAAAAAAGAT 300 

GTATOGOGTA TAQQOQCTOG OCOOGOGGAA AAAAAAAAAA AATAGAAAAA TAGAAAAATA 360 

AAAAGACGTC QGOOQCOCOG OQGGCAGAOG AAGAAAAAAT AG303CCCAC CCCICCAA3C 420 

AGAOGACAGG CGAGACATAA TAAAATOCCA CACCAAGGGA AGAAACTCTT CTGCAOGCIC 480 

OOGGCCTCAT AOQCIGCCAT TCTGTTOCAT OOGOCITOCA AAOOCAGIAG TOQCATCICA 540 



945 

BNSDOCID: <EP 08661 29 A2_l_> 



EP0 866 129 A2 



600 



30 



AAQCATIGCT CC33ACGCTCC GCTOOCTTOC AGTO3ACATC CICTTOCTAA CCCCAGCCAG 
ACITQOCATA CTTIGCACIT CACATAGCAT ATCACTTITC AGATCACTAC GTCAGATTOG 660 
CTAOQGAATC QCACTOCAAT GCCGACAAAC CTC7T0CTAC CCCGTCACTXT ACCCCGATCT 720 



to GC 

(2) INFORMATION FOR SBQ ID NO: 681: 

75 (i) SEQUENCE CHARACTERISTICS: 

(A) LEW3IH: 719 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
20 (D) TOPOJjOGY: linear 

(ii) M3LE3CULE TYPE: ENA (genanic) 

25 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1452RP 



722 



(xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 681: 

35 GATCAAA-TOT GGCTCTACAA GQQOGGAAGT Q3CAGAGAAT A1TAATCAAT CACTTCOQCT 60 

GACA2ATTIG TATICTCAOG GTATKXACA TTOCTITCAG TAOCTATOIC OTCEAGGAA 120 

^ TQQCT9GCTT AGTAAQQCTT AATA1TAACT GAAAAQOGCA GCflGTGTAAT CCA1CTACTA 180 

ACTAACACAT ATCCATTAGC ACATCTITOG TTCAGTACTA OTICATICIT ACGCCGIOCC 240 

45 TACTGTCAAT TACACATGCT CCTCGAGAAG CCTCATAAGA TTCTTCACTA GCGATCfcGAA 300 

GQCAGCTCCT CX^TOGCTIC OGAGAGAAGA GCAGAAAGAG TIXXAAGQGC TTCAGAAGAT 360 

SO TGCACAGTCA CAAGCTGCCA TCGADGAGTTA CAACAGACAG TTCGAGAATG ACCATACGAA 420 

GGACTCAGOG AACTCTCOCA TCCICAAGAC AGAAATAGGC TO7ITCTCAC CGGAAITCAG 480 

SS CAAGAOGTIG OCAGAGTPOG AGQQOGACAA GAATOOOGAG ACAGGQGAGA 1TOGCGGQCC 540 
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GCGOCAAGAC CCACTOOQCT ACGG3GACTA CTCATACAAC QQCOQCGIGA CGGACTTCTG 
AGGTATAACT TGTCTITATA TGTTIGCAGG TIGGITAAAT ACATA3CTIG OQCT0CAACT 
CICTOQCAGC TOCAGACAGG TTO1CGGTOC ACTOOGI G AT GAATTTOGAG TCCAGCTCT 
(2) INFORMATICS FOR SEQ ID NO: 682: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 718 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencrnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1452UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 682: 
GATCACCAAC TCTACAGCAA GAAATOCEAC GCCCAGCAAA AGCTCTOCTC GA 'lUl'llTl C 
TATTCTCTAA ACAGITK7IT ACTTCIGGIC GCTTCTATCT GCAT3CGCTA TCATCTITTC 
ATCTGGAGOG TITTCAGOOC GAACTTOIQC TAOCTTCTOG GCTOGAACAT OCTCATCCAC 
TTTCTCACTG AGAOQGTOCT TGAAOCTTIC TTQCTCATOG T3QCG3GCIG ACTGICICIA 
GTTOCACTTC TATAATATTC CTICATCACT GAGAATCICA TACTA3TCTC ATATATIAGA 
TA1TATCTAG GICATGOTTT AGAGAATAGG TCTCTTOOGA AAAAATTO3C TAOCACTOCC 
AATCA3TACA TGICAGAAOC GAOCATCTCC AAGICTOGAA OOGIOCCCAC TOCAAATQCT 
CTCACTEAGA TOCAGCTTCA GAOGCTTATT TTCICTTTQC TOCAG3GTTT ATGACCAGCA 
GGOGCAGAAG GO0GIGTC7IT OCTG000GQC TGGCACACOG CIGAATCTOC TTATAAAGAA 
GQQOQGGAAG GAGCOGTTC33 CTCTOGAAGA TCOGACIACC OGAGIOGITA TOGAAGGTOC 
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25 



45 



50 
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TTGAOCTGAG GOQCAAGOOG CAAAGCP3QC AGAGGACCCA TTAAAGCGCG GAAGAAGQCT 
CHQOTGOQGA TCSACAGAGA ACACATCCAG CAGCAGAACT TCCTOQOGAA GATCK3AA 718 
(2) INFORMATICS FOR SEQ ID NO: 683: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTO: 724 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: LNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1453RP 



60 
120 
180 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 683: 
30 GATCTTAATT TAAAATTTTA ATTAACIATT TATAATTTAG AAATATATAA TCTAGAGATA 

TATAATCTTA AAATCATAQ3 TAAAAATACA TAAGATAGEA AGAATAAAAT T^IAAAATA 
35 AATAGAAAAC CATAACTTAA TIGATICATA AAGAAAAATC GAATTATITC TOGCATCTTA 

AITOTATTA TTTAATIGAT TATTATCTAT TTAACATAAA ACATITEAAA ATCTTATAAA 240 

40 ATAAATAAGA AATTACTTAT AGAATA7TTA TTAAATAGIA TTTAATTTAA TTTTAATATT 300 

AAATATADCA TTTTTATTAA TAAATAGATT ATEAAGTTEA TTAATATEAA GIGATATATA 360 

ATTTAATTTA TATAAATTAT TEAATTTACT TCATTCATAT ATATAATEAT TAAATCTACC 420 

TITCATAATA TTCATITITA TTAGTCTAGT AATATITCTA TITAATAGTC TACCCTTTAA 480 

TTQGATATTA CTACCTACTA AATATTTACC TAATAATATA TTATTAAGAA TACTTAAATC 540 

TAATAATTTA TTATCTAAAG TATATAAAIT AATTAAAICT TTTTTATTAT TATITAAATr 600 

ATTATTAATT ACTAAATTAT ATTTATTIAT TTIATTAACA TA AIT-ITIM G ATAATAATAT 660 



948 



EP0 866 129 A2 



724 



ATCATAATTA AATOCTAATT TATTAAIAAT TATCTTTAAT GAATTTAATC ATAAACCATT 720 
5 ATTA 

(2) INPCRMATICW FOR SEQ ID NO: 684 : 

10 <i) SEQUENCE CHARACTERISTICS: 

(A) LQ03IH: 732 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 
15 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 

20 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1453UP 



25 



30 



35 



40 



45 



SO 



55 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 684: 

GATCAAAATT TCAACAATTT CCATITCATT TACTACTAOC ATCAOCATOG ACCAAITCTT 60 

ACATCATTTA GTTTATTAQG TTTACTATIA ACTTEAGCTT TTACTATACA TOCTATEATT 120 

GGTAATAITT ATQCTTTATT ATTAHCriTA TTAGTACTIT TATTACTAAT AACTTEATCA 180 

TTTAGAGATA TICTAQCTGA ACTTACITAT TTAGGTCATC ATACTTEAGC TOEAAGAAAA 240 

GGTATTAACT TAGGTTTCCT ATTATITCIT CTATCTGAAG TATTAATTTT TOCTTCTTIA 300 

TITTGAGCTr ACTTOCATTC AGCEATAAGT CCTGATATTC TATTAGCTAA TOTTIGACCA 360 

CCAGTAGCTA TTCAAGCAOT TCAAOCAACA GAATTACCAT TATTAAATAC TATIATTTTA 420 

TTAGCATCAG CTCTAACTAT TACATATAGT CATCAT3GTT TAATIGAAGG TAATAGAAAA 480 

CATOCTTTAT CAOJl'l'lACT TATTACTTTC TGATTAATIG TTACATTK7T ATTATGTCAA 540 

TATATTGAAT ATACTAATAC ATCATTTACA ATTACAGATC GIATTTATOG TTCAGTATIT 600 

CTOoITEACA TTTCTTACAT ATOGTTTATCT TACIAATTAT GITAQGnAlT 660 
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AATTA3TCAA C^ATAAGAAA TTATCATITA ACATCAACAC TCATCEAGGA TATCAGACTA 720 
CTACTATTTA IT 



(2) INFORMATION FOR SEQ ID NO: 685: 

*0 (i) SEQUHsCE CHARACTERISTICS: 

(A) LENGTH: 714 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECMESS: single 
16 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1454RP 



732 



(xi) SEQUENCE DESCRIPnCN: SBQ ZD NO: 685: 

GATCAT30CT CAOOGOOGTIG GAACATOCAG GIGAGQCGTA TCIACCCCAT GITOCCITAT 60 

TITITCADCT GAAGOQGATT GQCTCTTCrr TATACAGACT TTKTOCATC CCTIGGGGCC 120 

CAGAGCIAGG GOCTAGAATC OGIX3TOGTAA GCGITOGGCA CIGATICAAC AOGMCACAA 180 

TTOCAGTOCT GCTOGTAGAA AO3AGG000C T3AAGTATAT GGTCAIATCC ACATTOQCG3 240 

4Q AGTATAGTCC TCTCTOGQQG CGACTPCATC CCATCTOCAT CIOOGGCITA CICCACAGCC 300 

GCACAOGCIG CATTOITTTG GGAACATCAT CTGAAATACT GGTATftGfiGC GCAITICATA 360 

45 C3C3C3GK3CXAG CAGCICTAAT AQQQCQQCAT ACOQOQCTCT ATITCATCIG TICATCTOCT 420 

AGITTAGAGG TATITTTGAG GTGCATOGGT TATOGCTTAC TTTOCATAIG GAGATCICAT 480 

SO TOGCIOGTAA OCTATATAAC TCAGGTAGOC GTAAACITOC ACIGGITCCC A1TGCCAGAG 540 

OGAAGCTACA ATAGCAOCAT CI03CTOCAA GITCIGAACA ATOCATIGGA ATCQCATACT 600 

55 CTTTIOQQQC TGTIGOGCriT TGCIQCAACA ATEAACAAAT GCCITIGA3G AAGGAGIX3CT 660 
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AAQGAAATCT TATGAATCTC GIGTATOOCA OOQGAACAQS CATTAOQGAG MAA 714 

5 (2) ™k»MATICN FOR SBQ ID N0:686: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 720 base pairs 
10 (B) TYPE: nucleic acid 

(C) STOANDEENESS: single 

(D) TOPOLOGY: linear 

75 (ii) MOLECULE TYPE: ENA (genanic) 



20 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: EAG1454UP 
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30 



35 
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(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 686 : 

GATCAAGD3C TCTAT3CTIC COQGAGOQQC AGEAACAG03 GT0CICEAO3 A3TICAAOGA 60 

TICCAACATG GAOGATCATC GCTCCAAACT TATGTICOOG ACCA03CIT3 AACICAAAAA 120 

GGrrnncAG gotaticgtt tigagqccat caaadggqqs ctgcaagict tioqcattag 180 

GAATATK3CT CCTATCTTOC GACA33TCQG ATTCAAGAAC GIAAAATATA OOGTICTGAC 240 

ATTCAAGCX3C G3CGAITTOG T3AAT3AAAT G3QGTTQCTG AMGMCTAC TTQCAAOGTT 300 

TCACTAOGAT TTICTAGPGC GAACCTTTTT AACTCATOCT AGTAAGTATC CAGITOGAAC 360 

TGACOCACAG ACACTOOOGA GGAQCTACAT TGATCAOCAC A T QQQOC A AA TAGATCACAA 420 

TGCAGGATQC TTOOGTCTTA TTOCAATCAC OGCGGAAAAA OCAGAGEAQG 7TTQCAOGGT 480 

TGCTATIXXT AOCOQGQQCA ATTCTCCCQG TCATIATATA TGTTA3CAQG TCICAATAOC 540 

TOCTTACAAC CTAATATTTC AAAAOCTAAT ATCTICIK3CT CXTTAGAAAG AOOCACTTOC 600 

TTATA1XJTTA ATATCTAOOG CTAC7ITCTAT CEAATAATTT TATAATTTTC ATAAATCITG 660 

ACGTACATCT TATCACTAAG GAAGATC7ICA TCACAAACTC OGCAAACTGT TTCATATATA 720 
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(2) XNFCRMATICN FOR SBQ ID NO: 687: 

5 <i) SEQUENCE CHARACTERISTICS: 

(A) LEW3TH: 712 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDECNESS: single 
10 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genordc) 

15 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1455RP 



20 
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(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 687: 
GATCTCTTOG ACATAGTCTC TTAATAQQOC TOCTGAGGAC TTCACIGAGA AAGCTICAAT 60 
AGOQGGCAAT GQCCCATCTC AICAACACIT AAAATTTTCC GIT3GCAAAAG AAACAACACT 120 
C3GAATCAOCT GAOCACACAA AACTCAOGAT TTACICTTGA AGQGGAGCAG GCTACGAOGA 180 
CTCTTCTIOG CATOGTAACT OGCTQCICTC CACTK3CCGC ITOCGAGCCT TCTTIXXTCA 
OGCIU3CTCT TICTCCTCTr CTAACAGCCT CTDCOGGITA GCTOTCA3CT AGTOGAIGAA 
GAAGTOQOCA TOCTIGCTOC GTITOGCATC ACQCAGGftGC GICIOGACAT OGKCTATAT 360 
ATCAATGOGT OGCTTPOQCA GITQGTrTAG CAGCTK3TTA TCADGOOCTG CACATIQCAA 420 
CTIOQ0GAT3 GCTTTOGTOG ACTIGAAOGA CACCICGCCC GGITTCAIAT ATOCAGATTT 



45 CXX3CAGGTIG TO0CAGGGO3 TOCICACAAT GCTACATICT GCCK3CITCT TCCCITCTAC 540 



AGACICTGAC TK3CACAACT QCAGGCAQQC ATCCAGCACA TCCCGCQGCA 
SO OTICIQ7IQC TTmTCTA ACITGAGATA GACATGIGOG CTOGCATACT TCICTACGTT 

GGAACCAGAA GTAGTTTAAT OOOQGTAOOC GTOCTTGAAC AAAAGGICGT TC 
(2) INFIORMAHCN FOR SBQ ID NO: 688: 



240 
300 



480 



600 
660 
712 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 720 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDECNESS : single 

(D) TOPOLOGY: linear 

10 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
1S (A) ORGANISM: PAG1455UP 



20 (x±) SEQUENCE DESCRIFTICN: SEQ ID NO: 688: 

GATOOCATCA CATGAAATGT CTAGAACTOC CTOCATCAOG CGAATCAGC3C CAAGAATOTC 60 

25 TQGTOGGCIT G3CTAACOGA TCTTOQCAAC TOCAACAAGG GCTACCTOGT GTITAXAGCC 120 

GTATCTOGTC ATOCX3GGA3T OGIGCAACAG GAGAGAAGAA Q33GACCACA AGGAAACQOG 180 

CTAAAGCATC TAGAATCAGC AAOOCTAGAG AADGTTTTCTr OGICGITOGC GCAAGAGCAC 240 

GGAGOCTAGG GGCTGGGAGT TOCGGTGQCT ATTCATOOGT G3GCACGCCG GCHATATAAG 300 

TAQ3CTATOC GICOGTIGAA CAGAATGGAT OTGTCTCAGA ACAATACCAA AATO3CA3TT 360 

GGAAAAACAA OCACTAATAT GAAGEACACC TOCGCTATIC TACTCGCTCA AGTOGCTTTT 420 

GITOCAGCAC AGTCATOCIC GGGGICTCIT ADCX3GCAGOG CTGCCCCCGC TCCQGGTOOG 480 

QGGTOQGGOG CAAGCATTIC TAGCAOCAOG ACAGICACCG OCTTCAQGTIC TOGACCAGQC 540 

GOGAOGIOOG GIGCTAGCIC OGGIGCAGCA QGOQGQQQOG CTOG03QGGC CQCAQGOTGC 600 

GOOQCATGIG GOGQCX3CAGG T3QOGOOQOC GGTICTAACT OOQGCAACIC TGGCTCCAAT 660 
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GGATCTQQCT OQCGGQCAGA ACACTCTOGA ACAGAACACT OCGGCCCAGA ACACTCTOGA 720 
(2) INPORMATICN FOR SEQ ID NO: 689: 



BNSDOCID: <EP 08661 29 A2J_> 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LHN3IH: 696 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1456RP 



(xi) SEQjmZE DESCRIPTION: SEQ ZD NO: 689: 
GATCCADXC GOGCTOCIGA CCAAOGTOGT CATCATOGOC QQGAOCTCCC TOCTCCAGGG 
OCTOGAGCAG CGCCTCGTCA AOGACCTCAG CTTOCACTIC CCQCAGTACA AGCICICTAC 
CTA030CAOG OCOGOOCAOG TCGACCGOCA GCTOCAGAQC TOGCAGQQCG GCGICAACAT 
GK3CCACCIC C09GACP3GA AQCTOC9QCTC CTOOGTCACC AAGCAGGftCT ACTIGGAGIC 
OCTOGACAAG TAQCTCTCEA GTATCTAACC CTATOCCQ03 ACCCKXX3CT TTCTITCCCG 



CTOCOCCACC CCCATCACGC OOOOOQOOOG CTIOGCCQCC TCCCACQCGC TGGCQCCCQC 
CX3OGO0OQOC OQOSACACOG TOGftGCTCTA OCTOGACTAC TOCTOCCCOT TCTOQOQCCG 
CCTCTTCCIC GCCIX3GCACG AOQCCCTITT CGCGOCGACT OGCGCTICCA 

GATOGICTTC AAOCAOGTCA TOCfcGQQCTG GCACCCCGCC TCCCACTACA TOCACGAGQC 

axxxroooc gtogoocxscc tcgaoccoqc axxnrccrc; cccitctcgc qogagcictt 

CCTOCACCAG GADCGCTQGT TOGACAOGOG CACOGCOGAC AAGICX3CGCC ACGCXX7ICTA 
OOGCAAQCTC OQGACITOQC GOGOGACQCC QCOQGC 
(2) XMPORMATICN FOR SEQ ID NO: 690: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 739 base pairs 
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(B) TYPE: nucleic acid 

(C) STBPNDETHESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1456UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 690: 

GATCTOGAAT ATTA003QCA CAAACTK3QC GCTOIGCTTC CAC^CCAGCC TCOOCTACCG 60 

CTTCAOGGCC AOCAGCIOCT GCAGCAAGOG AATOCACAOG TAT30CAGCT OCATOOOCIC 120 

CftGATTftGIC AGAAOQCQCA GGTAGTT33G GTPOGftCACC AGQQCCTCCA CCAQCTOCIC 180 

QCTCTOCAGC OOCTOCTQGA TCAQCftGQGA GACAAOGT1G AftGCftOGACA QCAGCAOGAA 240 

CTQGriOGTCC QOOGCX3CICT CCGTCAGTOT CGACTOCTIAC AGCITOQQCA CAAGCTCCGG 300 

QCXXTICTIG AAGTACOQCA GCACCPOGTG CACGTACTIG T03CTOGIGA ACAGCTCCGA 360 

CAQCAGGTIC AGCAOOQCOC GCTKX3CAIC CAGGTTOTIC GftCGTOGOCA GCAGGTIOCAC 420 

CAGO30CTOC AOGOOCTOIT GCAQQQQCAG ATCCM0GO3 CXX3COQOQOG OGICTTICAA 480 

CAAOC?TOGAC TOGAGCTICT T33CAATCCC CGCGTCAAAC TOXTCAGCT CGGOCGAAOG 540 

CACCAGOGOG TCCCAOQOCA CAT30CIOGA GCTGATOGfEA TTQCGGATAT ITjTlU AAGIt? 600 

OGTOCTATCA AGCAGAATCT TTTGAACCCC CIGAQOCAOG GQCATOGICA CftXTAAGAT 660 

CTAOQCITOC ACQOCftCOCT ACTOOCCACT TIGAAACOOG TGQGACTM7T CAATA1CTOG 720 

CX3TQ3ICTOG CX3GACTOOC 739 

(2) INFORMATION FOR SEQ ID NO: 691: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 688 base pairs 
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(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1457RP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 691: 
GATCAATATC QQGADGAAAT CTOITCIATC TACTAOOQQC AQ3QCGACTG CX3CCCAGCQC 
AOOO^CAQQC^ 

ATCICCACTA CCIXriTCACT TAOCTCCAOC GAAQGATTIT AQCAAAGAAA TCGAQG?GAT 
TAIfiGAACAC GATITCACTA AAITOQOCIT TCAGAAXCCT CITTmAM ATCAACITCC 
ATATTOGrlTA CAGQOCAftGA GGCCATIGAT QCAACOG^C AGCACIMCT CIGAAAGAAT 
GTPGAAACAG CK3GAAT0CT CATTACTEAA CTOCtXAGAT TOGCTTGftDG CXZCZCZCC 
ACAICICTAT CAACAC003C TCICTITAOC GCATCCCACC TCCATITlCr TCXXTftGTCA 
AOOGATCftOS TITOIQQCTC CTOGCTOGAA TAAOGMAAT AOC?TQCACTA AAGAEATCTA 
T3GAAAAACT TCTAT3GTTC AGATAATCAC CAACTIOGAT TTOGATftCCC TCmTITAT 
CITITATCAT TATCAGGGAA CCTAOSAtXA ATTCCTAGCT GCCAGQC3GAA CTAATCATCC 
GTiaSGTOGAT ATTTAA3AGA GICAATOOT GC^TTITA CAAAGAACTT GAAAAGCTOC 
CCOCTGGAAT G3ATCAAAAA GAAGAQGT 
C2) INFXJRMATICN FOR SEQ ID NO: 692: 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
688 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 711 base pairs 

(B) TYPE: nucleic acid 
ss (C) STOANDECNESS: single 
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(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1457UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 692: 

CATOGAGGAC TTCAAGCAGT TCOQQCAGGT OTQGTOCAAG ACQCCTOQQC ACCCIGAGTA 60 

CGAGCITOOC QGOGIGGAGG 1GA0CA003G CCCTCTAGQC CMQGTATCT CCAAOQCOGT 120 

TQQCTTQGOG ATCGCGCAGG 0GAACTTO3C TOOCACITAC AACAAGCCGG G0TAOGACTT 180 

GT03GACAAC TATAOGTAOG TGTTCTK3QG CGftOQGCIGT TTACAGGAGG GK3TOICCTC 240 

QGAGGCTTCC TOGCTK3CAG GOCATCTEAAA GTTO3QCAAT TTCATTQOGT TCTATCACGA 300 

CAACAAGATC ACCATOGATC GCX^CACTCA GGTCTOCITC GAOGAGGATC TOTGAAGAG 360 

ATAOGAAGCA TAOQGGTO3G AQGTCTTGAA OGTIQOCAAC QGTPSAOGAGA ACTAGAftSAC 420 

ASTQCCAGIG OCTTOGAGCA G30CAAGAAG AACAAGGACA AGQCAAdTT GATCAAGITC 480 

ACGACCACTA TJX3QGTTIG3 CTOCTIGAAT QOGGGC1UJC ACACTOIGCA OGGCOXXJCA 540 

40 TTGAAGQQGA TGATGOCAAA CAGTTGAAGA OGAAGITQQG CTTTAAOOCA GATGAGICCT 600 

TCATTGTOOC TCAGGAGGTT TAIGAGCTCT AOCACAACAG CACTATCCAG CCAGGTOCCG 660 

45 AGIOOGAAAA GGAGTOGAAC GCTCTACTOG AGAAGTATOC G3GIGAGTAC C 711 
(2) INFORMATION FOR SEQ ID NO: 693: 

SO (i) SECUE>5CE CHARACTERISTICS: 

(A) LENG0H: 688 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS : single 
55 (D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1458RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 693: 

GATCOQCAGT AQCTCA.TK3T IDQCXJD3Q0C AQQOSAATAT TOCTOSAAQC QGTPCAGQCG 60 

OGTATATITC CICTOOO^ OOCCAAAGTA axX^03 TTACICITOC TO^CT 120 

AGAGAAGITC CX3CACTG0QC lAQCAACTGC QC3K3CTAGGT AQQQGATTEA GCTIOQOCAG 180 

GATAGOGTIG CTAAGAAAGA AACAOOGO* ATAOGAGCGC GI^AACC^ AIAAQCTCAT 300 

OGTICAO^ CAACAAGOCT AAT3AT3ATC TICCTV^ AATCAQCTTC TAAAQOGAOG 360 

TTAAAAAG3G AIO00CAAO3 CIA^Tia^ CACX^GA AIATOQGTAT GAATCACTCT 420 

GTATCATTAA CGAa^ACT ^TACAGG GCAATOGCAG GAT33TAAOG CO^AC*^ 480 

TCCAATAATC ATCATATATA CICIT^T AOGCTATGAG QQGTCATTTG ATCTATTOTT 540 
03ITOTA TK^TTOS ATCAGGTK3G GCAGdtSCC ATIOGTAOCT 

CTC GICTTOGTIOC 660 



688 



600 

40 QO3QGTO0CA TCTICACTIT CTCTAGTCTC TITICTT3Q3C GGITCICT] 

ATGTCAAGGT OCAAGAGATC ACAGAAAA 
45 (2) FOR SBQ ID NO: 694: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TH: 724 base pairs 
so (B) TYPE: nucleic acid 

(C) CTttNDECNESS: single 

(D) TOPOLOGY: linear 

£S MOLECULE TYPE: EWA (gencmic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1458UP 



(xi) DESCRIPTION: SEQ ID ND:694: 

GATCTGTIGC ACCTC3CTATT TCAGGCAGAT TTCTGC3CTOC A3CAG3GCAT QQCCATACIA 60 

TCTOCITIQG OQCICQCTOC GCGOGAGTTC OQQQQQCTOG AAGACAAATA OGTOCICAAA 120 

CCOGriCTITG ATTIOCCCAC ACQOCQOCTC CCCAGAAATC AOXftDCATC AAGftGCOCTT 180 

GAAAGOOGOG AATOOQCTAC AAQC7PCOGAG GQ3ACCATCT CTOCACACCA CACaSICIOG 240 

CQGTOGOGCA AACTK5ACIC AGOQOCAGCA CX^GAADGIC CGAAOQCCTT TOQGAAGCAT 300 

GCACCTOOGT TTTICTTOCC GCTO30QCAC CXX^TOGCTSA ATO3CATOGA CCTO3GCACT 360 

TTTCA03CXr TOTICAAAAA GCACTAOCTA AGCAOOCIGC CXXTEATICT TOCAGCCGCC 420 

AAO003CATO CAGAATTIGA OOGGATCTCC GAACTCATCA GCTACGTTIT QCAGGACQCT 480 

GAQGCGCAOG ATATCAGCAT TGAGTAGCCC GI03QQCATC TCICAGOQCA TCIGIOGACA 540 

ACTCCT3CTT GCAAACTGTA TCCOGAOCAC TACCATOCAT TAGEftTCfiGA TCTATAGAG^ 600 

OOCAATTQCA OQQCTAGAGA GAICTGAAOC TO3CAATOCA TCTCTK3QGA GTCTCTQK3G 660 

OOQQCAGEAT CTOCTAGTAC ATACTCTTIG TAACTCTACA GAGATCIGAA GICITCTEAC 720 
OQQG 

(2) INFCRMATICN FOR SEQ ID NO: 695 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENC7IH: 569 base pairs 

(B) TYPE: nucleic acid 

(C) SraANDECNESS: single 

(D) TOPOLOGY: linear 

55 (ii) MOLECULE TYPE: ENA (gencrnic) 
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BNSDOCID: <EP 08661 29 A2_l_> 
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(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1459RP 



40 



46 



so 



ss 



QGAAO3G0QC CXXOTGTCCA OOSAQTIGTC GATGAAAAAG CTOCTCTCGC CiaTEAGAGA 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENC7IH: 572 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1459UP 



(xi) SEQUENCE DESCRIPTION SEQ ID NO: 696: 



60 



(xi) SEQUHKE DESCRIPTION: SEQ TD NO: 695: 
GATCATQCIG GQQCATATCT GAATOC7ICTT GAACAAOQGA CTAGATTAAT GGAGCCTIGC 
ACICAGAGGC TIQ3GCAGGA IGCAGCTTAT GOQ3GAGCGG Clt^GC TITACAATAC 12 0 

CAAGO^T Gra^IGCTO: OOCX^AIGA GftCAGTAAAA CIGCAGCGAG A3jIGACQGC 180 
GAGCX7IGAAC TCAGCAGATC CAGGACICAA GGAOGTIGAC CGCATOGCCC TAATOGAGAT 240 
GAACTICTAT TTCITOGICT ACATIGQOTA AGAAAIAGAA GCAGAOGIGC TCEACCGCAC 
ACTIGTIGGA OGTATAGGTC AGAACTOQOC CXQ3AIGCAC CICATCAAGG CIADGTETACT 
GCAGG7IT1ACA GAAGGTGATC CCGCT3C03C GAACTADCIG AAGAAOCTGC TIGAAAA3CA 
O^IGAATAC GATACAGAIT OOGIGGATTA O^CAGGIG GGC^GC TAATRXGCT 480 



10 
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20 
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300 
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420 



540 



AGITICCACT GGAOGOOGAA CTATOGIGG 
35 569 

(2) INFTORMATICN FOR SEQ ID NO: 696: 
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GATCACGTK3C CIGCGACATC GOGACTTCAT OCACIQQOGC CCAQCTAQCT QGTAIATGAC 60 

ATTATOGOOG AGAQGTEAAG GOCTGAGACT CGAACTAAAT TGAGQGATCT CITOGQCICT 120 

GOOOGOGCAG GTTOGAATCC TOCTCftTOIC GTTATITITT OCTTOCGCOG CCEAOQQQOG 180 

GCTOIATTIT GCITCTT3CT ATTTAGATAA ACGAGATAGC TAAACTATOG GTAGAACIOG 240 

CGCTACTTCC OCTAGTAGTA GGCTGTOCCG AAGCQGOOGA G3QCGGTCAG CACCAGCX3QG 300 

ADQ3GITK3G GGAAAOQOGA T33CAOQOCT CIGAT3AGQC QGGICAACAG CATCAOGGAG 360 

CTOGOGOCAA GQQOGAGCIC GAG300QCOC I CTOOCJl'llT TCQGGAQCAA GIACCCTOCT 420 

ACAGOGTAGG T3C3A0CAAA AACGAGACCT GCAGQCAGCG AGQQCACA3A CCCTITA03C 480 

CAGTAGCOCA TCGftGOZACC GATGAOGGTIG AG0G0QQOGA GAGIGAAAGA 540 

CTTOOOGTOG TOGTOGGTrOS TOCICTGQQG AA 572 
(2) INFORMATION FOR SEQ ID NO: 697: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 688 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEMESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1460RP 



(xi) SEQUENCE DESCRIPTION: SBQ IDNO:697: 

50 GATOOGGCTG GAGACACGAA AGTAGACAGA CAOQGACGGC TGTIGGGIQG AA3GAACTAC 60 

CTCGIG3AIA CATIOCAGCT GOCOCAAAAG ACACATAATT TCTATOK3CT TCICGACGAG 120 

S5 CIGATAGAGA TTTIQCATIT CGAGGGGAGC G3CTC7PGACT TITIQCACCT GCATAATCAG 180 
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CTCTAOOOGC TOGAQCTCAA AGACAAOGAG CGQG0CTT3C TIGCAGACGC TOQGITCATC 240 

AAAG3QGAGC T30QCTCOOC ATACTAOGTr ACT3CACICT CTTCATACAT C A'ITITI GCT 300 

GCTQCTATIG TOGOGAGOQG CTOTAGGATA ATAGATGACT ACIX3QGAGCA GCCCTTAAAG 360 

GAGCAG3GAT TCACCATCCA CCACXX7ICTA TICICTCIGA AOGQCACGCA ACITICATIG 420 

CTAOGCCT3C TGAAACCOOC GCCTOCAGAA T03CATCAQC AQ9GTCAGAA GCTOGATACC 480 

AACTQQCTAC AGAACTQQGA GGATCCATAC CCAADGATCC AGGAACAACC AAATOCIGAA 540 

QCAOQQOQQG AATAOQCTAG AGAACAOQOC AGAGGTCAGC ACATAAOGAT GATTCTICCA 600 

GGTCAAAGTTA TIAGCGGCAG TATAGAACTG AQOCTAAATT ATAAACTTCC TAACTACCAC 660 

TACAAAAACT CATTTQCTAA TQQGTTCA 68g 
(2) INFORMATION FOR SEQ ID NO: 698: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LHsJtJIH: 649 base pairs 

(B) TYPE: nucleic acid 

(C) SraANDEENESS; single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA (genomic) 



(vi) ORIGINAL SOURCE: 
4 0 (A) ORGANISM: PAG1460UP 



45 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 698: 

GATOCAACAA TItXOCXAOr GQOGCTOCAG CCGIOJll'ltJ CGTCGCATCA AATGAGICCA 60 

50 CG0CT3TCTC AATCCCGCAC AGCTGCCGIC CATQOGOCAC CTOGAACIGC ATCCGCGACG 120 

CAAACAGCIG GATAAACAGC CQGTTCTQCT OQCACOOOOG C03CAGCTCT CX^^AAGAGCG 180 

55 CX7ItX?CX^CC AGCTGCTATA TCATOQOOOC AGAAACICIC TADGAATOCC COCATCQCCG 240 
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TCTAOCTOGT OCTftGTTCTG CATCTO3CTG CCTCTTOOGG CTGAAITTIG ACMTCTQQC 
COOCCAOCOC AOT1TO3GAA OXTAOGTAA TACAACACAC AAOCAAATOC CCTACOOGAA 
GGTCGCAA1C CTCTICK3CA CCGGCK3CCG CTOGGGCTTG OOOGCAMCT GC?TATQCTCA 
AGAGITOCTA CAGACTTTOG QOGACTCCCT AGCOGAGATT GCCCICCTAC OGGCTCOSIC 
OQGICAATIC CAAGTCCTCT CTTACGCAAG CCAAGAACAA GAG3CCA03G GACAGOQQCA 
ACAOCA3CIG OGATOGGOGC OQOGACAATC OTl'ia'HA TAGTAAATAT CTGAAGCAGG 

cictcaagoc ACicrrrriG cagacagoqg aacotcctog goqccacat 

(2) INFX3RMATICN FOR SBQ ID NO: 699: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTO: 688 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1461RP 

(Xi) SEQUENCE DESCRIPTION: SBQ ID KD:699: 
GA7CAAAOCA OCAD3GCACA TCATCATAGT TGATTAAATC AATTAQGTTAA GGCAAOCATA 
GITGCAGACT TICTTICTCT AOCATTTTCT TOGGATTAAA GAAGTAGQ3A GTCAOGAGGA 
AATQCAOOQC ACATQCTTTG AGATTOCTGT TTTQ3GATTT TAGAAGQOCA GEAAOGAW3A 
CGCTGAAOGA GCTCTCCAGC CATAGATTAT TITTAACTGG AIGAACCITC TAGCACIOGA 
TCTATAGGAC AATCGCCAAC CAGAQCAATG TCTOGIOCAA CQGGTVCTGG ATCACAAGOG 
CACQCQ33GT GCTOGTCAAT GGTAGGAGTT GGTTGCTrOC TATC0CAO3G TTOCTAAATG 
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CCATCTACIC TTOGTCCITC GGGITOQQOG OGAOGCTGAC CTTTAAAATC TATTTCAGCT 
5 OCAACT3GT3 ACCATAG03G TCCACTAGTC ATAGCAT3AG TGCCTCTAAC QQCAGAAGAA 

COrTIQOGG AAGOGAAACC AOC^KXXXGC ATITCftGCAC CQCAGACATT AACICCAAAA 540 

GOGrrGrmooc ccAGGftGAic tctoctogqg agtcatcigc ticicatica tccccxbgga 

ACTC3TATCAA AAGQ00G33C AAACOCAOQG GCACAGOXG CCQCACATCC GCOTCCCCAT 
7£ TACAGTAGTC mTCXXACAG TTCTTCAA 

(2) INFORMATION FOR SBQ ID NO: 700 : 

20 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH; 728 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS : single 
25 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 

30 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1461UP 



35 



40 



45 
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480 



600 
660 
688 



55 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 700: 

GATQQOQCAG TTTAAACTTA AACTTGATAG AOnOOOGflC OlOJllTUJKJ GAIACAATAG 60 

AGGOCACOGA GTOGAOGTOG OCCTQCACCT AGK3QOQQQC GTAGCQCCTC TOGICCGAGA 120 

TOGOOCITIC TAGGTIGATC TTOGAGCCAG CTITOCAGCT GCTGACITCC GICCGATAAA 180 

CTOITTCTQG TOOGATOCOG AOCTIGAAGC TATOGGO0GT GAACTQQGIC ACCGICAQGC 240 

AGATACCATT GCATGCAATC GAGICACCGA TCTOQCAATC OQCCAGTATC QGAGCCQCAT 300 

CCTTGATAAG GACTGACACA CXXJITOOOGC CIGCCTO3CT GQCATQGfTTC TCCAACTACT 360 

CAGCAACAGT GCCAATGTGT TCCACPATAC OQGIAAACAT OCTATCAACT TCTATOGGCG 420 



nnr>Piri/>in. 
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ATATAGGCTT CQCTATOQCA TCTATOCAIC T TCmil ' lU CIACCGOGAG ClTlTliA AAC 
TOGTAAGACA TOCATAAGGA AATO30QGTT 0Q0CATGEAG CTGACIAATA AAACEAGAAG 
ATADGACTAA CTATCTGATT ATACTTTAGG ACIATCTCTC CITOOGCTOG TCACAGAAAC 
ATOGITCAGC AAGICQOGTC TAT0Q3GAAA ATCACTTOCT T0CTTT3TOG TAGAGCTAAC 
TOCCTCAGAA GCTGGAAAQC GCTCITITAA AGTCTACTIC GAATQGTOCT CTACGICTOG 
GK3CTOQC 

(2) INPOFMATICN FOR SEQ 3D N0:701: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 701 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1462RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 701: 
GATCTTAATT TAAAATTTTA ATTAACTATT TATAATTTAG AAATATATAA TCTAGAGATA 
TATAATCTTA AAATCATAGG TAAAAATACA TAAGATAGTA AGAATAAAAT TACTAAAATA 
AATAGAAAAC CATAAGTTAA TIGATTCATA AAGAAAAATG GAATEATTIG TO3CA3CTEA 
ATTTTTATTA TTTAATTGAT TATTATCTAT TTAACATAAA ACATTTTAAA AT3TTATAAA 
ATAAATAAGA AATTACTTAT AGAATATTTA TTAAATAGTA TTTAATTTAA TTITAATATT 
AAATATACCA TTTTTATTAA TAAATAGATT ATTAAGTTTA TTAATATTAA CT3ATATATA 
ATTTAATTTA TATAAATTAT TEAATTEACT TCATIGA3AT ATATAATTAT TAAATGEACC 
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riTCATAATA Tl'imTlTM TVPOVCTPOT AATATTICm TTTAATRGIC TACCCTITAA 480 

TTOGAEATIA CTACCTftCTA AATATITAOC TAATAATATA TTATTAAGAA TACTEAAATC 540 

TAATAATTEA TTATCTAAAG TATAXAAATT AATTAAACTT TITIATIATT AITIAAATEA 600 

TTATTAATTA GTAAATTATA TTIATITATT TTATTAACAT AATTITITOG AEAATAATAT 660 

ATCATTATTA AATC3IAATT TATTAATAAT TATCTTAATC A 70l 
(2) INFORMATION FOR SBQ ID NO: 702: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTO: 728 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1462UP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 702: 

GATCAATTAA TAAATOoTTT AACTAATAAA CTTAATAATA AATCTATEAA TTA3ATAAAA 60 

CTACXTOATT TTATRSAATC AAATAAIATT TTCTTAAT3A ATACEftCTAA ATCAICATCT 120 

ATTGACTTTA TATIAAATTC ACCACCTCTT ATICATICAT TTAATACTCC TCTAATICAA 180 

TCTTAAAATA TICTTAAXTA TTAAATEATA TAATAAAAGT TAGTOSATAT AGTITAATIG 240 

GTAAAACATA TGTTTTAGOS ACATATATCT TCAGTTCAAA ACTGAATATC TACATATTAT 300 

ATCATTAATA TAATAACICT TTAATTAGAG TOCTAOCACA AGAATOCTCA AAGCATEAGG 360 

QC7ICTGTAOC TTAGCTCPCT AATEAAAGOT ATAAAATTAT CTTAACEAAT AAAAATAATT 420 

AATTAAATAA ATAAATAATT AATTAAATTT AAAATCTTTA AAAAAAGAAA TAAATAATAT 480 
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GTIATATTIA AATAGATCAA AATTICAACA ATITCCATTT CATTEAGTAC TAQCATCACC 540 
ATGAOCAATT CTTACATCAT TTAOTITATT AG3TTTACTA TTAACTTTAG Cl'lTiA CTAT 600 
ACATGGTATT ATIGGTAATA TTTATCCTIT ATTATIMCT TEATTftGTAG TTTTATTACT 660 
AATAACTTTA TGATTTAGAG AIATQCTAGC TCAACTTACT TATTIAQGIG ATCATACTTT 720 
AQCTGTAA 

(2) INFORMATION FOR SBQ XD NO: 703: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 688 base pairs 

(B) TYPE: nucleic acid 
{C) STOANDETMESS: single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CNA (genomic) 



(vi) ORIGINAL SOURCE: 
30 (A) ORGANISM: PAG1463RP 



728 



35 (xi) SEQUENCE DESCRIPTION: SBQ ID NO:703: 

GATOCCTGAG TCTGCTAOCA AGGAGGTOGA QGAGGMGAC ATOGATATOG AGCAATTGAA 60 

40 GCAGGAGATC AAAQQCAACA AGGAGGOCIC TOCTTTCTAA QCTTQCTG3T TOCOGCTTOT 120 

GCTAGOCAAT QGTTGCTGAG ACTATCTAAC TTGTATACAT GOOGCTATCG CGGCACQCGA 180 

45 AGOGAACACT ATAATCTATA TOTCAAGTTA AATACATCAT ATATEATCTT GTOCCTCAAG 240 

GGICTTAAAG ATCICATAGG ACAGTOQOGT GCTCAGACAC ADGAATATAA TCATAATAAT 300 

AAATATATOG CGGTCAGCTT CATGACCACG TCAAGOCTIG ATACCAGAAG ACACTTCTAG 360 

GAATTICTCA AOQGGAGAGA AAACACTAGG GIGTAGGICG TCATKCTCA AQGACATCTG 420 

CTQCTOGGTIC CACAAGTTOG OCTCTQGTAC ATAGTCTOGT TCAOOGACAC OCAATAAGCC 480 



50 
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BNSDOCID: <EP 08661 29 A2 I > 
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600 

660 
688 



ACnSTQOQCA GCCCAATCOC TCACA0CT9G AAGCTCTAGT GTCITCCAGA OGTCATCCAT 540 
OQCX3TCCAAT AGGACATOOG ACAQCTOCTT OTIGTOGCCT QGACTAGGAA TGATAOQGA3 
TCTCIOQCTC OOGOCT33AA OTCTAGGAGT TCAAG33CCT CTACCTAGftT GCGATOCICT 
CCATCAAAAT GIOQGAAQCA OQCITOQC 
(2) INFORMATION FOR SEQ ID NO: 704: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 704 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDEXHESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1463UP 



(xi) SEQUENCE DESCRIPTION: SBQ ED NO: 704: 

35 GATCAAACAG TAGAACTATT AGAGCTQCTT GCAAAG3GCG TCATAAACAA GAGAGCICTA 60 

ATCTOGACAA ATTAAACAGA AAAATATCAT TATTAGIQGA TAAAIAAOCA ACITOCACTC 120 

40 AGACTATAGT TCTACATCTT TATICOGEAA CAGAA3TICT ATCCAAATAG TTTAATICCG 180 

TTTTACTTAT CTAOQGAGTA GCAGIQCAAG AACCTICTAT CCCAAAATOC TAGAGQGACA 240 

45 TOCAGATGTA TACTAAAGCA ACGTCTCITT CITTOGAriT AGCftGCCTCA GGCGAACAAA 300 

AAAAATAGAA AGICAACAGG GATTGQGAAG TTATCAGAGT TGATATCITT CTOCATTACT 360 

AAGTCATTCA GTIGATATCA QGTOCTTAAA TCITICTAAG AAGCAAGAAC GAAGAGAGAT 420 

ACAAAATCIG CAGTTCTGAA TCGTCAAATT GACAOCAGAG GACGTCACTT CCCGITOCCA 480 

CTG7ITIGOCA ATTGCTICIC GAGCIGCTCA AOCTIQOQCT GTAAATCICT ATIGACTTTC 540 
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TTTPGTP&XT OCAATTCAAT ATOLWITIU: TTOGATCTTC (MAGCIGAG CAGTTIO30C 600 

ATCTOCTOGT TCICTTTTGT CAACATITOG AGTCQGACAA TCAICITCIG AGOGAGGGCT 660 

TCTIOGTCAT AAO3GQ0GAA TOQGCTAAOG GAATTAGAGG GMT 704 
(2) INPORMATICN P0R SEQ ID NO:705: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENC7IH: 699 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MDT .FTULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1464RP 



30 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 705: 

GATOGAAATA ACITCOQCTC AAAACGCAGC AGMQCAGOC AATOCTCAAA TOGAGOGAGA 60 

35 ATATCCAOGA TATITCTAGG CTACTCTIGC TIGOCAGTTC GTOCTCGGAA ACATAACCCT 120 

CAATGGCGCC CAGIGTGTIG TACATACOOC ACAOQQGAAA CAGACOCATC AATGACCCGA 180 

40 AAAOCADCAG CCACQCGOCT AAQCO30CAT OOQQGTATIC GTK3GACTTA TOGAGATATC 240 

CQOGTTCTTC TIOCTCTAOC TrnOGTOGC TGAGAG3GAC AGTCTQCTGA QOQCACCTQG 300 

45 T0GTTGQ3OC ATOGCCAAAA AGCTCTTTGT CGCXXACAGC 1CTT3GCTCTC COGCIGICAG 360 

AOGATOQQCT GAOGTCTAGG QCTACQGGCT CATCQCCATG OCX7EACTTGA AOGCK7ICCT 420 

SO TCICGATGAC CAOCATOGTT CCTAQCACGT AT3QGAGATG CIOTGAAOCG OGICAGCGCC 480 

ACCACAGACC ATCTATCTAC TTAAATAOCT AATTATCTO3 TOICCAGCTA AAAATCOGAG 540 

TATCAGTCAT OCTGTGQOGG CCTTATCAOC CATEAGQCTC OXTl'lUUjU TAGIGCATIA 600 



55 
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00C3TOQG0QG GATTCATCCT CCAMATOIC TCAAGCGATC OTTCATTCC GAGTCIACAA 
QSXrAGATT 0CAA033GCC AGGAGQCAAC TAAT2GAQG 
(2) INFC^MATICN FOR SBQ ID NO:706: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 710 base pairs 
<B) TYPE: nucleic acid 
(C) STOANDEXNESS: single 
15 (D) TOPOLOGY: linear 

<ii> MOLECULE TYPE: ENA (genomic) 

20 (vi> ORIGINAL SOURCE: 

(A) ORGANISM: PAG1464UP 



55 AT3CCCOGTT OGGCTGCATG CCTOCAATOG ACITCGAOjr CCTACGATCC CATCCAACGA 660 



660 
699 



<xi) SEQUENCE DESCRIPTION SEQ ID NO: 706: 

GATCITOOGC TITnClTCA GAOOT?IG GGIGTftCTAT TOT1CCTCCT TAATCFIGGA 60 

GTIGAGGOQG GAOGAAGAGG CXXXSGAG3G GICK3QOGAG QCACCQGIGG AAAGGQQOCT 120 

GTiasaOGOGr TO^GGGGCA GOGOQOGGIC GTOGTOGTOG TftGlOGIGAT GnGGQQCGC 180 

Q3GOGG030C GACTGIGOGT OC^CGGGIG GCXXJIC^GAC GOGAGCQOOG AGAACTOQGC 240 

GKXXX9GAAC TCGTACICCT T^IGOGGGIC CIOQCQ3Q3G QQCTIG300G GCG3CT0CAC 300 

GGCAOGGOGC GGSACCITCA GOCXDGITOGA GATAA1GAAC TICIGITCGA CCGAQCCCTT 360 

45 CQCMGCITC TITCOGOCAT TOOGITIGQG OGOOGGOGIC TOCGCGICCG GCACGGGQGC 420 

Q30O3QOC3C3G GCATOCAATT CX3TICTGGTC TGQCGAGACT QQGQ3G0GAT AAACKX30CC 480 

AQGATOGOGT OCAOGITAGr GAGGKDGOQG TTQCCGTCCT CIGOGGCIGC GIOGTOGIQG 540 
TIGGOGOOGT GAGQOGCGTG CAOOQOGIOC TOCTOGTOOG GCTIQQQCTC CTQCTOOQGC 



600 



970 
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AOOOOGOAAC TIATCTOGAA CTATOOCTOC AIACCTATAC TOoICCTTCA 710 
(2) INFORMATION FOR SBQ 3D NO: 707 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEJqGOH: 703 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

is (ii) MOLECULE -pYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1465RP 

20 



10 



25 



30 



35 



40 



45 



50 



55 



(xi) SEQUENCE DESCRIPTION: SEQ TD NO: 707: 

GATOCACnC TTTOGOGACA A2ACATT0GA Q33G33CAAC GACT33GAAA TCTACAAOGA 60 

CCOGOGCACC ATOQGOCACA GOGTOOGCIC COOOGAGGftC ACCCT3AGGA TCCICAGAGA 120 

GCTCITCGAC CICTAGQOQC CGCOQCTAGC TAGTITCTITC TAATTOCICG ACATTTACAA 180 

TQCATATTCC TATATACAOC GOQOQCAGOG CTCAGC1GAG CA3CCCTACG TACQCCAGCA 240 

OGAGOQCAAA OCTACOOGTC CACACGCCGA TCAGOCACTC CATCACCTOC GICTTCACOG 300 

ACTOGATTTG CATCTICATA TTACTGACCT OCTOGTCAAT TOQOCTS1CA ATCTOCTTSA. 360 

TCTOCAGATT CTQCTTOCTG GACTCCICCC QGATOCGICC CT1T1 CCAAC GAGAGATCCA 420 

GCTIGAACCC TOOCTITOGOC TTOGTCA3CT CTTCTOQGAG COGGTTOCGC AGCTGCTCTA 480 

GCTOGTITOG AATOOQCTCC TOTlU b TllT GGAT3GAGIG GATCPCQCTC OQGTOOQCCG 540 

TCAQCAGTITC GTCCC3CAGT TTTQCAAAAT O^OCOGCTG CT3GTA03TC AGCTTCGIAA 600 

GCTTCTOQOG GGAOQCTAQG TCCTOGGAGA CATOOGTCAC GOOOOOOCX3C AGTCCGICCG 660 

ACATCATATC CAOGATCGCA TTOQOCTGCT GQCTTOCTCA ACT 703 
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(2) DEFORMATION FOR SBQ ID NO: 708: 

S (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 619 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEE2SESS: single 
10 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

15 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PA31465UP 



20 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 708: 
25 GATO0O3CAA TAGCTIGATT QGATOGICTC GTO30GiaCC TOCXOGACTT CICTIGCICT 

TCICTATCTT a^TOCTCAC G30CGGAAAA OCACTftCAGC ACAAAAAATT CACAAGGICC 
30 GOCGCACC^G OCTITITAAT TftGCXXAATC GCAGOGAGIC CIOGTATATA AGGCAAAAGA 

OGQGAGQOGG ACAGCTACTA CAG3CICATC GAGGCAT3GT ATOITO33CG ACAGTOGCGG 
35 CAGQGGGCAG GACTAACCTT GATCTTCGAT AGAATODGm GIACAACCAC GCGGIGAAAC 

AGAAAAAGTT GCTOGAGCftG GAGCTGAATC GATTIGAGCT 03C3C3GIt3GCX5 QQ9C03CTQG 
40 QQCTOC^GGG nOCATATQG AQ3GCACK3G TO3GACIQGA GCGCACAATT GftGCAGIATC 

AQGOQCAQGT G3CGCAAACG GQCAGOQGOG OTSAAQCOQG CAAGCATOCG CMCGCGTOG 
4B QOGAACIGAC G3AGTO0GCA ACGAAO3O0C GGGQ3CX3GTIT OSftGQGGCIG CGGQCCGCGA 

C^TOCAGOC GGT3C30GTTC CAGAG09GQG OG3CAGCGCC GGAGGGCGCC GTTCAACCAGC 
so OGQOGG09GG QGCGOQCAC 

(2) INFORMATION FOR SEQ ID NO: 709: 
SS ii) SEQUENCE CHARACTERISTICS: 
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15 



(A) LENGIH: 715 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDETNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1466RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 709: 

20 GOTCTCmC TITICCTACT CACCAATCIC TTTAPCPGM2 AOCXSGM7IC ACO3O0C3C3CA 60 

GOCTATCTQC 0GTQC?IO3CX= OCATQQOCQG OOQCTOGrEAC TO9000QCIC GK3CTCGCGG 120 

25 TftCTCTCACA GCAAOQGAGC TTOCTOCAAT TOQQCTOCAT TCTCCCGACC ACAGICICTT 180 

TCICAOCTGA CTCTCAGOOG TOCCGAATGT ACATTTCTAT TI^TCITCIT CTK3CCQCCT 240 

30 T3CCX30CAOC ACAIOOC3GTC 003QGCAGCA CAQQGAOQGC OCATOQOQ3C OC TOUUb T ll 1 300 

GTAGAACK3C GCACAGCAOG TOTACAGTOC CTCCACIQCC GCTGCGCAAC GGOCCICCIC 360 

35 giaocctopg ogtticagac atooctogat cgcacatoqc toqqccitoc atoqqgqctg 420 

TCTOICIGOG CTGOQCOQOC TATTCTCCAT GT1T1UHJ1T CTA3CTGTTG GCCQCTACCA 480 

40 CCTICTICTA CXIAGfiGEACA TTC3T0Q0QGT GADCOCCTGT AATGTCACCC OGTOGQCCAC 540 

AGATGACOCT GOCACATOOC TCATTTCTTT GAOCX3CACOG TOQCQOGAGA CCGCXXACAT 600 

45 GQQC0CTQ0G CACKXX3AOG ACACQCACGG Q3COQCACIG CAAGQCTCGC AGGTOOQGAT 660 

GAGTCAAAAC AAACCAGCT3 TOQOQCTQQG CQ33T3AAAA TOGACTCATA GfiGAC 715 
50 (2) INFORMATION FOR SEQ ID NO: 710: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGIH: 694 base pairs 
55 (B) TYPE: nucleic acid 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LEW3TCH: 690 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 



60 



(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

5 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 
10 (A) ORGANISM: PAG1466UP 



15 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 710: 

GA1CTTATTA ATTITCATOG TGC^ATAITC TAAATICAAG TAATCATMC GOGIGATOQG 
^PAD^T ATACMATAA CGO^TVC ACCATCGICT ATOOGICTAT GAAAATCACT 120 
CCAO^GIGC GACAOGOCAC GIGTAATCIA GTCAGTTICA AGTICFIOCT OCTCATCGQC 180 
AGAAftGTIOG OQCQOGGQGG TGftQGnCTT GAG0O3CIOC TIGAQCTOOG CGATAAQGCT 
ATIClOOCTr TCAGCATGCA T303GATAOC CICTAGAGAC ATATCAQCCG AATCTOCACC 
ATCTAAACCA TGCIGOCAGT OXAGCTOCC AG3TIGQGAC TOGACAGACC 

Tt^CIGTOC* TCTTICTAAG AATOCTOGGT OGTKXXX^ 1TOGAA3TCA TOGITCCCAT 420 
AGTGIGCAAG AXITTCKXT CTICTGTTAG TIDCAGATGG GIADCIGICA GATTSATCAA 480 

TICAGCAAGG TTTOTAATOG AGGTGT3AGA TCTOQGftGIC CTTOGT&3IC TCAGACACGA 
AGCACGGGCA TCATCTATOC AC^TOOCAAC AAGCGA^IC C^CACT GGDGIGATOC 
QCCCAAGCOC CTAOCAGTCT CADCATOGAA CTAT 
(2) INFORMATION FOR SEQ ID NO: 711 : 



240 
300 
360 
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(ii) MJLECULE TYPE: EMA (genomic) 

5 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1467RP 

10 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 711: 

GATOQCftGAC TCCGOOQGAG AGACITTOQC ACCT0Q3QCA CAG3ICTIGA AAGAGAQCTC 60 

OQQOOGTTOC GIGCCAGACT CTTCTTEATC AIGTCQGTAA GftGCftGOCTT OGTOCCAGCT 120 

ADGCCCTTCT TCTTOGTIGIT TCCACCAATT GATOGAATTT GAGAC3IGAA COICIQCGGA 180 

TTCRRKCTAT TCAGCACAOC ATTO3CACCA CTIGAQOOOC TTOGCTCIQC CATCCCTAAT 240 

OGTCCTATCC TAOQQOOTGC TAATAAGTTA CTACCAGACT CTQQOOCTCA TCTOQGACIG 300 

ATGTEATOGT CIGCAGOCAG ATCCTKTTTTC TCAOCOGATC GAAATCATOG AGTAOGAATA 360 

30 AOCAOGTCAC CATTATTCAC GOGATCAATT TOGOGGTOUC TGrTIGQCGAC ICTTACTCCA 420 

GGTTAACCAT GACTAGATOG GCA1AOCTCA GATAOGTEAT TCMQQGATC CGGAGTIGOC 480 

35 GOCTOOGOOG AAOOQQOQQG TGAATCTOIG CIGAOGAOCT AAAAAATAGT GIGOQCAAGC 540 

TTOCTTAATC T3IGAGAIGC ACACTGACAA ACTTGAAGQC TGAAOCATCA AAGCGATAOG 600 

40 CCTCATOCAC CTGCTCAATA AGGIOCAGGA AGICTOQCAA TOG9QCAAGC AGACQCTAGA 660 

TTOCAAGACA CAGAOGATIG GGTIGIGCCA 

45 (2) INFORMATION FOR SBQ ID NO: 712: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 700 base pairs 
50 (B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 



690 
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(ii) MOLECULE TYPE: ENA (genomic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1467UP 



(Xi) DESCRIPTION: SEQ ID NO: 712: 

GATOGTTOOGA GIGCAAATOC ATADCAAAAA TGTOGAOOCA GCTACQQGAT TOGAACTICT 60 

OGAAGAAAAA TAGOCTCAGT GAAGIG00CA ATTOOCTTAT AGICGnTIG CAGAGCATAT 120 

AGAAATCTOG GACAAGG03G TOG339G3CT TGTOGGAOGC GAOGGAAGAA GGGATCTOQG 180 
OGQGAAITAC GGOGGTGAGA QGCAGGQGTG OGGAAGAGAA AAAGCTGAAG CGaGTCCTTC 
CCATCAGOGA GATGCAGCAG CCAATAOCTA TOOCAATOGT AAACGMOOG GTCCAGATOG 

OCCAATOGOG GAGQGCAACA GQGOOOGOGT QCTITITOCG OGCnCIGOGG TQCTOTTTCT 360 

TOGACTIGAC GSICAGCTCG GITICATfiGC O3GACT0QGA CICGITOCAA AGGITCTOCA 420 

30 GGHX3CTIGAG CAGGOGCTGC TICTOGIGGT GGTIGGACAT GATEATAGQG CTGCAGTATA 480 

CimSATCCA TITOCGIGCG GTCTAGCX3CT TCAGGAGAGC CGCCAGOGIG CICTICIX3GC 540 

35 QCTICTOQCA GAOGGGAATC AOQGT3GGQC AGGGOGOCIT CICGCACAGG COGTOCAAGA 600 

GCTCTOGOGC CroOQCTATC TOGTOGAAGA CCACCAEAAC CQOGftOGTAC CGCTOQCCCA 660 

40 OGIOCCAQOG OGIGAOCATG COGAGGTICT TCACGICAAA 700 
(2) INFORMATION FOR SEQ ID NO: 7 13: 

4S <i) SEQUENCE CHARACTERISTICS: 

(A) LEJSGTH: 689 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 
so (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: INA (genomic) 

55 (vi) ORIGINAL SOURCE: 
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(A) ORGANISM: PAG1468RP 

(xi) SE&JENCE DESCRIPTION: SEQ ID NO: 713: 

ctcaitctog aociqcaaaa agtcticaga AGGAAGQCAA CM OTOITIT 60 

TAATCCIAOG GCOJia3CCT CAGAGATK7T TCACTCAATC TOCTTCATCA TTAIGAATOG 120 

GTOGCOGQOG OCn3CXX3QOC TCGAACCOGC 0CCACAO3GC CTCCQXGCG OXTOCCCCG 180 

CTQQQ0CAO3 CAGQGTOCAA AACCCACOCA AACTCAOOQC QOC3CACC03G CTACACCQCC 240 

GOCAGCAQGT CAOGTO03GT TAOOOQOOCT GCX333CACTG AAAATTTTIC GGCGCCAACA 300 

CTAT0GO30C OGAAAAAGCA ATTK300QGC CAACCACACA AOGATCTCIT ACCGAACAGG 360 

ACAGGACTCA TOCCOOGTIC CCTTCTTTAT TTATTIACIA Q^TOCACAIA GATATITTTC 420 

ATATTTATAT GGTCTSinT CCTCOGCAOG OOQCAAOOCA GCACTTA3CA GACCACOGQG 480 

QCAG9GACT3 ACACCCAGCC AGAACAGAAC AACAACAGGC GACCTTACAA TCAQCATOGA 540 

AAOGQOOOCT GIAGATATOG ACAACATCAT CGACQQCTTC CTOGAGGIGC G3QGCTOGAA 600 

GCOQ3GGCAG CAG3TOGACC TGGAAGAGCA CXSAGATOGGC TACCTCTOCT CCAAGQQCCG 660 

CAGCATCTCT ATCAAGCAGC CCATTCTTC 689 
(2) INPORMATICN FCR SEQ ID NO: 714: 



(i) SEQUENCE CHARACTERISTICS: 
45 (A) LEN3IH: 620 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: EKA (gencnuc) 



(vi) ORIGINAL SOURCE: 
55 (A) ORGANISM: PAG1468UP 
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(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 714: 

GATCTCAGAA TTATOQQCTA TTAGCATACT TAATTOGTOC TAAATACTTr 60 

QOCATQQCAT CTAGACATAG GAAGTAAOCT CAAAAAAGCT ACGCAGATAG TAAACCK3GA 120 

AGAGAGATTC OTCAACAACA AOGQOCACTT QGAAAATAGA CCACCACTIG ACCCIUICAT 180 

TTGTAGftCTC AGCAGICTTC CTO1U1U1UC GITOC30GAAT CTOGATGTAC TCTIOCTOGT 240 

TCMTACTTC CATIGTCAQC ATOGAGAGCT TOOQCAOOQC ACCCTCTAGC GICICCGAGC 300 

TOGAATCAGC QGCATCGG3G GAGAGAACAC OGTIAGCTATT AAAOCTGACA TCCTTAGICA 360 

GCTAQOQQGA ATIGTOGTIC GCAAAGCAGT ACT3C7EATIT GCCATCTCIA GGCGCCITCA 420 

AQGTCAACTC ACO2IG0GAC GAO3CAO0CT GCX3CATOCAG CACTCAOOCT OCX7ICAATCC 480 

QGTACAOCAG CAQGTICTOCA GACAGOTCTT GA3CTGATIG TOQGTCK7IG TO300GAATT 540 
GMMOTGAT TCTCAGCAOG TCCOCQQCTT TCAACIGCTC AAAGAAACAG CGCCGCCCGT 
AGQQGOGAAG AAGTACATIG 
(2) INTORMATiaa FOR SEQ ID NO: 715: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LEJSK7IH: 686 base pairs 

(B) TYPE: nucleic acid 
40 (C) STRANDECNESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1469RP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 715: 



600 
620 
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GATCAACTAC ATCTOOGAQC AGCAGOOGAA TTCTAAQCTG QOCATCATAG CAXATCACAA 60 

5 GroocrooGrr ttcttcaaoc tococxxxsga GrocaoocftG qcacaggaqc tcatictctc 120 

OSAGCTCAGA GAACTCTTCC TO00QOIGTA CAQ0QQ0C7IC TIOGIGAGQC CTOCX3GftOQC 180 

10 AATOCATOIC ATACAGGACA OGTITOGTCAA QCTOGAGTOG TITATOCA3G ACGACAAGCT 240 

CT0GCAOG3C QC03AG3CGT GCTTCG3CTC G003CTOGAG QOOQCGCIQC TOQCX3CTOGA 300 

75 CACTGCCACC AATOCTAATC GOGQCAAGAT CATTGCGACT CIGAACAC3C TQ00CAOCCT 360 

QQQCAAD3QC AATCTGAOGC TOOQGOQOGA OGAOGQQCIC AAGAAGAGCC TSftflGIOIA 420 

20 CAACAGCTIC TACADCGCGC TOQOQGACAG GAIQCTGAAG GOCTAOGTCG QCCTQGACCT 480 

CTICTOCACA GC3CAGCX3CCT TCATOGACIT TOOCA03CTC QQQCAOOOOG TOCIOJLXJAC 540 

2s CT00QQGAOG TICQQCCACT ACT0GAACTT (XAQCIOGAC QOGAOGAGTT OOOQCIGGGT 600 

CAAOGACATC CTGCAOOCOG TCAGCAGCAC OCTQQ3CTAC CAGGOQCAQC TCAAGCT3CG 660 

3£? CTQCroCTOG Q3QCTCTCCT CAGIOG 686 

(2) INFORMATION FOR SBQ ID NO: 716: 

35 (i) SEX?JEKJCE CHARACTERISTICS: 

(A) LENSIH: 572 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 
40 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genOTUC) 

45 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: RAG1469U? 



50 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 716: 

QCAGGACTAG AGATGAQCAG CAATGACAGT GA1TATCTOC TOGTETACCTT 60 



55 
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CAAACTCTTC ACICTOCTCA AGAACTTGTT AOCTGATCAC TOCTTCTEAT TCTCTCTGIC 
AOGOG0Q0QC GTGTAGQOGTr CITOCTOGTIC CIOCTICTOG TOCICAAGAT AGCCAGACTG 
G3ICTTAGTC AGCTICAGGT TOOOCJITCCT GG3GTO3GGG CCAATOGCCG AOTOGGAOQG 
AGG3CTITIC GCCAGCCIGT GGCTCAGftGA CITCTIOCTC CXXA00GP3C TCTGCTICAT 300 
OQOTCTATA GOSACAGGQG C?OQ00QG0QC GQOGTOGAGG AACGICGTOG AGOCAAGCCC 
15 CTCTOICACG QQCCCAT3CA CAAGGTCCQC GGTCACCITC QCCT3GAACT OCGTCACCIC 

aSAATOCTTC TTGATAGOGTT TCAOOCTDGA OGAOGAGCGC TCGCCGACCT CQCGQCGCGA 
20 ATACAGGTAC GAGTOGIOGT CCTOSIOGAT GOOGAAGACC TCCTICATCG CAGACTTOIG 

TO03CT33CC CCGACAAOGT OGAGITCGGC CG 
25 (2) INFtKMATIOST FOR SBQ ID NO: 717 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LETC7IH; 699 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS: single 

(D) TOPOLOGY: linear 



30 



35 



40 



45 



(ii) MOLECULE TYPE: DMA (genanic) 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: PAG1470RP 



120 
180 
240 



360 
420 
480 
540 
572 



(xi) SEQUENCE DESCRIPTION SEQ ID NO: 717: 

CMCITOCIG CTATCCAGAA ATOG3AAGTT CITAGACRAC QGQGAATTAA GCCCCITriC 60 

SO CAATATTTTC AGCXTICXTITr CATAQCTCQG AAGADGCAGC AGAAGCCCCC CCACTAGTOT 120 

CTOITCATGT TCGCICATGA AAGGTCICTC TATCAAA1CT AGCTCCATCA TCGCAGACTA 180 

55 CTTATTATCT TICTICCAAG ACAGACQCAC ATOOOGCAAC TTCX7ICAGGA TTACACTAAA 240 
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ATAATOCTAG AAO0QO9GAC TCACAGAATC GAOGACOQCT OGAAATGAAG TCQ3CCOCTA 

GAAGATOGTDG 033CXXTOCT TCTCTATCAC AAGATOGAAC TOOGAAftGIC TCTICftOGQG 

OGACACCGPG CCCATAAOCT GCTKTOCAT GAACAGCTQC GGTAOCATCT OGCTCITCAT 

OOQOQOGAOC TCACTCTCAA QCTOGTIOSAT CXCT03CAGC AOCTCCACAT TOQQCCTTCG 

A3CTCAACAG CICOCGTCAG TTCAOCTOGTT GCGTAAACIC AGACAGGTIAC ACACACTCQG 

QCAGQOOCTr CCCAATACAT TTAGAQCACT TCQQOOGOGC CTIUI'IU OC TH3AQGOGCC 

QCTIGOGQCA GAACAOGCAC GACITOCIGA OCTTOOQOCT GCTTITCACA ATCTK3CCAT 

OQGACTCTOC CATOCOQOCA GCTTCAGCAA AATCAGTAG 

(2) INFORMATION FOR SBQ ID NO: 718: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 655 base pairs 
<B) TYPE: nucleic acid 

(C) SIRANDECNESS: siligle 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: OMA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1470UP 

(xi) SEQUENCE DESCRIPTION: SBQ ID ND:718: 
GATOQOQGAC CTQGAACACT QQOOQGAGAT G0Q0Q03Q0C ATOCB3CT3G TTICTOCGGA 
CCGCAAQGAC AQQCCATOGA CGAGGGGTAT QCA3CA3A03 GTOCACACCT OQGACCTCTT 
CAAGGAG03C GKX30GAOGG TQGTGOCOOG GOQCTAOOGA GAGATOQOQG CQQCGATCCG 
OGCGCGCGAC 1TO30GA0GT TTOQQCQCCT GACGATQCAS GACTOGAACT CGTTTCACQC 
CACCIX3CCTG GACTCATTIC OQCOGATCIT CTACATCAAC GACACTTO3C GOOQGATICT 
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CAAGCTGTCT CATCTGATCA ACGAGTTCTA CAAOGAGACC ATCGK300CT ACACCTTIGA 360 
CX3OQQCT0OG AA0303GTOC TCTATIACTT QQOGGAGAAC GAGGCGCQGC TCTOCOQCTT 
CCTCKrroCXT GTCTITOQOG CCAAOGAOQG CT33GAGACC AOTTICTOGA CGGAGCAGOG 

COGCX3CAGrrr CGADGAGTCC GK3CX3CX3GCA AGCTIGCGAC QGACCK3GAC 540 
GAOSAG7TK3C ACAGAGGAGT TGOOCQOCIC ATOTCACGA AQGTCQQGCA GGQCOXAAG 
ACACTAAATC CTOGCTCATC GACCQCG£GA OQQCXCTOCC OX3CIGACGC TATTC 
(2) INPORMA^CN FOR SBQ ID NO: 719: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 708 base pairs 

(B) TYPE: nucleic acid 

(C) CTRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG147LRP 



420 



480 



600 
655 



(Xi) SEQUENCE DE9CRIPTICN: SBQ ID NO: 719: 

40 GATCAATTAA CTAICTAGAT GAGICTAATT AAITAATATA CITAAAAGIC CXXTTEAATAT 60 

CATTAQCTAC OCTATOQGAA CAGACQCTCT QCTACTMQC CGAAAGQCTA AAGCACTICT 120 

45 CSGTCAGTAC TIX3CTCTITOC TEATOGAATC CCTOICATAT QCOQGCAGCT TCITICTCAC 180 

TOGAGTTAOTG OQOGTOOOGC CTIGCAGAGG CTADCCATCA TICIGAACGC CAAQCTACGA 240 

50 CACCTPOCTG CCACATCTCC TCGAOCICIT CCAAACTCAA ACCCTTTOIC TCGQGGACAA 300 

AGAAGAAGAT GTAGAAGAAC GCAAAGATCA AACAACCCAT GAACACGTAG CCGIACTAAA 360 

55 ACCIGA203C ATTOGTAATC TAT3GICTAA AGAAGOQGAT CAAAAAGCCC CATATCCAAT 420 
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TOQOQGCTOr GGCX5ATAGOC ATOCCCTTOG CT1T3ACTCT TAATOQGAAA GICTCCGAAA 480 

5 CAA1GACA3A OGCAATTQGG GCOGAGGTAG TTOCAAAGAA GAAAAATCTA GAGGCAGGTA 540 

AAAACAATCA TAGCATIGCC TGCXX3GTCTG GAAGAAQ3CT GATOQ3GTCC ATTOQGCCAT 600 

70 AGTCTPGTCA CAOCAAOQGA G3CAAAAAIA AQCATACAAA CGQOCATIQC CC3CX3GCACCG 660 

TAGAAGCAAA CATTIOCTCC TOOCAAATCT ATOGACMJIG TTACATTG 708 

75 (2) INTORMATTONI FOR SEQ ID NO: 720: 

(i) SEQUENCE CHARACTERISTICS: 

(A) UENGTO: 718 base pairs 
2a (B) TYPE: nucleic acid 

(C) SraANDEENESS; siligle 

(D) TOPOLOGY: linear 

25 (ii) MOLECULE TYPE: EMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1471UP 

30 



35 



40 



45 



50 



55 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 720: 

GATCTTOOCC TTCTICTACA TCITCTICIT TCTCOCAG?*3 ACAAAGQSTT 1GACTTK3GA 60 

AGAQGTOGAG GAGAT3IQQC AG3AQ0C7ICT OGTOOCATOG AAGTOOGAGT CCIQGACTCC 120 

TPCCTACAAG AGAAAT3C3T AGGAGACIGA GGAGGOGAAG OZAGAGAA3A CCTOQQCTTA 180 

AAAACTTTAA ACTACAAACT TTTITGTICT QCTAAICATC GQGTTAAAAC CTAAADCTAA 240 

TCTATCTICA TTAATATTCT TATCAOGTIC ACGAGATAGC ATATGTAAAT TACTATEAAA 300 

AATATQOGAX TAAICTCTAT TIATTAGTTG TAATIX3CAAT GOCATA3GAT ACTOCAAAQC 360 

AATACATOOC GAGATAACCA ACQOCACIGA GQCG3GACT3 GGCOCCTICT OCG3COCG3C 420 

GAACATOOCT GTCGTTQGIG GGOOGOGTOC O0CT0Q0O3G OCAGOOQCAT QOCCCTOGTC 480 
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GGTCATOGOC OCACTTICAA ACTTIGTAAT OGAGCAGGAA ATTAAGATTC GITATAAATC 
ATATCAAATT TITOTOGIT TCTmCACT GSGIAATATT CTTOXJQCAC CGCACGCOGA 
TCATCXXQCT ACATOGCACA GGGCCAAAGC ACAGCT3CTA AACTATIQCT TAGITOGQCT 
OGTTGAQCIC GTTTATOCTr AGTOGAATAT CIGCAGCATA TTCAATATCA AGICIGAA 
(2) INFORMATION FOR SBQ ID NO: 721: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEM3TH: 695 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOIjOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1472RP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO : 721: 
GATCTAICIC OCAQCTTAGA GAGACCCTCC GGAICTAAGT GATACCCAGA CAGCCAATCA 
TACTOGTCAA GTTITCTAGT TITAIAAGAA AACATATATT AAACQGCTAA AGACAGAAGG 
OGAAAAGOOC GACTTITATG GQ03TAGAAG TOGTGAAAAA QQQGAAAAAC TATATTICCA 
CTTAGQGCTC CKXTTTCCTC AOGTTAAA03C GCATCATCAT ACGCCTICIG TCAGTCAAGA 
GCACTAOGAC AOSCOGIQCA TPQQCTCATA CAAOCTIGCC AACACATCAT CATOIOCAAG 
GATATIGCTA CGAOOOCAGA ACIGTCOGAA CCAGACAAGT ACTICGITCA QCAGCGCGAT 
TIGCTOCTAC AAGAAATCAC CT0CAOGTTA GACTCCATCC TGAACAACIT AAATOOCCIG 
AATATTTOOC T3GAGAACTC CATCQCAGTA GQCAAAGAGT TIGAGAGOGT GICCGAGCTT 
TOGAAQGICT TTTACGADQG ACTOQOGAAC GGAGOQQCTC CIGGAGTIQC CGCAGCCAAC 
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OCCTOSTCIC AGGACCTCCC CACPGAG00C GTCQ00G0QC ACCftGAATOC TOCftQOQQQC 600 

AATAGIGAOG CAOCAGOGOC ATCQCAGTSG QG3TK3CACT CKTCCIQGC TITACACOCG 660 

TOCAQOCACA TIGOGCTCTA CTTTIATUIG TCATC 695 
(2) INFORMATION PCR SBQ ID NO: 722: 



(i) SB£UBSCE CHARACTERISTICS: 
(A) LENGTH: 719 base pairs 
15 (B) TYPE: nucleic acid 

(C) STRANDEEKESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: CNA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1472UP 



(XL) SEQUENCE DESCRIPTION: SBQ ID NO: 722 : 

GATCTOGATT GAATOOCAAX GAAGGITTAT GQOOGICAOG GGAGGTATAA CfiGACTICTA 60 

AOGACITITC CTAAGACOCA OQGTCAGGAA GATA3CTOGT TTAGCAQQGA CGATCAGAAC 120 

CACGGCAGAC CAGTTAGOGA OSACACAACC AAACTCAGOC TCAGCCAAGA TCGATOCAGC 180 

GAATTACOGG AGGAGAD3AT AGGTGCGAAT AGAAAAOGIC GQGCQGftOOG AACGCAGAOG 240 

GATCOGGTCT QGGAGITICT GGAAOGGOOG QCAT0GQ3QC AGAAGCGGAG AAGACGAGCA 300 

ACATGOGATT CTACAGAATA TAGAGAGACT QOCAGICAAG AGITICTAAA CX3CTCTGAAC 360 

GTICT3CAGG GCATAGTOIC TTCPCTCAAG CCIGCAAAAG AGCTftGTTCA GCACIT3GQCG 420 

50 GAGCTIGftGG ATOIGOCAGA GGATQQQQQC AATAA0333C AG3CX3CTCTA TOGCAAAACA 480 

AGAACATOCT TOCAAAAGCG GAAGAQGATT CTCACAOOGA AGCIGCTOCA CATCAGICIG 540 

55 AOGAACOQCT GCACAGGGCG AOGAAGCACT ATO3COGCAC TITAATCAGC TOCCTACGAT 600 
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QGQOGAGACT CTTAACTACA GOGAAGATCT QGACTirATA TIUTCCGftCA ACTCCMGAC 660 

GACACOQGAA CATAGftOGCA CCACATGCTG OTCTICTCTC TOGATATCAT GAACAACGA 719 

(2) INFORMATION FOR SBQ LD NO:723: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LE2SE7IH: 675 base pairs 
<B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: RAG1473RP 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 723 : 

GATOQCATCA TCCICTACAC CAAGO30GAC GOCIQOQOOG OXXXACCCC CQCCQOQCTC 60 

CAD0GOT9GC AOGCOGAGAC QOGOGAOGAC TACATOCTOC TCGAQ3CCOG CAGCGOCQCG 120 

GAOQOOGOQG CQCT3CTQGC OQOOCTQOGC GCAOCX7EAOG AOQQCGOOQC TOCCQCQOCC 160 

35 GQ0QO3CT0C CCX7TCG0CTA OOGOCTaCIC GTTGQQQQCA TOTOCAAOGT OGOCAAGICC 240 

ACX3CIQGTCA AQ3QCCTCOG O3CCIC03QC ACCGCX3CX3CC GCGCCAAGCT CGCCQCCACC 300 

40 G90Q00CAGC CCQ307TCAC GCX3Q3CTACC AGTOAGT303 TOOGCATOQC OGATCACOGC 360 

GCOGGOGICT TCATOCAOGA CADCCCOQGC GTCQCOCTOC CCQXCGCGC CICCTCOGTC 420 

45 O90CX3GATOC TOQQCC7TOC TCTOGO0QQC TO0GTTO3Q0C OOQOOGTOCT OGACCCCXTTC 480 

ATCCAGGOOG ACIACTOCTC TAOCTOCTCA AOCTICAQ9G OCT3GCCCCC TCOTAOGCCG 540 

so OCTACAGOOC OOOCACCAAC GACATO300G CCCTOCTOGC OQOOGTO3X3C ACCCQCCACC 600 

QCXTAOGCTC OGAGACOGCA GCCOOCCVGC ACK3GCTIX5C CA1CCGQQCC CCGGQCCICT 660 

55 C30CTOGAAOC GGAAG 6?5 
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(2) INFORMATION FOR SEQ ID NO: 724: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 703 base pairs 

(B) TOPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: ENA (genomic) 



15 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1473UP 
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(xi) SEQUENCE DESCRIPTION: SEQ TD NO: 724 : 

GATCTAGAOG GAGTEATTAT G00Q0Q9CAC CICCAGOGAC TGATACTCAA GAATOIQOQC 60 

TOOCTGOQCT GCTQGAQGrlT OOGAGAGATC CACGAAATTA OQCTAGATCC TAATAOGfTIT 120 

ACCAAGAAAC AGQQCTTTCT GQGAACTATA CACQOQCCAG ATCAGGATOG GGIGGAAGIG 180 

OGQCAGATAA ACAGOQCTCTT CATCACTCAG GACACATACT TOCACTTIGA TACTCTTTIG 240 

AGGGOCAQCT TCTAGAAOCT CAACEACATC AGTCTOCACA AOGTIT0OGA GGAAATEACT 300 

G3CA1CATAG TOOCICAOQG ACTGTATIGC AAT3Q00QCA TCAGCATTQC AQGCTOOGTC 360 

GIGAAG3QGG TTCEAATCAT CTAAACIT3C (X3QGATATOC CEATIGAGAA ATAAACACAT 420 

QQCTGAAGIT ATACATAGOC Q0QGAAGAA3 OOQCITGAAT ATTGATAGAC OGAATACTTOC 480 

GATCAATGEA ATEAAATAGA TAGGTTEACAG OCCTACCGGG CK3QCATTTC GIOOGAGATT 540 

GGnCTGOCIC TAOCAAGTCA GOCAGTEAOC GGAGQGTCAA GTAGEAGGAC ATCATAACIC 600 

ATAAAAAAOG TTACATTOGT TCTQCTTCTC GGGAAATCAG TAATCATOCA GGIK3OCT0GT 660 

GAAAOOGAAG GAAACGTAAT GGCGTOGAAT AAGTCAAAAGA TOC 703 
(2) INFO^MATICN FOR SEQ ID NO: 72 5: 



987 



EP0 866 129 A2 



(i) SECXJHSCE CHARACTERISTICS: 

(A) LENGIH: 716 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETINESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1474RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 725: 
GATOGITCAG TTTAATCAOC TOGGAOGCAC TOCCTIQCX3G TTOCAQCACT GCCTCAAACT 
T3Q0CAQQQG TTOCATCAOG GCATTAAQCT OCTCTOCATC GCGCTCGTQC TOGGOCICCA 
GCIGCAAGOG CAGITCAGG3 CTCATATOCTr TCCOGOOCX33 TCEftGACATC TOOGQCAAGC 
TAGGGTAGCT GQOOC3AOCX3C OQCAGOGGQG A3CTOCGGGC GCCCTICTCA GCOGTCTICT 
GIGOOOOCAT TAGIGGQOCT ATCATOSICT OGATOOCX30C GITIGCCATC ATCGCTATOG 
GIGTCITCTA ATOGTCAATT AOOQCACTOC ACTOCTOGIC CAGGTCCCTA AAATACITCT 
CITITITOOC GOCAGOGIGG TTAGADOOQC COGTOGTICTT GCTOOGAAGC GQ3CICAACT 
GCACQQOGOG GTOQCTGCIG CTGTGGCTOG ACAGGGAOGC TOCATAGflCT GOGACCIGCT 
GAIGGOQCTA ATATTCCCAT OOCTATCIGC AGGCTOCAGC GATOGCGACG CCAGCIGATT 
OGACTTOGOC GATGACQGOG TCTICCACGA CTTGATCAGC GAGCCCACAA GCGACGAAGA 
TGATGAATTT GACITTIGGT ACATTICTTT GGAOQCATTC CCA2TATOGG GAAOCGKTT 
GATAGCCATC ACAATGTATA GCTOGCTACT CIGAACOQQG TOGCAACCAC TOCAAC 
(2) INFORMATION FOR SEQ ID NO: 726: 
(i) SEQUENCE CHARACTERISTICS: 
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(A) LEN3IH: 699 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1474UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 726: 

20 GATCGAATTC TCACAGGCCA GTACCTGOCT ATTACAQGTT TOOCATAGTA TCATTA3AAC 60 

OGTCAAAQOOC AAGAATOOCA GQQOCAAGAG AQCTCTOGAG AAAAAAGAGC CGAAATIGAC 120 

25 GGAGAAOGTC AAGCAAGOQC TTTEAATTQC TOQOCAAACT TOGAAIAAGC TCTIGCACGA 180 

TGTTATOGTC GAOCTTOGIG GACICAAGAA G0CTCA3CT3 AAQOGCTTCA OQOGGAAGAA 240 

30 OGAGCTTOGT CCGTTPGAGG ATQ0GTOG3G TCTOGAATTT CICAGOGAGA A3AATCACAG 300 

CICGTIGGIG GTOGTCTOCT OCAACTOGAA GAAO0Q3CGC AACAACTIGA CATTCATAAG 360 

35 GACGTCTOGG TACAAGCTTT ACX3ACATGAT GGAQCTQCAG ATK3CAGAGA ACEACAAATT 420 

GCTAQCGGAC TTOCX3GAAGC AGAOGfTTTOC AGTOQGGTIG AAAOOGATCT TTICCTTCCA 480 

40 AOGTOOQGCA TICGACTCIC ACCCAGTATA CAAGCAOTIC AACTCITICT TCCTCGACTT 540 

CTIOOQOGCT GAGGTCGAOCA AGCTOCAAGA OGTTGCAQQG CTICAGCATC T3ATAGCAAT 600 

GACGATOCAG GGOGACTITC AGGAT33CGA OOCATIGOOC AAQ3TOCTTT lOJU OJI lT A 660 

CAG3CTIAAG AOGTACAGAA GCAGCCAAGG TOSTAAGAA 699 
(2) INFORMATION FOR SEQ ID NO: 727: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 749 base pairs 

55 

(B) TYPE: nucleic acid 
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(C) STOANDEINESS: single 

(D) TOPOLOGY: linear 

(ii) M0IBCUI£ TOPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1475RP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 727: 

GATOOGAOCA AOGftGOQCAT CltXMCCAC Airr-nr^™ 

xv*-hl**_AC ATO3TIGATA AOTTCACCAT GATCGACGAA 

CAC"roCIATC AAAATATOCA OXQCGACAT TTCTICICTC TCTO3IQ3GA TCTO30GQIC 

^^^^^^ 

TCCITCTOCA GCATCQ3CCC TCAGCCGTT 
(2) INFURMATICN FDR SEQ ID NO: 728: 
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(i) SEQUENCE CHARACTERISTICS: 
55 (A) k^*™.* 740 base pairs 

(B) TTCE: nucleic acid 
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(C) STOANEECNESS: single 

(D) TOPOLOGY: linear 



5 



(ii) 



MOLECULE TYPE: ENA (gencinic) 



(vi) 



ORIGINAL SOURCE: 



70 



(A) ORGANISM: PAG1475UP 



15 



(xi) 



SEQUENCE DE9CRIPTICasr: SEQ ID NO: 728: 



GATCITCQCT OGCGAGTACG CTCX7ICTCTT OGAGATA3NA QCAOGCAGOG CAACTOIMC 
AAGCTAACCA ACACAGTKCG CAOOCTTTTC GAGCCGAGCT CAGQCQOGAG GTIGAACCAGC 
TCTCAGACAG ACAGA033CC CTTCTFCAGA AGTCAGCTCAA TAATAOTTOC GQCTU3CTOG 
00GAGGK30G ACG3QQCTAC CTCTGrKJTAC AQGAft LJUTl ' l 1 CAGGACICAA TT3ICCICATC 
la^GIOTOG ATAOOGGCAC CTCCQCAGCA OGCTOGTTIT OGACITCICC ACCTOCAQCA 
OCCATAGA1C CCTTCATTAT (XACTAGGAC CTCQCCCICA CICAAGCCCA OaxXXEll'l U 
GAAOQCAATA CTC^CTAGTC CTAGTTCCCA CCTAATATCT ATCTCATOGC CCATOGAQCA 
QOQGGCCAGC TAAAAAATCA CCACTGCGOG CTCAOCACGC ACGGITCACT AAAIACGAAA 
CAGTCTCITOG TCftOGPoTIG CTCACCTGAT TTTACCCOGC CXX7TA3AATA 'lOAJCJl'lClC 
AGOQOQOQGA QOCAAGGACA CITCCICTAT CATAACAAAC CAGCACAGGC GGTAGGAGCT 
ATOQ9CAGAG TCOCAATAOC CTIQCTACIC 1TCACATTAG GTOOTICAAA TGAGTK7ICTC 
TTTALliwiT AOCAAGAGTC TQQOSACAGC CACATK3Q3G ATCTACACCG QGATOGK3CT 
AAOGOG3CAG TTGGTCCTIC 
(2) INFORMATION FOR SBQ 3D NO: 729: 
<i) SEQUENCE CHARACTERISTICS: 
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(A) LEN3IH: 707 base pairs 

(B) TYPE: nucleic acid 



BNSDOCID: <EP 08661 29 A2_l_> 
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(C) STRANDETNESS: single 

(D) TOPOLOGY: linear 

5 

(ii) MOLECULE TYPE: ENA (gencmic) 

(Vi) ORIGINAL SOURCE: 
10 (A) ORGANISM: PAG1476RP 



15 (»> SEQUENCE DESCRIPTION SEQ ID NO: 729: 

GATOGIOTCX3 CTAACTGEAA TATOGAAAGA AGCACfiGACA TCCOGGAAAA ATOACATCTC 
20 AGTGACACIC TTCAACAAAT CATAAGAAGA AAACTATOIG ACTAATOCTT GCAGAAAAAT 

AAATIQCTOG CTAOCAGTAA QOGATCITAG TAGOCT30CA TOQCATICAA TAAATCCTAA 180 
25 GAGATAOGTG GCT3CTATCT OGATOCTITr GAGCTACGCA AAAATCGQQC CATATAAATC 

GA3CITCAAT GGTAGOCTIT TOCATATOSA TTCTPCAAGA AGICTOITIA TAACTICTIT 
30 ATCAGAATOC TGCATAGACT GATGCftGGAG AGCACTTAGC ACftTOCCCIT TATICCTAGG 

ATAGAGCAAA TATICTITGA AOSAAGCIQG GICTTITOOG AAGICAGGCT TCAXACCATA 420 
35 AAGCTACATC TATACATTCC TT30GACATC CATATOCTCA ATACTOCTTT CAAGCATCGC 480 

AAGGTAAAAT TOGTTAGGAAA AITOGQGTAC OCMGAATOC TCITCAAATT GCGICCAGAG 540 
40 TTTCTATQCT GICTTC33QCT QGTITCCTTOC GACGGCCAAC AGGAAGITOG GACAGAACCA 

GOGTCTGACA GGGAATCAAG ACCAICIGTT GAGOGAATTT GCGIGAGAAG GCGATCAAGC 
45 AGCTICACAG CAACTTCCAG GGAAICTAAG CTGACAAGCC CAGCTAC 

(2) INFXDRMATiasr FOR SEQ ZD M0: 730: 

SO (i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TO: 635 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
55 (D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genomic) 



5 



(vi) ORIGINAL SOURCE: 



(A) ORGANISM: PAG1476UP 



10 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 730: 
GATCIGAAAC TAACAACAGC AGIGOGIGAA CCAMAGQCA TTOGMQCCT ATCAOQQQGT 



CT03CAAG3C AAGTACACTA T033CITOGG O^GAOCAAC AIGAGCTITG TSAAOGAOCG 
OGAGGACATC TACTOGATOT GTl'lUAOOQC GIQCTOGAAC TTGATGAAGA ACTACGATAT 
CAAGOOQGAA AGCATOQQOC GCCIOGAGGT G3oTAOOGAG A JUT1ULT1U ACAACTOGAA 
GTCOCTGAAG TCTMTTIGA TGCAGTICTT OQQOGAGAAC ACOGACTTOG MQGIGICGA 
TACOGTGAAC GCCTOCTATG G03CTACTAA OQCUi'iUlTP AACTGCIT3A ACTOGATIGA 
GTCCAGTIOG TOQGAOGCTC GTCAQQCAAT CbTIUlTlW GGTIGACATCG CAA1CTAOGA 
CAAGOGOOOC G00O3QCOCA CT0QOQ3TOC GQGAACT3IC QCICICCTCA TOGGfPOCAGA 
CX3O0COCA3T GriLUTlUACT CICT30GTO3 CTOGTACATG GAGCACGICT AOGACITCEA 
CAAGQCTGftC TTCCGCAGTC AGTATOCATA OGTOGAOQQC CACTICTCAC TAACATOCTA 
OGTCAAGGGC OGTOGAOCAG QCTTACOQCG CCITA 
(2) INFORMATION FOR SBQ ID NO: 731: 
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(i) SB3UENCE CHARACTERISTICS: 

(A) LHNJCTH: 719 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEOSESS : single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (gencmic) 



55 



(vi) ORIGINAL SOURCE: 
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(i) SBQUUgCE CHARACTERISTICS: 
45 (A) LENGTO: 726 base pairs 

<B) TYPE: nucleic acid 

(C) STRANDECMESS: single 

(D) TOPOLOGY: linear 



SO 



(ii) MOLECULE TYPE: ENA (genonic) 
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(A) ORGANISM: PAG1477RP 

(XL) SEQUENCE DESCRIPTION: SEQ ID NO: 731 : 
GATCTTTOOG AGGGACCACT CIGCAATCCA AGAAGACTAG AGGAGITCOC TAGGACAACA 
AAGTTTATAA GGAGACTICT GGTCrTTTTAC OGTTCCTTTIC GATAOOGATT CTOGACACTA 
TATTCAAAGG OCAATAADGC CAAACAATAC GITAAAG7TIG GCIGCCACTT TTICAACACA 180 
CTACTACAAC ATTATGAGQG CATAAAGGTC CTTCTAGATC ATW3CAAAAT CATICCTCAG 240 
CTO30CAGIA CICICTATAA GGCTATOGAA GQGCATATTT TAOCCAGIAA QCICTICTCC 300 
TCTIQQQCTC TCCAGAATAC CTTATOTOGC TCCTACTTCA AATICCTCQG ATIGCTAATC 360 
AAATCTAAGG AAGGAATCAA TATATTAGAA AAATOSAACA TOTICACICT CAIX7EA3AAA 420 
ATGTTTCAGC CATCAOOOCT AGCGSAAGAA TATITCTTAC TCATOCTTCC AGAGITOGAC 480 
CICTCTCACA GCATACATIG TAGGATTATT TTTAGCAAAG OTCTAGTCGA CAGEAG&3AA 540 
GICATAAGGA TCAATOCTAC CAGQGITCTA GQOGAAATGA TCAGCAGOCT CAAATTATCT 
GATCOCACTC TQGAAGAGTT CATCTTAAAC CICTTOGTOG CICAGTICTA CGA3TEAT0G 
AGIGAAGTOG TAGCAGTOGC QGACCAGATA CTOTACCAIT ACTCITEAAG TCAAAGIAT 719 
(2) INFORMATION PGR SEQ ID NO: 732: 



600 
660 



(vi) ORIGINAL SOURCE: 
55 (A) ORGANISM: PAG1477UP 
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(xi) SE&JENCE DESCRIPTION: SEQ ID ND:732: 

GATOOGAATC TCCTTAGTCT GIQQGAAGGA ACOGATQGTG GK3GTIGGGA ATAGCQQGAG 60 

CTIGAAAATT GGCTOCTOCT OCTIGAGAOG CTCCCOGAAT QCT3CX3GCTC TQGOQGATAG 120 

U-iuuinC AAAOCAGCAA CAOGTCCTOG ACAGCAGGAT CX7TTOGTCAT OQCAGAGQOG 180 

GCAOQOGCAG CAATCGAGTTC TOCATTIGQC TTCAACTCAG AGGAAAAGIC TICQCCAGAA 240 

GCX2TTCTIAG CGAG3ACAAC AAOCTCATOC AGCTICTGQG TTOCAAAAGA GAAOCAGTCC 300 

TTCATCTCTG QCTOCAAQQC AGACTOGTTT TOCAAGICAA CTOGAGTCTIG CAACAAGGAA 360 

GAGGAOGTOG CAACAATAAC GQGGTOOOCT OCTAG1TTCT CAAOTOQCTT AGAAATAGTG 420 

GCAGOOGACT TOGOGAAGIC AITCTTOCAG ATCTTTCTAC OGICAACAAC AOCTACAGAC 480 

AAOGACTGGT TTTCX30CAAC GAIU3CTAGA AOGTOGTCCA ACTGCICIGG CHTICTCACC 540 

AAGPOGAAAT GTAGGCCAOC CACIQGAAGA TC£ACAAGCG QCTTCAAGIT OQGAACGACT 600 

GPQCOGAAGT AGGIGGICAA CACAA1GTOG AGAGACITIT CCGCAOCTAT ATGTTCATAA 660 

Q03CTCTTAA AGOCAGACTC TAOGKXTCT GCAAGAJCTA AGADCAACAC A03CTCATCC 720 
AGCIGA 

(2) INFORMATION FOR SBQ ID NO: 733 

(i) SEQUENCE CHARACTERISTICS: 

(A) 675 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1478RP 
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<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 733: 
GATCATTATC CA3TTTATGA TATACACTGC TATCAAftGAC GACCAOIU3G TAGK2AATAC 
ACAOraGCTC CX^GACACAA OCAATOOOGA GGATGftGQCT AGTCAGGftCG ACTTAGMGA 

caciOTiTAGrr agcactgcac acagogqoga tgctactagc gp&i&ugzg gimtttacc 

TCAGCTTT3G AATATATAQG TAGGTCATGA QCTTIACAAT AOGIMTCGC TAACAATCAA 
AT3CAGGAAC TQCTCAMCT CTTTAAGITC TCTAAAAAOG GIMCAAAAA COCTITITCC 
AGOQCTGTCT QQGTAAATSA GCTOSATTAT OGCAITOCAA TftGITOdGC TCITCAMCT 360 
CAGATCTATC AOGOCITITC OXX33A3GCT GGTEAOGCACT TOGCTQCGTC GCATOOGGfiG 
GATCTICTCA AATAQQCCEA TC^muiT TAGQCTAGOG A3CTTCGCCT CAOGAGCATC 
GAGQGTEATOG C3GCTOQCTIC CTTCTOGAAG CAGCIOGftTC GACGAACCftG GAACAATOTT 540 
30 CAAGAQ3CAC OOCTAACAA CTOTTTAAC CAOCTOIAAG TAGmCTAT GCCTIATICT 600 

AOOCAAAACA GCTCTIAATA QGAGAAGGIC AOCA3CAGCT CTAT?OTTAT QCTTQGAACT 660 
TCCTOQCTTC AGQOC 

35 675 
(2) INFXaRMATICN FOR SEQ ID NO: 734 : 
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(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 706 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
45 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

50 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1478UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 734: 
CMCIGACTA TCAAGATACC ATGAGOGATT CTK3CICACT CTTCIAOG3G ACTOCCCCGC 
TIATOCAAGT QCAGACAAGA TOCAACATOC ATACT33CAG AOCAGQCCCT CIOGATCATC 
GAGTIGCTIT AAQCAACAIA CTAGGAG3CT TOGAAQGAGG AGTICTTOQG CIACCIATCT 
AAGAGATOCA GCOGATOGTT ACT3CK3GTC AOGTOCTAGA ATCATATAOC ACQSAAAAGT 
GGATATCTTG CTT3XCITT AGATATO3CA GITITOCCAC CCTACTTGAC ACAGCICTAA 
CAAOC7ITGAC TAAQGATAAA CAAGAQCTAC TGTCAAOGQG CTATOCATAC AATGACATCT 
GATCTAATQG AGGIGGACIC OQOCCATACA CCX3GATCOTT ATAGOQCAAG CAAQGACAAC 
GTTGACAAGT TICTOGATCT GCTTOQOCAG GTCTOCAAGA CTACTATAAC ATTOGACTCC 
OQCTATCTOT QGAAGICICT TOGCGAGCTA ATGICITIQC GCAft3GAGCT QCAGCMCAG 
ACCCICAOCA TCCTTA1CAC GCTCCTATAT OOQGAOGACT QGQCAITCAA GCtTGOCATIG 
CITQCTGTQG TGAACCAGAA CICAAAAGCA GQCTCGAGGA TOCGGAGQCA TTCCAQQQCA 
ACTACCCOOC AGACTTIATC AQCTGACIGC TGAOQQCAAG ATTGAC 
(2) INTORMAITCN PGR SBQ ID NO: 735 : 

(i) SEQUENCE CHARACTERISTICS : 

(A) LEN3IH: 695 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1479RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 73 5 : 
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GATOQQCTTA CAGIAGCATT GTCKXGCftG GITOOCTOCC TCAATTTTAT C0Q330CCTC 60 
GAAGAACTOC AACTOGAAGA GGAAGITOGT GCG3CACIX3G CMAAATICT CIMGCCCAG 120 
COOCTCITOG C^GAAOGCAT GCIT3CACIC TOCAAACIGC TOCACCIOGA ATIOGCGGAT 180 
CAAGAGCICT AGCTOCAOGA GD3CATOCTT GGEAMCCIG CTGCCTCCGG AGOGGTOGGC 
GCAOOTITIG TOGATOCATT OGITGATCTC CTCTCTTAGG TTOCXCTCIG TOGICGGOGA 
ATICIOGAAA AGOGTCQQ3C GCSCmiClC CCIGQCTGAA GGCACCTICT TCTCCTTCTT 
OOGCTOGIOG TmOGTAGG Q03AQGTCAC TGA3GA3GAA TCA3FICAIIAA AGCTOTTTIT 
ATT003GAGG CTOOQCTK3C QCTOCACGIT CACGICAAAT TGITICAAOG OCCICTIMA 
AGCXCTITIC TOCATTATIA TACXACEATC OCAAGATCCA GATOIGQCAA TCIX33GATTA 540 
CTAGAOCror TO0GOCAGCA TO3AGTTCTC TTATATACAC TOGCAGITIG TCICIGACAC 
AAAGAOCTAA AATT93SACT AOSAAAAGGG AGTOGCCAAA CAAGIGQCAA ACCTTCEAAA 
AQGATAGICT ATATTTATAC TATEAGTAAT TA3CT 
(2) INPORMATICK FOR SBQ ID NO: 736: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH; 716 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOIjOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1479UP 
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(xi) SEQUENCE DESCRIPTION: SEQ TO NO:736: 
55 GATOOGGGCA TTAOG3TOOC CATCTAOGfiG GAGGACATTC TCG3QGA0CA GGQCQGGACG 
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GAOGEAGAOG QGCAGOOGCA GAAGCTOQGT TQCTTAOOGGG OG03QG00QG GQGCTTCTOG 
AACAOGCTCT CCAACCIGCT TCCCAGTATC AGOGOGAAGC TOCAOOCAA 00GGAAG9GC 
QGGAOQOGGA AAGTOQCGCC GTCTOCTGOG GAOGOGGAOG OG3GAG00QG GICTACOGTC 
GTTQ03QGAG AGATOQOQQG OK3CAICAOG CCTCOGCAGG ACCTACATAA CGTOGICAGC 
TTOCCGGAGC CATADGQGCT TGCACAGCCA OGCACTTOGA GOGAATOCTA TAOGTATQCT 
TCTQGATACA C?TGGOCACCT GCAGCCCACA GICICCAACC CTGCEAQGQG GACICQGAAT 
AATACTCTAT CTTOGCAGAT TACTPQGCTT TCAAGCATGG QOCfiQCTGGG AAO00CCB3C 
AOGAGCAACA TCTOGftCCAA CAATGQCTCA AGCOOGQCAG ATCCAATCAG CAACATQCIC 
ACGAOGCAGT TCAAOOQGAT OCXXXTOCCC GACTTTOQQC KJICGAACTA CEACGAGGEA 
ATCACQCAGC AGCAGOCTOC GCAGTOGADG AACICACIGA ATOIGOOCIC QQGQQGTAAT 
ATTTCTG33A AAAAOCTACT OGTTCTCAAT CTAATOCTIC TAGCAIATAC GCAGAT 
(2) MTOKMATTCN FOR SBQ ID NO: 737: 

(i) SEQUENCE CHARACTERISTICS: 

(A) DENGIH: 748 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1480RP 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 737: 
GATOCICIGA GGCX3AGCCCT ATCCCAAGTT TATTtXAACT TCTTQCOGAA AGCTAACAAA 
COGmTAITT ACATCAGTCT ACACATAACA OOGGAGAATG TTGATGTEAA TGTOCATOCT 
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ACAAAGOGTC AAGEAOGATT TTICTAIIGAA GAAGAGCEAA TAGM03CAT TOGTAATITC 180 

5 CTOCATCAGC GC3ITOCICA GCTOGATACT 70G0GAACIT TTAAAC03QG CICTTIGACA 240 

CCTG3GAAAC ATAGTTCAAC TOKSTCCTCC GCATTCOQuC AATCAGOGAC GCCOQCAAGT 300 

^ ACACAAOCAA AQ3CAAAAOG TOCAGAAAAC ATOCITCTCA GGACTGATOG TA30CAAGCT 360 

AAAATTACTA ATTATCICAG AQCAAGTCAA AGOTCTADCA GCICATCCTT TTCCACTICT 420 

TTAAGAAAGA AATCACATOC GGCAGCAAGT GATCAACITC GCAGCATK3G CGftGGACTCC 480 

CAAGATACAG CAACATQGAT GACAACCTCT ACACAAGAGC CTAATCATAC CAAC7ICEAGA 540 

GC^CAOTITAA CCTTATPGAA TAATGAGTAT GAAGTOGTAC AGCQQGAAAG AACQGAACTA 600 

AATCTCAOCA GCATCAAAAC TCTAAAGCAG GAAGTAGADG AAGATATOCA TAAQ3GAATT 660 

AACAAGOCTC TITOCAGATA TGACCTATCT TOC7ICTCCTT GATQCAACAA GGCGACTTOC 720 

ATCTATACAG CATOGTTTAA AGTTATTT 74 g 
(2) XNPORMATICN FOR SEQ ID NO: 73 8: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 727 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1480UP 



50 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 738: 

GATCQCCTCA TOGGATACAT AAAOCAOOGA ATCAATGAAA AGCT03CTEA CGAACAC7ITT 60 
55 GGATCTCTAC CGGAGAAQQG CTACTATA3T OCTOCCACAA TATTTCTQGA CGITCCICAG 120 
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AGCIOGAGAC TCTQOOGTGA AGAGATATIC GQOCCICT3G OCX7EAGTIGC GAAATICAAG 180 

GACTAOGAT3 AAGCTOTIOG TTACX3CTAAT G&CACEAACT AIQQQCT3QC ATCCTGCGTTT 240 

TFCACTGAAA ACAIAOQOGT T3CGCAOCGC T l' llj lUXJl U A3CTOCAATC TQQCACTCTC 300 

TGQGTEAATT CCTCTAATCA T3AGGAGCT3 GGAGTOOCTT TTOQ QQUU ' iT CAAGATCAGC 360 

Q7IATQGGAA G3GAGCTQ33 GAAGGCAG3C CTOCAAACTT ACCTOCAGAC TAAAGCACTA 420 

75 CAOCTGAACT TPQCTEAGAT AGAGCAACIC ATA1ASTAGA ATCACTICAT ACATCAACTA 480 

TATATCATTA TOTATATCAC TATOCCAGAG GIOTAGTOGA ACCACTATTT ATCACGTGAT 540 

20 AQC30GTTQOG CG3TCATOCC GCCAGTAOCT QOGITOCAGA AOGOQQ30GA CACATICAGC 600 

AGGIGCIAEA TACA3TTSIC GAQ3ACACTA TO3CAOQCAG TADCATEATA GCAAGTAAGC 660 

25 CCTGIGCTCT TIGCAIAAAG GGIAAGGICA AGTOOGACOG QCTCX7HCCC TQCAOGAACT 720 
GICTCAA 

(2) INFORMATION FOR SBQ ID NO: 739 : 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 683 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY; linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1481RP 



(xi) SEQUENCE DESCRIFTCCN: SBQ 3D NO: 739: 
GATOGATAGG OCACACTTIC AlUb'lTlUJA TICACACTGA AAATCAAAAT CAAOGGGACT 60 
TTPADOCTTT TGTTCTACTG GAGATITCTG TICTOCATCA GTCOOOCTTA GGACATCTOC 120 
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GITATOCTTT AACAGATCTG CCGCCCCA3C CAAACTOCOC ACCTGACAAT GICTICAACC 180 

5 OGGATCAGCC OCTATAGSAC TITAAATQCT AGAAGCTQGA AAATCAATTC CAGCTCOQCT 240 

TAATTGAATA ACTAAAGAAA CTATAAAGGT AGTOCTAITT CACIQQOGCC GAAGCTCCCA 300 

70 CTTATICTAC ACCCTCTATG ICTVl'ICACA ATGICAAACT AGAGTCAA3C TCAACAGQGT 360 

CTICTITCCC OQCTGATTCT QOCAAGOCOG TTOXTTO3C lUlUJlTll O CTAGATACTA 420 

*5 GATAQQGACA GTOQGAATCT OGTTAATCCA TTCATQQQCG TCACTAAITA GATCACGAQG 480 

CATTT3GCTA CCTTAAGAGA GICATAGTIA CTO00G0OCT TIACCCX30QC TTQGTIGAAT 540 



600 
660 
683 



20 TICITCACIT TGACATCCAG AGCACTQQQC AGAAATCACA TIX3CGICAAC ATCACTTICT 

GACCATOGCA AT3CTAICTT TTAATTAGAC AGICAGATTC OXTTOTCCG TACCAGTICT 

25 AAGTTGATCG TTAATToTAG CAA 

(2) INFORMATION FOR SEQ ID NO: 740: 

30 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 657 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
35 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

40 

(va) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1481UP 



45 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 740: 
50 GAT0QQGB3G TGITITCTrA TGACCCACIC G3CAOCTTAC GAGAAATCAA AGTCTTTGQG 60 

TTCTOQGGGG AGTATQCTQG CAAQQCTGAA ACTTAAAGGA ATIGACGGAA GOGCACCACC 120 
£5 AGGAGIQGAG CCTGOGGCTT AATTTGACIC AACACGQGGA AACICACCAG GTCCAGACAC 180 
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AATAAGGATT GACAGA.TTCA GAGCICTTTC TTGAITITGrr GGCT3GTOGT QCATQQOOGT 
TCTTAGTIOG TGGACTGATT TGICTOCTTA A1TOQGAXAA OGAAOGftGftC CTTAAOCTfiC 
TAAATACTGC TGCEAGCATT TQCTQGTTOC GCACTICnA GAGQGACEAT OGGTTICAAG 
OQGATOGAAG TTTGAOQCAA TAACAG3ICT GTCATGCCCT TAGftCGTICT QOQCOQCAOG 
030GCTACAC TGACQGAGCC AGOGAGTATA ACCTIQQCCG AGAGGICTQG GTAATCTTCT 
GAAACTOCCT OCT3CTOGQG ATAGAGCATT GCAATTATTC CICTICAAOG AGGAATICCT 
ACTAAGOQCA AGICATCAQC TIQOGTTGAT TAOCTCCCTC COCTTTGTAC ACACOQCCOG 
T03CTAGTAC OGATIGAATG GCITAGTX5AG GOCTCAGGAT ClU-Tl!^ 3fl3 GAGQQQG 
(2) INFORMATION FOR SEQ ID NO: 741: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 694 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANIC: EAG1482RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 741: 
GATCCATTOG TIAATAT3GA TTCTCTACAG TGAGAGCAAA GAGQ90GGGG GATITAAAGC 
ATOGTQQGGC GAOQOCTATT TTAAATOGGG GT1G1TKJ CA AOQGTTTTQG COQQQCTICr 
TCTCCE3CAT AGTIGAAAAGT TCAITCQOCA AAGAACX7IAC GAATTCTTIC TGATACTGCA 
CAAQCICTTC AACATTGTCT TIATICTATG CATGTTATA3G CACATCAAAA CQCTOQGATG 

GCAOOQCTOG GriciarroGA tggtigccat ciactgctic gagcgigtog oocqgatagc 
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TCGCATTCTA CITOCTQGAG QCAICAAGAA QGCCACATTA ACAGATCTTG GQGATCGCCT 



GCICAAGATC ACACTQGAGA AGOCAAAGCA TTICAAATAT 



CTEATGTTCT 



CGTTTATITr ATTAGTOQGA AGGATOCITG GTICTATCCA TTCTAGIOGC ACCCGTICAC 
OTICCTTAAT ACACCCAAGA TOGATOGOGA CAAOCTQGIG ATTEATTTCA AAGH3CACAA 
QQQQGIGAOG CAGCAGCIX3C TAAACAGGAT CTTICTATCC QQGAAAGAGT CCATCGAATA 
CAAGGTOCTT CTAGAAQGQC CCTATO3AAA CACCATICCG OQ3CTK3CT3 CTCCIGACCG 



QCGCTAOCTG QGCGOCAGOG CAGGTCTTOG OGEA 
(2) INFORMATION FOR SBQ ID N0:742: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 691 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1482UP 
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(xi) SEQUENCE DESCRIPTICN: SBQ ID NO: 742: 



GATOGOQCQG TICGQOGOQG 



GCIGAAOOQG TOOQOGOOGA AGGATGOGAT 
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GTOGCGQCTG OQGAATTACT OGATGAACTG CAAT3AQQ0C AAOGATCTGT ATCTOCTOCT 120 



GAAOQGGmOC AGCCAOCTAG QCTOOGAOGT GAGCGACACA CTICICGATT 
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CAOOGAQGAT GAGOOQGTCA TOGAGCTGGT QCK30GAGAG TOGCTOGACG TCAACCCOQC 240 
GCP3GAGTTC CX3CGTCTTTG TAOGAGCTQG GGAQGTCCTG QQO30GTOCC AGCGGGACCT 300 
GAACTACTAT GACTAOCTGA AGCCGCTQGA GGAGAAGCIG AGGA09Q0CA TTCAAGACTT 360 
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OGT3CAQGAC GIGATOCTOC AQQQQCTOOC GGAOSACAQC T lWl 'lUXJ S MGIGIBCAT 
O0OQ0QQ0QG TTCACAAMG TCTOGCTGAT CXSAOGIGAAC OOCTTK30QC GQGAGAOQGA 
OCXX3CTOCIG TITICATOGA ACGAGCIGIG CAOCTCAAGC CCMO3C0GA AGQGCACCOG 
AQCTOOQCCT GGTTOOQGAA AACTACATOG GTCQCTTOQC QSAAAACAAC ATOQCTQQCT 
TOQCAGOGAA AGGAGCACIC QGAACAOCAG CTAOCTCTGG AOCT3CTCGA GQCAGQQCIC 
AATOOQCAAA GCAT3CAGAA GCIT3GTK3ft3 A 
(2) MTORMATiaSJ FOR SBQ ID NO: 743: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 581 base pairs 

(B) TYPE: nucleic acid J 

(C) SIKANDFX1NESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1483RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID N0;743: 
GATCCAAAAA ACCICTOAAG CTACAGTCIC TAATTOCTIC CATSTCTTIT TGAACATACA 
TOGACCATOC ATOCTOGTIC TTCTTA0Q3A CAGAATOCTG YAATOCAGCA A3GGCACTK3 
GCTOGTTGAC CT3CTTATAA OCACCATOOC TCCAATOGTIA T TOGCQGGCT TCAGGCAACT 
TGACAGATCT CTTAATCKTA AACCTOGATC GATAMCCGCG CTCGX3CAAT GAAAAOQCCT 
CTCG9GCAAX GTATTCAAAG CTAACACOCT TAATTCIAGA AQOQGTIDCG GCAAAACACA 
AATCAATCAC TCAGTTATCA ATACCTAAAG CTTCAAATAT CIQ0GC3CCC TICTAAGATC 
OCAGAGTAGA GATACOCATC TTOGACATGA CTnTAGTAT ACOQCOSICA ATTOCTTOCT 
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TCTAATTATC CAACAGITOC TCATCTCTAA TATCAGAGIA GICATCGITA ACATICOGAA 480 
5 CIAAAOCTTC GTTATTCATr CIGADCfiGGG TTICCATOQC TAAGEAMQG AAAATAOCGT 540 

CACAOOCATA GCCAAGAAGA ACACftGAACT QGTGAACTTC G 5 81 

70 (2) XMPORMATICN FOR SBQ ID NO: 744: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEX3GTIH: 668 base pairs 
75 (B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

20 (ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1483UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 744: 

GATCATCAGC CCCXXTOCIC Q3QQQCAGfTA AOQQOTOCAC GIUGTAGICT GGCGICOCTC 60 

CTACTCXCTG GCTCATQGAG AGGTEDOTCTT OCICA3GCTC GGAGITOQCC ACQGAGQCAC 120 

TTCAAAGACT CTOICITOGA TTCAATOOOC C03CCCOGriA TIOCIOGCCC TCGT3QCGTC 180 

GCHTOGTCAG GCXXTCCOGC TGCAGATCIT CAADCTCA3C CITCAGCTCC TOGAACTTOG 240 

C^AGAAOTOC GGTITIXXTGA GftGftCATAGA ATTICTCAAT TOQOCT CA GC TQCTTATCCA 300 

GOGQOGCAAT GAATCTTKX3 ATCTAGCTCT GIGCAftGQQG CACO09CTOG GGGTCCTOIG 360 

CAAAOGTCTC ATOCTOGTAC AGCITGTCTT TCTQCACK7T CTACACGAGC TICITCAACT 420 

GOGAGTAOQC GATATACTTC GAOGAACACT CAG3GAOCX3C GTTGAATTOC AGOGAATPGTG 480 

AGAACITCAT CTTGGCTTCT ATOQOCTAAC QCCCCTOGTC CCTCGGGATA C^GGICTOIC 540 

TCATTGAAAG TAOQCAGOGC AOQCATAGGT TTAATTCCAG GCICCCAQGA GA3TTTCGIG 600 
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CAAGAOGAOG TTITAATTCT CA1TATATCA OGIGOQCIQG CTATATTTAT AAAGITOOCT 
CTAAGQQG 

(2) INFORMATION FOR SBQ ID NO: 745: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LBSK7IH: 707 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOU0GY: linear 

(ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1484RP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 745: 
GATOCTCTTC TATAACICAA TTAACAATCT TTCCTCCTGT GGACTOGTIC CTQCA JUl'IC 
OGTAAOCCIT TCATTCTGAG GOGTAGOCAT TITTATCTTC TOOQCTOGAA CACTO333AA 
TICAAATTCA GTTATTOGCA OCTCT30CTC CITCTOCTK5 TOOQGTATAC TTICTTCMG 
AQGATAAAGA GQCTC0GAT5 GIGATGATA3 CACTGTITTTC TTAATATOCG GTTCIG&3AC 
CIX30QQCTCA AAGQCAGTTA CIGATTOOGA CTOQCGATTC TOCAUOQQCG AACTTTCTGT 
QCTATGTAG3 ATTQCK3GAG TGAGTETCTOC AGOGTIGGAA GAGCTOCTOG CATAGCTAOG 
ATATGTK33C TCAGC7TP3CG TCITCTOGTA CGGAACAGTTG ITO37IX3GAG AGGACICTOG 
TTGTOQGK3C ATTTGATAAG TGTATOGATC AGAA3GTAAG TCTG0CAT3G AATATTCTTG 
OGAAAGATTA ATATTOCTCA ATIGTCTCIC TAACATOGIG TCATAAAT3C 1CATTATATC 
OGAAATTTCG GCATTCATCT CTAOCAAGCT ATTATATTIG TGAAACC7TAT CGITAAQGGA 
AlUbTlTAAC OGAGGOOGAG TICCAAGGAC Cl'AC' XQ Gf EA T AGCAICTQCA GCICTGjTATC 
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CICTAACAOG GCATTCATTC QCTGACOCTT CCICTICCIT CACIAGG 
5 (2) INFORMATION FOR SBQ ID NO: 746 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LE3SJ3IH: 716 base pairs 
yo (B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

is (ii) MOLECULE TYPE: ENA (gencndc) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1484UP 

20 



707 
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30 
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180 

240 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 746: 

GATCTCQGAG AAOGTGCEAC AACACTOGTC COGGGTCAAG COGGACCOGA AGCIGATCGA 60 

OCAG2AGOOG GAGATGAAOC OXAGCACAC GO3GACTG0G ATOGTCAACT TTOOCTICGA 120 
GCTQGOQCAG AAGAOGOQQG TCAOGAAOGG GATCTTCTIC CACGOQGTGC QGTTGTAOGA 
OOGTTACTOC TOGAAGOGOG T9GTGCTAOG GGAOCAGQOG AAGCTOCTGA 1TOOGACCIG 

G0Q30GAAAA OGTOGGGGQG GTOCAADCAC ATCATCAACA ACGTCAOQCT 300 

40 GOCTAOQQoT GQQCGCTICT AOGGGCOCAA OOOGOQQGOG CQCATCCCGC GICTOTCCGA 360 

GCTGGTOCAC TACTOOQGQG GGICGAAOGT GITIGACGAG TCGA1GITCA CGCAGATOGA 420 

45 QO30CACATC OTQGACACX9C TCAQCTGGGA CGTOTAOGAG COGAT3GPGA AOGACTACCT 480 

GCTCAAOGIG GACGAGAACT GITIGATACA CTACGAGCIA TACAAAAGQC AGCIGGAGCA 540 

50 CAATOQGCAG TAOQOCAACA AGOGCAACIC GCAQGACAGC AACGCGACOG AGGMGACGT 600 

CT0OGAGGAG GAOGAGGAOC TOGATAACAA GATCCAGTTA ATCAACATCA AGAAGITICr 660 

55 GATAGADCTG GO0G?ICIGGC AGTAOGACCT CITGAAGTAT GAGGTATIOC GAGCTA 7 16 
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(2) INFORMATION FOR SEQ ID NO: 747 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEUGTIH: 748 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1485RP 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 747: 

GAT0CCOGO3 TTA1T3GCAC QGTOCCITAA CCAACTOQ9C O^AQGAACCA A3TACACTTA 60 

AGATOCTA3T TOCAGAXATT TCTAGTOCAC TCAfiCTCAAC AO30GCATAT TITACTITCT 120 

AATTCTTAAA TTCTTAACIC TAAGCCAAIC TAACTACTTT ATCCTATCAT CACTTCATCC 180 

TKXCTTICT TK3CTCTATA ACCTTTAATT G3CTAGP3CT TATOGAAATA TATATAATGA 240 

35 GATAXTACAT Q9SICCCATA TAACITCOGT ATCAGAGTTT Q3COGAGIX3G TTTAAGQCGr 300 

CAGATTTAQG TIATTCTCCT AAAATCTCTC ATATCTAQQG AITOQCX3QCT TCGAATCCOG 360 

40 TAQCTCTCAT TAT3THTGT ATATK7ICTT TCTCAGQCAT GPGACATnT GCATCATAAT 420 

CATAOOGAAG ATATO3CICC CAOOCTGAOC TCATACATIC T09CATCTGA AGQCATOCAA 480 

45 TTTAATOCAA CTCTTOGCTOC AGATOCTCTA GGTAGGAACT AQCACAACAT CIAACAACTA 540 

GCCTOOCATA TACAGG3CAA TCACAGOGTC TGAGTCGTTTG TG3CA00GAT CATAAGCCAA 600 

50 TTCTGATICT CTGAAGACAG GCTATCAGPC TOCCACAGTC C I LI T IUL'IU TCCCATACGC 660 

ATATAAATAC CCTTAAAACT CAATTAGOOG CTATTITATT TGAGCTOCAG AAGGTATCTT 720 

55 AACTCAGCTA TAATATACTG TAATGGGG 748 
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(2) INFORMATION FOR SEQ ID NO: 748: 

(i) SEQUENCE CHARACTERISTICS: 

(A) 755 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: SNA (gencmic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1485UP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 748: 
GATCQGAGGT AGTGTTITOG GTOGGCAOQG AGCTCTAGCA OGOGQGGIOC AAGAGQGGCA 
TTCIGCTGIG TATOITOGIG ATCACCTOGA TCAGCTQCTT GOGGAGGIGC TCCACCTAAT 
CITCQGIGOG GAGOOCACAT TOC1TO333T O3Q0GAAAAT GC5ITO0CAAG TACTCGAGCT 
GCTGOGAGAC CTTCTICTAT TCTAGCTO3C GGTTPCAAGCA GACGATOGOG TTOOGC7IGAA 240 
GGATOGIGAG CTOGTOGAGC AOGTICAAOGA OGIUGIOGAA TTCTO3CACC GCX3CTCAGOG 300 
OQOOC3T03AT OTOCTEAACA AAGGOGOGOC Q330CITCAG G3CCTOICCA CTAAAGAGAT 360 
CAOT30GCIC GAAAATOCIG ATTOCCTCQC CXATCTACQG C^CAAGCIGG CQOGACACGA 
ACAGATAGCT CATCTCOOQG GAGTTOGADG TCAOQCTAAC TGCCGftGIGC ITOGTIGAGr 
QQCIGAAGQG CCTACIGOCC CX3GTAQGG03 ACOOGAGAAA IGCGICATCA CCTCGICTIC 
ATCTGQCTIG AGATACAAAT OOGAAAGOGG CAOGITOCCT GTCATCGCAG ACTTCITIGA 



CAAGAGCAQC TOGTCTAGTC CXTK3CTOGAG CIGGTCCACT TT3CTITTCA GIBGITCCAC 660 



TICACT300C TTITOQGATA GCATCAGCIG CAAGIGGCAG TTCTCGTITT GCAACQCCAG 



60 
120 
180 



420 
480 
540 
600 



720 



ss C^CCICATOG GGOGOQGTAC OGCTOCTCTT GCAGA ?55 
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(2) INTORMATIOtf FOR SEQ ID NO: 749 : 

5 (i) SEQJE2XZE CHARACTERISTICS: 

(A) LENGTH: 729 base pairs 

(B) TYPE: nucleic acid 

(C) SITtANDECNESS: single 
10 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 

15 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1486RP 



20 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 749 : 
GATOCTICTT GTACATTICT GATTITAACA ATOICTICAT AGOGTEAIA3T TEACCX3CTAT 60 
CTTICTICTC CAC3CAGACQG ADCTCACOGA ATOCAOCCTT TOCEATCACT TTAACAGICT 120 
GGAAATCTIC CAG3GATAGC CXJECTCCTAC GCAAGOGCAG AAACTOCGAC TC CXTITIA C 180 
CCACTGAAGA AAGCTCICTC TICTTICICT CTICAGAOCA GOCATCAGAT AATAGCIQGG 
ATICAAGTIC CADGOO'ICIT TOGTITOQQCT CAATOQCATC ATIGACAGAT GATTOCTAGA 
AATICTCGAC TTTCAGCTTC ACTOCAGOOG UlTlTllTiG TCIQGMTIG CTCBCTAGCT 
CTQGAOCTCT CTOGAACTAC ATATAGTTCC CCACTCCOGA GGTITTOCCCT TOQCXXXXAT 
TOGQOGATTG TOGAACIGAA GAGCACTOCA GQGACT3A0G GGATAGCATA QQGCCCIQCG 
AGCICTGGIT TCOCACTAGC GTCTGATCGC OW33CIT0C GICTACTAGT OCAGoTAGAG 540 
CTGCAGGCIG TAAAGQQGAC TCXDGACOOOC CAAACTOTIT ATACGCAGAG GAAQCAQQCT 600 
50 OTIGaOCACT CTAGTCOGAG CTCTro3AGT AGTCTOCTOG TCAAGAATOG CCGGQQGCAA 660 

GAGTAGTCOC GTITCAOSriC OGTAAAAGAG TTOITCTICr GQCTCTAAAT GCTOGICGCC 720 
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55 CTAGGOQGG ?29 
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(2) INFORMATION FOR SEQ ID NO: 750: 

5 (i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 719 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 
10 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

75 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1486UP 



20 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 750: 

GATCAAAACA GCATGTCTAA GTCTGITGOG OGCT3000GC AGTOCCACAC QGAACK3CGT 60 

AACTGOCTCA TACAGCAGAA CTACAGCATC GTCATTIQOC CGAAOGAGCA GIQCATGTAT 120 

C30GITCAATC AGQOOGAGGT GATCCAGCAC CltXJIGCAGA CAAGIGACAA GSAAATCCIG 180 

GAGGCT3CAA AGCTGO30CT GAAAAAOGAT AATATCACAG QCAGOQGAGG OQQQCTCATG 240 

GAATAAGGAA CCAAOOCTST GCTATATACG TGTACICTCT ATOITAAGEA G3TCTQGTGC 300 

GOCX3DGAGCC CTQOGTOGCT AAAGCTTTAG ATTOGAGrTTG TACATGAICT QGCCATCGAC 360 

GCTGATOCIG ACACTGAACT CAAGSICTIC GIDQGTOGAT ATCTOOCAOG TITEATATAT 420 

CATCATCAAC GOGAACACAT TOCAAATOCT GOOGATGAAC AAOCCGICGA GoTAGIGCTT 480 

45 GAOQCCCTOG CAGATCTOGT ACGAGATOGT ATACATCAAC ACCTOOOCAG TAGTTATAAA 540 

AATCACACOC AAAATOGIOG ACCCTGICAT CC^GAAOTIG GAGAGCAGGA AGATOGAGAC 600 

50 CAOGAGCTGG CACAOOGAGT ACATTAGGAA CGOGAGGCCA ITCAGGCOGT ACATTACAAC 660 

GAAAAGGOQG TOGTOITIGT TTTCATCTOG GQG0GGTOCT GAATCCAATT TQGIGAAGG 719 
55 (2) INFORMATION FOR SEQ ID NO: 751: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LEFUIH: 703 base pairs 
5 (B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) T0P0U0GY: linear 

7 0 (ii) MOLECULE TYPE: ENA (gencniic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1487RP 

15 
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(yd) SEQUENCE DESCRIPTION: SBQ ID NO: 751: 

GATQGAGCGC GAGOCCATCA ACAAOGftGGA GITITXCTAC CftGCAQGAOC TCATACGAAA 60 

GOQQGAOGAG GAGATAGCCA ACATDGAOOG TOGEATUGTT GAACTCAAOG AGCTCTTCCA 120 

AGACTTOGGG TCCATCGTQC AGCAGCAGftG CXMCIGCTA GAOCACATW3 AAAACAACAT 180 

A3ACACTQ0G GTAACCAQCA OGAACCATQC ATCTAAOGAA CTX7TG30QQG CACTGAGAIA 240 

OCAGOGQOCT TCCAACAOGT GGTOCCIATA TTJIUL T ICIC ULTL'lUL'lUJ CATTGCTCTT 300 

CCTGATCGQG GIGACAGTOC TTTAGAACAT CIX^ACTAGT CTACTATCTA ACQCTTTAAT 360 

AXACTACIQG CIGAOCTACT CCTQCOQCAG TTOOCACAOG TTCAOQCAGC CCTCATOGOC 420 

GCCGCTCACC AAAAGAADGC GCOOGTCIAA OQOCAGOCAT ITCAOC^CAT TCAICTCGTA 480 

GACCGTCTQC QOGCAATCTA Q3COG3CTAC CACTTOOCAC CGGCCAGCCT CTACCTCTIT 540 

GTATACQGCC AACACACCAT CCGAGCCAAC GCTCQOGATA AGOCOCTCCG OGCICCAACT 600 

TAOGCTCIAC ACAGCCCGCG TATOCACX3QC OQGCAQGAOC GICTCTTOGA TOCft CllTIT 660 

CIDGAAGA03 TCOGOGTOCT CAGTCAGGCA OOGOCAGATG OGC 703 
(2) INFORMATICS FOR SBQ ID NO: 752: 



(i) SEQUENCE CHARACTERISTICS: 
55 (A) UENC7IH: 612 base pairs 
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(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genotdc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1487UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 752: 

GATCCCAATA CIQGGACTIT ACTAATAOCA GOCATOOQQG CAGCICIGCA GCAGCTOCTA 60 

ATGACAAGGA GGACAAGAAG AACAAATACT GGAA03CAGA O300GftGIAT CIGATCGAAG 120 

AGGIGAAGAA AAACAAAAAG AGIGTAGTAA ACTAOCTT3A ATCGAAGACG AACGACGAAA 180 

TGAOCOGCAA QQGTCIGATC CQGAACCIGC AADGATTTOC AAAGACAATT CTAATCAAQG 240 

AAGGGITOGA AAAOCTGGAG GATATOGTCA CGCTITCTCA TTIX3GAAAAT AGACTOCTOG 300 

TAQCCCTAAA ACTTAAOGAG ACAAATGAAT TTAOCAAATT ATTGAAAGIC TATK3CATCA 360 

GCCTAGCAGA AATQ9GCTIC AAAAATAGAT TGGATGATCT GCTCAGCTOG CICTATAACG 420 

ATQGAGAATA CAAGGTIGQC ACAATAGCTA AOGAGAAGCG QGAGGAACTC CTCAAGCAGA 480 

1ATK3GTK3C ATCTOCTGAT ATOOQGCAGG TCCAAAGAGT GACAACCAGT TACQCAICIG 540 

cicriOGricr tcitsatcta tctttataat tattgctagt C^ATAGACAA AGITO3GAAT 

CIGAATATAA CT 

(2) INFORMATION FOR SEQ ID NO: 753: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEW30H: 715 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: EKA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1488RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 753: 

GATCAACAAA TGATTTKTCT ATTTVCCGCG CAOCGATCAA OGAGAIATCA TAGGAATCAA 60 

luriWJfiGQC AAATOOCICA OOGftGIATCA AGCTCT3GTA TGCTCTIGQC (jTIUIVLOJIT 120 

TCATTAACTG OOQGTOCCTG GGCNJTVCCC TTAftGITIGG ATGATOGftGA TATCCACAAT 180 

TK3QCTCATT CATOGItTOC AATOCAATCA TOCAGTITTC TTOGAACAAC TCAGGCGOGT 240 

TCTCCTGAAT GTACITCTAG AAOGICATTA 033CTTTCAA GAAGTQOQOC TOGAGGTAGT 300 

CTTGAATATT TCTACCATTA ATTACACATT TAQQQQCAAA TAACTT300G CTAAAAAAGA 360 

GAGPGAACAT AGTCTOGCAG GCTAGOOOGT AATAGTTTGT GGACCAAATC A3TTCTOGAT 420 

ACIGTQCITT TPOCQOCTOC GICTCIGAAT OGATATAGTA GOTGTOCAAT AT3QCAGCCT 480 

CAGTAGCTAG GAACCTCTIC GG^IGAAAGC CIGCQCAAIG CAADGTCCAT AAT3G0GCTC 540 

CTGATOCOOC AGAAAAGCGA GAOCACAOGT OCTOGTOQQG GICTAGGTAT AOCTACATOC 600 

OQOOOGOCTC CTKSATCTTT TTAAGCACCA TCAOCCTOTA CTTCATCTTAT TOCTCATOCT 660 

ATATCCCT3G QOOQOCATOC TCCAAG3CCT OOCAGGTGAA CAAATAAOGG ATACA 715 
(2) INFORMATION FOR SEQ ID NO: 754: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 684 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDELMESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencxnic) 
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(i) SEQUENCE CHARACTERISTICS: 
45 (A) LENGTO: 728 base pairs 

<B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 



50 



55 



(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1489RP 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1488UP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 754: 

GATCTOGTIT AAGCTGCTOG TGAAGITK3C GAAGQQGEAT GAGCTTTCAC GACGGGAAAC 60 

AAAOCAGCTC AAGOQGTCTA TQGGOGATCT CITCOQGITC GTOOQCTTTT CIGCCITCCT 120 

GATTATTOOG TITOCAGAGT TCITOCTOOC CITCQQ3CTT AAGCTTTDCC OCAACATOCT 180 

GQCATOCACA TATCTTTCTC QGAQ3SAGAG ACAACAGAAG AGAGITAAGC TftGAGGAGCT 240 

GOQQOGCAAG AOGICCAACT TITIQCAGGA GACACTAGAG GAGTCCICAT TGATCAATTA 300 

TAACTOGGTA GAAGGITCAG AGAAGOGCAA AAAGITICTC AGCTICITCC AGAAGSIGAA 360 

CIUXXCTAAG GATQGCAAGA OCAGTCITTT TACCCATCAA GAGATITICT CCATCIOCAA 420 

AATOITCAAG AAOGACACIG TOCTAGACAA TCTCTOCAQG CCGCAATIGG TIQCCATOGC 480 

GAAGTATATC TCCTIX30G3C CTITIG3CAC TCACAACATC C7ITAGCTACC AAATCCGITA 540 

TAAATIGAAG AGCATOCTGG AAGAOGATAA GAAGATAGAC TAOGAAGGIG TIGAGICACT 600 

GACTACAGAG GAGCICIATA GTO0GGCO3C TIOQCGQ3QG ATCAAAGCCT TCQGTOmc 660 
TAGQGAAGAT TT3GTK3GAAA AAAT 
(2) INFORMATICS! FOR SEQ ID NO: 755: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTO: 698 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1489UP 
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(xi) SEQUENZE DESCRIPTION: SEQ ID N0:755: 

5 GATCAOQ00G GAGCACGTOC AATCATTCAA OGAAAGQOOG GQGTTOCTIG CITK3QCGAT 60 

GGAGAGTCAC AQQGAOCCAA TTA003GTCA GAGTACA3TG Ul ' lUbTmi ' CCTATOTICT 120 

10 TCCQQQ033T OGnTTTAATC AACTTTAOQG CTQQ3ACTCA TACCTAATOG CTTK33GTCT 180 

TCTAGACTC7T AACAAACT3G ACATAGCADG T30GATOGIT GAGCATITCA TCITTGAGAT 240 

75 AGAGCATTAC GGTAAAATAT TGAAOQQCAA TAGGAGCTAC TAOCICTCIC GGTCACAACC 300 

A AOCXSACATOG CITTGAAGGT CTTOGAAAAG TTOOGTOCTG ACCAAAATCC 360 

GArriCITGA AAAGAGCATT CATOQCAGCC ATEAAQGAAT ACAAGAGIGT 420 

ATOGATOQCA GAACQQOGGT ADGACAAAAC CACO3G0CTT TCATGTIAIC ATCCAGATOG 480 

TATOQGrmc OCAOCAGAAA CGGAGOCIGA CCACTTTGAC GCAATTTSCC GGAAATTK3C 540 

GGAAAAGCAC AATCTAACGA TKXX3GAGTT CAGGTOCATC TAOGATOOOG GCGAAGTACA 600 

OGAGCCOGAA CTAGATCAGT TCTTTITOCA TCAT0GT3CT GTAD3IGAGA GIQGACA3GA 660 

CAOTCTTAC OCTCTAGAGA AOGICIGTOC TTACTI?!GCX3 AOGATIGATT TGAATOGTIA 720 
CTATACAA 

(2) INFORMATION FDR SEJQ ID ND:756: 



728 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 75 6: 
5 GATO3TAACA TIGOOCAATA GCITCTITAG CIOGTCATOS TITCIGATGG CIAGCK7IAG 

ATCTCTTOQG ATGATICIGG TCTICTIUTT GTCKTOQOG GCGTIfcCCGG CCAAC7ICIAG 
10 GATTTO3G0G GOCMCTATT CTAQCACAGC GGITAQGTAC ACAGQOGCGC CCGACCOGAT 

TCTCICTGOG TAGITQOOCT TICIGAGCAA TCICTGGACT CTACOGACAG GGAA^TICAA 240 
ADOTQOCTIA GCOGATCTOG ACIGOGAAGC CITOQOQQCA GAACCAGCTT TACCTCCTTT 300 
AOCAGACATT ATITCIGTIG TOIGTCTCIG TCIGTICTTTA GTCIGAACIG CCTCTGCTAT 360 
GAGAAAACAC TAOQCIGAAA CTOCTAAATA ATOCAGACAG GICCCCOCAC OGCAAAGGAT 
OCAOXTATA CTICICICTA CATATTTAEA CTICTOCTTT TOCCITCIAA TCCTCGATCG 
TAOXX3TCIG AOQCTTCAAC AGAOCTICAC TAGAGXTOG AOCTGTP3C0G CC ' lUrflTlTl ' 540 
T03CATGACA TCITO3TOCT QOTmTO OQCTGAAAAG GAAAQOQOGT GQCTCCCAGC 
AOCAGAGOOG TACTAGCICT -ITOQOGTIQC TCTOCTATCT QCACGOGAAA TITCATACIG 
TAGAGTTOK3C CATCAGCTTC ACAGAGTACA ACQCTAGG 
(2) IIvIPORMATi™ FOR SBQ ID NO: 757: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TH: 727 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 
SO < A ) ORGANISM: PAG1490RP 



55 
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(xi) SEQUENCE DESCRIPTION: SEQ ID ND:757: 
GATCAOCTIC CGATACEATG CGAGCX3CTTC AQGACATCCA AACTGAAGriC GTICGAGGAC 
CTCAGCOGCA TOCAAAOGTA OQGGTTC03C GGAGAGQCAC TIGOCAGCAT TTCICACATT 
GOTQGACTAC ATCK3GIGAC GAAAACGAAA GAGAATCAGT GIGCATOGAA QQCTOICTAC 
GAGAATOQQG TAATOGTO3G GGAGOOGAAG COSAOQGCftG QCAAGGATOG GAGGACAAIC 
CTOGTACAGG ACCTLT1LTA CAATCTOCOG TCCAG3CTOC GQGOQCTOOG ATCTCCAAGC 
GAAGAGTTIG CGAAAATAGT GGATCK3CTC GQCAAGIAOG CAATCCATIC QGATOGTCCTG 
GGATTITCGT GTAAGAACTT TOQOGAAACA CACTAOGOGT TAAATOIAOG TO3GACTICT 
TCAAAATCAG ACAAGATAOG GQCTCTATIT GCHGCICCAG TCXJCTOOCAA TTTAGTIGAG 
GTAGATATTT CT3CAGACCC TGAGCAOQGT CTTACftTOCA GTICQQQCCA GATTACAACT 
CCAGACITIA ACAACAAGAA GICIA3AOCT GCTGrTGITIT TCATTAAIAA CCGQCTICTT 
TCCTCTGATC CTCTCAGQOG AGCCXTIATOC CAAGTTTMC CAACTICTTC CCGAAAGCTA 
ACAAAOOGTT TATTTACATC AGTITIACACA TAACAOCX3GA GAATOITCAT GTEAATCT3C 
ATOCTAC 

(2) INFORMATION FX3R SBQ ID NO: 758: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGEH: 728 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEOMESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL 90URCE: 

(A) ORGANISM: EAG1490UP 
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(sd) SEQUENCE DESCRIPTION: SEQ ID NO: 758: 
GATCICAAAG AOOCAGTAOG ATO30CTCAT QQGAIACAIA AACCACGGAA TCAATGAAAA 60 
GCTOQCTEAC GAACAGTTIG GATCPGTACC GGAGAAG93C TftCTOIC CTCCCACAAT 120 
ATTTCK3GAC GTKX7ICAGA GCTOGAGACT CTOOOGTOAA GAGATATTOG GCCCICTQGC 180 
OCTAGTK3QG AAATICAAGS ACEAOGATCA AGCTATKCT TACQCTAATC ACACTAACEA 
TOQQCTGGCA TOCTOOGTIT TCACIGAAAA CATAOQQCTT GCQCACOGCT TTOTCCGflGA 
TGICCAATCT GQCACICTGT QQGTTAATIC CTCEAATCAT GAGIGCCTTT 
TOQ0G33ITC AAGATCAGOG CTATOQGAAG GGAGCTGGQG AAGGCAGGOC TOCAAACTEA 
CXria^GACT AAAGCAG7EAC ACCTCAACrr TQCTTAGATA GAGCAACTCA TATATEAGAA 
TCACT7C ^ CATCAACTAT ATATCATEAT CTATATCACT ATOCCAGAGG TOEftGTOGAA 
CCACTATTTA TCAOCT3ATA GQ03ITO0QC GGTCATCCCG CCAGEACCIG CGITOCAGAA 
CGOOQQOGAC ACATICAGCA GGTIX3CTATAT ACACTTCTCG AGGACAGEAT G3CACQCAGT 
ADCATTATAG CAAGIAAGOC GTCTOCICTT TOCAIAAAGC GEAAGGICAA GIGCX3AOCGG 720 



(2) INFORMATION FOR SEQ ID NO: 759: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TH: 716 base pairs 
<B) TYPE: nucleic acid 
45 (C) STRANDECNESS : single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: INA (genctnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1491RP 



240 
300 
360 
420 
480 
540 
600 
660 



728 



55 



1020 



10 



15 



20 



25 



30 



35 



45 



EP0 866 129 A2 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 759: 

GATCATCTOC GAAIAQGTCT CG3GCADGAC GGACACAAAG OQOQOGTCCG AGICACIGCC 60 

GIOCTOCTOG QOQQGTOOGA AGAAQGAGAA GATCAAOGAC CCOGftCTIOG AOTCIQCTC 120 

OGAOOCCAGC TOTOGAOGA CCX3TCTCCAC CTTCACCK3C ACOOCX7IGC CAGGACAQGA 180 

CAGAAAGTOG TCX7TTATICT CAGACAGCTT GTICACAGCT GTAGQCTQCT PGTCCPOCPG 240 

0GOGTT00C3OC GC03GCGTOS CXXXX7TCTOG TOCAOCAOGG ATOTCCICIG TCIACAOGAC 300 

CXJT0C3OCTQC ATSIQCAGGA TCGAGO0GAC QQQCACK3GC GCX30GGAAGG TOGTIOGAGIC 360 

CAGQGATAOG AAQQQQQQCA GAGAGTOOGA GATOGATGAC GCOGOGCAGT ACGCCAGCIC 420 

AAATOICItX: OQCATCAGGT AAOOQOOGAA GATCATOTAC GAGIGTOQGT TCGGCTATIG 480 

CGGCTQCATC AACATOCTCG ACTICAGGTT CCTUlUL'ICjL' ATOGACACCA OGO0Q0O0GG 540 

AOQCAGCTOG 0303QOGTOG CG0GCGA03C GOQOCACAAC OOGTOGATCA TCCQOGACIC 600 

CTCOQOTGTA GGOQQGTIOG TCTCTAGACT CTCQCTC1GC GOCTCTAGCT TCTTOOOQCT 660 

GITGriGQCTC TOOQOQOGOC GGAACTCCAC OCACKX7IQC TCETITCTOCG GTAGCA 716 
(2) INFORMATION FOR SEQ ID NO: 760: 



(i) SEQUENCE CHARACTERISTICS: 
40 (A) LEW3IH: 729 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: EUA (gencmic) 



(vi) ORIGINAL SOURCE: 
50 (A) ORGANISM: PAG1491UP 



55 



(XL) SEQUENCE DESCRIPTION: SEQ ID NO: 760: 
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GATCiaCTIC TCCAACAAGG AOCTOCTGTC GTOCAATO9C TACOOCX5IGA AOCQCTITOG 60 

QCP&GGOGGG TICQOCATOC 1TATOGAGOG aCTCTTAOQGC GAGCICAACG OQQOCTACAG 120 

OCIQCXX2CAT ADCADCTAGG GCAAQOOCAA GOQCATTOOC MSCTOG CRXmXJCT 180 

CCIX3QGCGCC T3GTIO0Q90C TCCAGACOQC ACAGCCX3CCC GCCACQGrTAT ACATOGTTOG 240 

CGACAAOOCC CACAGOSACA TAATAGQOSC ATACAACTAC QQCTQGOQCA <XTOCITOCT 300 

75 QCGTAGOGGC GICTATOQQG ATOGAGACAC GTTACCATOC CAACOGACCC TTOiaTTOGA 360 

CTOOCTCTPG GACX30CXJTAA OOQOOQCICT a^GCACICT TCACATTAAC TICTATACTT 420 

20 TTAOGTCITC TATATACCOG QCTCX7ICCCT CCTCfiGATOC CTAGATCIGA AICTTOQCCA 480 

OCACAGTITC CTCCIGAGO: AACTCCTCIG CX7ITOOQCOG GCQCATATQC TCCITOCACG 540 
25 TOOQGftGOOC GOGQCAOGTA TOSTTTTOCA TCAGOOGGrTG GCGOGAACAG AACT3QCOGT 
CACAGAACTG 

30 (2) INFORMATICN FUR SEQ ID NO:762: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TIH: 553 base pairs 
35 (B) TYPE: nucleic acid 

<C) STRANDEENESS: siiigle 
(D) TOPOLOGY: linear 

40 (ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM : PAG1492UP 

45 



SO 



55 



600 
610 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 762: 
GATCATCITC GTIGQOCTCCT GOCTOQQCTG OG30CT3AAG TTOQQGTITC ATICCQOGAC 60 
GAGCGCCTOC GTCAGCOQCT TGATCIGCCG CACGTTOQCC TOGAGOQCCG AGGCCTTCTA 120 
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OVCGV03C3CC GACAOCTCGT 0GTCTAG3GA GAQCTQCTIC GAATK3GRCT TATACIX3GAG 
5 CMTOGTCAT CIX3CXTCTCC G2AAGACT3G T3GAAGAOCT CTICTITOQC CTOITCQCTC 

AACAAAGCAC TOraiUl'm TCATOGA03G OGTOGTCOCA QGAGCOCAGA CXX3GAGAAGC 
70 GAGOGTCAGG GO0G0GCX3GC AGQGAOGTAG GOQQCTOCTC CCCACTATOT AATOCTOGAT 

ATGAAGAACA GAAATACTAG ATAA2ATATT TGTATTAGAC AG7TCG7IGCGG ACQQQCAGAG 420 
75 QGOGQOCTK: ACAAGKXX3C ATOCTQCTCA TOQQQCAAQG QCAATOCOoT AGOQCX3CICC 

AGCTOCTOCT GOTACTOCTG CATCAACTOC TOGTKX300CT CXaCCICTOG A3GOQCCTAG 
20 GCAGGCGAGC CAC 

(2) INFORMATION FOR SEQ ID NO: 763: 

25 (i) SEQUENCE CHARACTERISTICS: 

(A) UEHSTH: 719 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
30 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genemic) 



35 



40 



45 



50 



(vi) ORIGINAL SOURCE: 

(A) ORGANISE: PAG1493RP 



180 
240 
300 
360 



480 
540 
553 



(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 763: 

GATOGAATAA ACTAGCTITC OX3CTCAC03 QCATCADOOG CQGAOCTAGC GQGAACAAGT 60 

TCOOOCTCTA AATCITK30G TAGTOGATGA AQGTATTAGT ATICA3CITC TCCAGCAAAG 120 

ACAATTCATA CIOITOQGOG G30CGOGAAG ACTTACCAGT GTATICTOCC AACGCTOCGA 180 

CX3CITOQQCA ACTAGA1TCG AGTQOCTTCT GGAGCICTGA AACATTATCT AQGATCITCA 240 

S5 AOGGATOGAA AQQQGTCTPOG OGGGQCATAG O3GACATO0C AGTICICAGA TTCTOCATAG 300 
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AAOOGQCATA TAGAGOCAGT QCCTOCTGAT GCTTOOCTTC CTCTIG3EAA AGQQGAGCGA 
GC00303QOC TACAAQCTOC GCAOQ3TAAA ACACCTIGAC AAGCITCAGA TATOCAGIGA 
QCTCATOGTC TCACTAGACA CXOQGTAGAC OCAXAGOCIC CTCTOCATOG GIGATTATCT 
TGTK3ATGAC GTOGTICAGC TOCTICTACT TCX7IGAAG03 AGOQGTCCTC O GOUC I'IC IT 
QOCATTCGAC OCACAGAGGT TQCAACAGCG CAACATOGOG QCaZATCGTC GGGCACAACT 
AGITCAATTC GAGGTATGTC AGCAATATCT GglOJlUJlC TCCCICAEAG TOCACAOCIT 
OCTOCICTCr GCGCTCCATT GACTOOCTCT G9QCATCAAT TOOO OUUTli: CACTICAGT 
(2) INPCRMATICN FOR SEQ 3D NO:764: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 726 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDECNESS : single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1493UP 

(Xi) SEQUENCE DESCRIPTION!: SEQ ID NO: 764: 
GATCATACTT ATOCACOQGT CAAGCCAQGT CTCAA' llTXti ACGATCAGCC AGCCQGGOGG 
OTTOGOCATC TGGAGOCAGC GCTCOOGGAA GOCAATEAQG TACCCTAGAC CAAGCCOGAT 
TAGGTGGOOG ACAAAGCTGG AGOOGGQCAT TAQCAGOGTC ACAAOEACCA GGAACAOCAG 
OGGGATATAT AGGGTOQGCA TCTTCAGACT TOQGAGCTOG TAGIGGQQQC GGAAGOCGGC 
CTCCIGCACT QOGAAGTAGC CACACAGOGT AAAGCAOCAC CCGCTCX3CCC CGCCTACGTA 
AAOGTITOGG TACAACAACA T3CCAACTAA GCAC7EACAOG ACGCCOCTCA CAATOGCCAG 
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gaggotcsgc gtcatiooog taaacaoott cootictxsac qcitcgaaca tcgacmcx3g 420 

5 CACAAACftGC GACATCAGAT TCAACAGCAA ATOGAAGATT GACftGGTOQG CCAGTOOVIA 480 

GAGGGAGftGC OGOGTCAGCT QCAGCITOCT AAGGGCOCXX QSATCCAACA GGATCTCCIC 540 

70 GTK3AITO3G AACAQCCAAT TCAQCACAflA CACAAGOCTA AGQGAACACC QACAAGCCTG 

CAGTAAGAGC G0009GCTTA TOGAOQOOQG TOQCTAACAT OGACITCCAA TCCATCITCC 

, 5 TCAATCAAAG T33CAGTITC CTT3C330GTC CXaGIQGACT ATOQCTOQOC AGITOCCCAT 

CAAAAC 

20 (2) INFCRMATICN FX)R SE£ ID NO: 765: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LEN3TH: 717 base pairs 
25 (B) TYPE: nucleic acid 

(C) STRANDECIMESS : single 

(D) TOPOLOGY: linear 

50 (ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1494RP 

35 



40 



45 



50 



600 
660 
720 
726 



55 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 765: 

GATCITOGIT OGTGAAAAOC TP3CAOGTCT TCATCAGCIC AAGAATK3CC TCKXMCTA 60 

TierorcooG ttogaticig ccttccttat actoctgaat catocgcqca AAAGCGCGCG 120 

C30GTOCAGIC ATGAOQQGAT OOOOOCTTAT AQGACTICOC TOCAAGCCGC ATCAGQCTOC 180 

GCCAGOCATT TICITCAATA ATATTGACAA CTCCITOGTT TTOCAACAQG ACCITCITOG 240 

OGAGACTCTG GAACXnOTIC ACCTCTATCT GCTCAAGTAT TTCTACOCTT TCCICAQCAG 300 

AOCATOQCAA GITOCAA1CT GOCTCTTOGA ATCICTOCAT AAGCITTICA TIGATGTTAT 360 
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OCACTOCTTT ATTICTCAAG GAGAGGATTA GIMTICA3T AGGSGCTACA ATCCCTTCGT 
AAAOCAGGIT GTAGACTTTA TOCAGEAGTC TCAOQGICTT GOCBGACCCA QCTCCCGCTA 
CCACATPGAC AGTIGTACAA GQCICATATO GATCTCTEAC TACTCX7IGAT TGQGACGIOG 
TCAGTOCTTT CATICATCIA TGATACATOC TOGAGCGTCG GCGAAGGAAA TAAATTCGIG 
AATTTOCCTT TTAAGATACT CAAAAGAGAT GAGATAACCG OXQCAAGGC GGAGEAGAAT 
TACAGCAGCT ATIGAATATA TTTAGirTAT TTATCTOQCT AQCTIAACCA CEAGICT 
(2) INFORMATION FOR SEQ ID NO: 766: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 606 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEHSESS: single 

(D) TOPOLOGY; linear 

(ii) MOLECULE TYPE: EMA (genccnic) 

(vi) CRIGINAL SOURCE: 

(A) ORGANISM: EAG1494UP 

(y±) SEQUENCE DESCRIPTION: SEQ ID NO: 766: 
GATCCITTAG GOCATCCTCT CCAAATEAOC OGTOCTTQGC TICACTAGCT CAGTOGGAAG 
AGOGTCAGTC TCATAAICTC AAGGTCGAGA GITOGAACCT CCCCIQGAGC AAGTnTITC 
CTOOGGGAAA TAAGTATTTC GAGCTOGACT GAAGOQOCAA CCTATOCAGC TITOCK3GIG 
CGAAGTCTIC ATICATCTCT GCQGACTATC TCTATAEATC TK30GCGTCT 
CTOQOGAAGA GGAATTOGAT 1CITQQQOGT GGICIOCAAG CICT3CEAGC TICCIGGCGG 
GCAGAACACT TICAAAOQOC TCTITCCAGT CATOGITCIC AAAGIAICIG AGCATCATCT 
GGATAAGGTC AQCACCTTCC T300QCATAG CTIGATCTAC TCTCCTATIG 
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480 



10 



1S 



20 



25 



30 



50 



GTAGGOSAOG AGTAGGAATC CXTAGTITCTr TOGCCTTATT GTAACAGAGA QCTITCTGQC 
GGITCTICTC CACAATOCQG CCCACTATAT ACG7IOGTAOC GGGTICCAGC GICTCCAGCG 540 
TCICATCACT ATCTQCACTA AGCTAAACTG OGrTTOGPAGT TOGAAGGQQG GATTCGICTC 



TGAAAT 

(2) INFORMATION FOR SEQ ID NO: 767: 

(i) SEQUENCE CHARACTERISTICS: 

(A) I^ENGIH: 715 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISE: PAG1495RP 



600 
606 



(xi) SEQUENCE DESCRIPTION! : SEQ ID NO: 767: 
35 GATCGAATEA GOQGGmTTA ATCAAACATA AGGAACGAGG TCTAAATOOG CAACATCCTT 60 

GAATOCAGTC OCAAGATCIA TOOOGTICTT GGTAAAGAAA ATTOIACCAT OGACATAGIT 120 
40 AATOCCACAT OOGATCAOGT CX7ICIOGAOC ATAG3QCTTC GAGTAOGACT TGAACAAAGA 

GCOGICATIT ATCTAAOOCT OOGAOOOGTT GTAAATCTAG ACATCCTTAC CAGIGLTACT 
45 CTCJITGOGAA GTIGQCCTGG AAOOCICAAA AG3C0CTCTT AATATOTTOG APCTITOCOG 

GITCAAQ3CA GAAAATICAC O0Q9GTOOCT CGAAGGIGGA TO3CEAGICT TIQCFTOQCC 360 
AGCATTIGAC QOGACTTTTC AOCAGTCCTT AAATCCAATA TIGATATIGC AGGITK3GCC 420 
TGACIGOGOG CTOGTICAOOG ATAGTACCTT AATTTCATAG TAAAAGATAG CCACITICIT 



180 
240 
300 



480 



55 



ATGATTAATA CAAQCA3TOS OCX^OTIGGA AGOCCACTGC TOCITCTOGT TATTAACIGA 540 
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AGIOOGTAGC CTAU'lATl'lA CAATAGQOCT GITCTCAXAG OCAGAGEftGA QCTOCCAOIT 
QQQGTEAGQC CQCAACTTIG TCAAACOGTC TCTTCAGACC AAAACIGAGT TOITCGACTC 
TCIGCTOCAG AGGTQQGGCA AAAQGATAOC TATOGAOGAG TKEfiCGICIG AGAAA 
(2) INFORMATION FOR SBQ ID NO: 768: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 706 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MDLBCULE TYPE: EMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) CRGANISM: PAG1495UP 

(Xi) SB&JENCE DESCRIPTION: SBQ ID NO: 768: 
GATCAGCCAA CAGCTGAGTT CIGAITOGAT GAGAGCTATT AGEAAACTTT TTOICTITAC 
GGTQCTQGIC CTGG3AT0CT TACAGTACTA CIGTOGAGGC TAOGGQGOGT GCCCCGCQCA 
GATIGCAGIG ATAAGCCATT ATAOGTOQCC TIGCAOCTAC GOGOCGGCAG TAO30GATAA 
ATTAGGGAAG GOCAGQGACT GGTACQOQGC CAATO0Q3CT OC33CATOK3T OQCT3QOGAG 
OQGGTOGATC CAAGQGAAQG TGATOOOC3CA OCTCAOGAAA GIATCOCAGT GGAOOGAGAA 
GCATGTACAA O0Q0QGAT3C GQCAGQCT9G OQOQGACQOG AXAGEAACAG raYYTJirrr 
ATOGAATOIC GTACAGCAGT AOCAGOQQOG GCATOTOCTG CCICIGACAG GQOGACIQCT 
QQGSAAGTCT OCX3TOIC1UG AGAGGIGG3C GGAACAAGCT GCGOGOGGCT G3CAGK3QCT 
CTGCAAGCAT GCIO3Q0O3C TADCACAGCA GTACAGCAGC AGTATCCTOC GITIb ' lUJLU 
CATATQ3GQG QCAEATOGGA GOCTTTOCAC GQOGOCTACA ACCQGATCTA TCIGGACTIG 
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Q30QQQQCAG TQCAQGAGAA GAOCTQCGAG GACSCAGPQC GQOQQQCGQG GGGACTCAKT 
5 ACATCACATC CACTATCACA ATCACCATOA CTOGCTOGAT GAACTC 

(2) INFORMATION FOR SEQ ID NO: 769: 

10 (i) SBCCJEMCE CHARACTERISTICS: 

(A) LENoIH: 749 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEOSESS: single 

(D) TOPOLOGY: linear 



15 



660 
706 



(ii) MOLECULE TYPE: ENA (gencfnic) 

20 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1496RP 



25 

(xi) SEQUENCE DE9CRIFTICN: SEQ ID NO: 769: 

GATOGTITIC TCTCAAAOOG CAGTCQQoIT CAA33ACTAC GITCAATTTA GCICTTOCAT 60 

TC^ACAAGIC TITCCCAGTT TCCACAATCT 1CTDGAIAAT GAAGQCTTEA AAGTCTAGAA 120 

GCTCTICITC OGTCAAQCXX3 TICT3CTGAA GAA3CTTCBG TTOITOCACT ACQGTOGftlT 180 

TOOOGCICIC GCCAGAAOOC AACAACAAAA CCTIGAGCQC GOGAITOdG GCACT03GTT 240 

GCXXXMT3A OCCTO3IOCA GCX^CTOOOG TICTCITXTTG ACIUJICCXS C^TACCACGG 300 

AQCxnTTCcr oorooooccr gtagosoogg acx^gctato actog^ac gicic^tt 360 

^ TCACTICTOC ACOCTAATCT ACOCTCTITC COTC TACCTKTCA GAAGCACCAT 420 

GIXTICTOCIG AO3Q0CXTIT TTOCTCATCC CITOTCCTIC GAO30QCACA 480 

50 AO00CMTAT GTIOG33CICT ATAICCACCA CTACTK3GAG CACICTAGQG CXTOGCITIC 540 

TTIGAAATAT TACOTICOQG GCAAAAGCCA CTTATAQCQC CTCATCAATC GATTCCACTC 600 

55 CTAGAGQCTA ATTAGGCTOC OGCITCTCAC TI0QCO33CC ATCACATTAT ATTCATAGCA 660 
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10 



15 



20 



25 



749 



AAGTAQoIGC C^ACAGAAAA AATCAG0003 CXTOCTTTAT TGATCftOCTG AAGAAATCCA 720 
CATCAACAAT CACCT3AACA CACATTT3G 
(2) INFORMATION FOR SBQ ID NO: 770: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 754 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEMESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencnric) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1496UP 



(yd) SE&JFHCE DESCRIPTION: SEQ ID NO: 770: 
30 GATOGAAGIC AATOOCAGAC TATCTCGITC TTCTOCMTC QCX3TOCAAGG CAACAGGMA 60 

OOOOCTIQCC TATACTGCCG CTAAGATIGC TCTTOGCTAT ACATTACCAG AGITOCCTAA 120 
35 TCXTCTTAOC AAGTOGAD3S TOGCCAACTT TCAACOCICA CTGGACIACA TICTGGOCAA 180 

GGTIOCAAGA TGQGATCTCT CCAAATTTCA ACAOCT3GAT AAGACTATIG GGICTOOCAT 240 
40 GAACTOOGTA QCJTCIAAGIGA TO30GA3XX33 QOOGAATTCT GAGGAAGCTT TCCAAAAGGC 300 

TITCOCTCAG GTKSATCCAT CICTACTAGG TTTOCAGQGC TCTCACGAAT TOXAGACCT 360 
45 AGATCAAGOC TTOCAATTIC CTACAGATAG AAGCTOGTITC GCTCTOGGAG AAGCQCTAAT 

GAACAGAGCT TACTCTCIQG AACGICTACA OGAGCTEAOG AAAATIGATA G K1T1TXICT 
50 GCACAAGICT ATCAAXATIG TOCGAATOCA GAAGCAATTA GAGACCCTAG GATCAAEAAA 

TOGQCTAGAC GAQGTTCTGT TQ03GAAQ3C TAAAAAQCTC GGCTTCTCTC ACAAGCAGAT 
55 TGCAOQGGCT ATITCAGATC ACCICICTCA ATTGGATATT AGAGCQCICA GAAAAAGCTT 



420 
480 
540 
600 
660 
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ra3CATTITC CCATTTGTIA AAOCTATOGA CAQCAT330S GCAGAA3ITC CTOCX3GTAAC 720 
CAACTACITC TATCTTACCT ATAATOCQC7T CAAA 
(2) INFORMATION FOR SEQ ID NO: 771: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LQX7IH: 740 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1497RP 

(Xi) SEQUHSCE DESCRIPTION: SBQ ID NO : 771: 
30 GATCATTK3G TCTICTTQQC CTCEACAAAC TOIGAATATC ATACTAGACC 1GAAGICAGG 60 



120 



TAGGGAGCAA CX^CAACCCTT C3CTQQCAGT AGAGGCT3QC AAATCCATTA AAAAGAOCGA 
35 TTOGAATOGG AACICTAAAA TIGAAACTAA GCAATITCAT GAACICIOGA CAGITCCIGG 180 

TCTITOCAGT ATTCACTATT ATAADCTEAA GAGAAQCTAT CGAACTEACA AA3CICIGAA 240 
4q AAGGQOSACT ATIGAAGATA TATTACAICT TCITCTOGAC AGAGATCTOG CGGAGCGCAT 300 

TGTEACICAT ATCCAAAGAG AATCTCftGCT GCAACAATAT GAGGAGGATC GGAGGAATCA 360 
45 GCTATCAAAT GITOOOCATT T3GATTAAGG TATCAGGTOG TCACGATATC CACIATATOG 

TGCTATTAAC GGCATQCAAA GICTAGAATT AAOCTAAAGA ATA1CTTATA TATATATATT 
50 ATAAACTACA AACTAA03GA OOCAATGAAA TCTAACJTOIC GCAAGGITAG CCTTAAIACC 

GGTACTK3GA TAAAATCTQC TITTTCAAAT GATACAAGCG TCCCATITCA AACGCCATOC 
B5 CAGAATCACT GQCK3GATIC ATCATGATIG TCATTOOQCT TOCCICAG7IC GGAAATAAAT 



420 
480 
540 
600 
660 
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TAGCAAEACT CMTAXAO0C TI030GAOCT OCAGOOQCTT C l ^TllJLUI A GGTITCAAATC 720 
5 AQQCAATTIG CATACICTTT 74Q 

(2) XNPORMATTCN FOR SEQ ID NO: 772: 

ro (i) SEQUENCE CHARACTERISTICS: 

(A) LENCTH: 720 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
'5 (D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: IMA (gencmic) 

20 (Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1497UP 

25 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 772: 

GATCCTGTCA CAGOGGQOGA OQOOQCAGQC O30GIA0GGC GACCTQCAGG ACGAGGTIGAA 60 

GCTAGGAGQG T00GAGQO3G OCTTTOQOSA TCO330GTIG 1TOGQ3G0GA TOQQQQQGCG 120 

O30Q00QGAG GAT33CGAOG AQQ3QOCACA ACTK3G7IGOC OQQGriQQQGC OCA1GCTGAC 180 

GOOQCAOCTT OOGATOGAAC CCTOQCAGQC GCAOTCQCIG CCACAGCAGG CCCCCAC7TCC 240 

GCAOCAGOCA CAGCAGOOGG QOCAGAAGOG AATOCACATO CTCCAftCAGC TOCACGAAGA 300 

GCAGAAGAAC TATTCTTAOG TOGACOQOCA AOCGICAATT ATOCAACAGC AGCCACACAT 360 

45 GATOCAGCAA CTOOOGCAAC AAQ3GCCICG GATOCAGCAA CTQCXXTTIGC 420 

OGAGACGOOG AAGOCOGCAG GCAGTICrOC AATQGTOGIG CCCGTCAACC ATAGQCAGCT 480 

50 GOTOCAGAAC CTOGACOOCA GCATCCAGAA AAGAGTATCA 0*3GATCTCA ACAGCAAGCA 540 

GTATGAACTA TTTOK3AAGT CTTTCATOGA ACATK7TAAG OGGIGTAATA TTCCGITIAA 600 

55 C0CAAO0CP3 AGATAGGCGG GAOQOQQCTG AACTTATTCA TTFTATACAT GTTOGTACAA 660 
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720 



70 



75 



20 



25 



30 



35 



40 



45 



SO 



SS 



AGAATOQGOG QQGC2GATAA TATCAOGAGG CTOCAGCAAT QQOGCGGCTT GGCAGAAAAA 



(2) INFORMATICS FOR SBQ ID NO: 773: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 713 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) KDLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1498RP 



(xi) SEQUEL DE9CRIPTICN: SEQ ID NO:773; 
GATCACTAOG TCACATTOQG TAOQGAATOG CACTOCAA3G COGACAAADC TCTICCTACC 
OX7IGACTEA OCCOGATCTC OCAACTAOCA CACATCTOCG CCATAGCCOC AGCCATCTOG 
CADCAAATOT ACTOGATATC GTTATTACAT GICEACQCCC TCADC?IQCAT CCACCATCIG 
ATATCATGTC TCXTCIAQQC TATATATITC GGITOOQacC ATATCTADCA GAAAGCACCG 240 
TITOOOGTOC GATCAACT3T AGTTAAGCTG GTAAGAGOCT GACCGACTAG 
GAOCATAOQC GAAACTCAQG TOCK3CAATC TTTITTITTT CXTICCICCTG CAAGCIQGCC 
CXCAACACAG GICAOOCIftG TATOQCICAC AT3CAATTCA GATAICTACT TCTGACPGGT 
CIGGIGGGQG ATOGOCATCA TK3CAAACAG TCTOCTOQCA TOQGACTITA ACGACCICQC 
GATAATAATC AGAGATOCTC TACTTATAAA ACATCAGGCA CAAAAAGAAA GGK3CAGOGA 
AATQCTATAT ATAGCTOCIC CAGATOCAOC CAOCGCTACC TCCTACTTOG CCGTCATCTOC 
C3TOTCXX3T9G 03CTK3CCGC TGftGATOCIG TQQGQOQGAA ATOTACICIC AAATOQQCTT 
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120 
180 
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GTTCAGIOX: CCAIACAQCT CATTAAGCTC ACTOQOOOX; ATOCTIACTA CTA 713 
5 (2) INPORMftTICN FOR SBQ ID NO: 774: 

(i) SBCUEMCE CHARACTERISTICS: 
(A) LEN3IH: 699 base pairs 
10 (B) TYPE: nucleic acid 

(C) SraANDEEWESS: single 

(D) TOPOLOGY: linear 

75 (ii) MOLECULE TOPE: ENA (gencmic) 

(vi) OSUGINAL SOURCE: 

(A) ORGANISM: PAG1498UP 

20 
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(xi) S&JJZUZE DE9CRIFTICN: SBQ TD N0:774: 

GATCTC7ITOG TTCTOGCATC GATCASGAAC GCftGOGAATT GOGAIAflGEA TTCTCAAITC 60 

CAGATTITOG TCAATCATOG AATCTITCAA OTO^TIQC GICCTCTOCT ATICCMQQG 120 

QCATOOCTCT TKSftGOCTCA TFICCITCIC AAAOXTO3G GTTK3CTAAT GftGIGAEACT 180 

OOGTOCTAAG ACAAGGTTAA CTTCAAAATC CTO3CCATCG GOQGAACITC CQCX3GACK3C 240 

GSICTGAGCT AGTTICTftCA CIXXXTEATIA GGTITOGACC AGATOCTC3GA CTQGMCTOG 300 

OGCITCAAGA AOGTAOGACA AACAAQQOCT TOCftGQQGAA TACTAXIOCC AAAGTITCAC 360 

CTCAAATCAG GTRGGATEftC OOOCTCAACT TAAGCATATC AATAAG09GA GGAAAAGAAA 420 

OCAACOQGGA TTQCCTTAGT AAOQCSOSAGT GAAQOQOCAA AAGCICAAAT TTCAAATCTC 480 

QOOOCTrooG OGncOGAGTIT GEAATTKSAA GAAAGEAOCT TOGTIGCTA3 TCCCTOlVr A 540 

■lv*nu;nUS AACAGGAOCT CATAGAGGGTT GAGAATOOCG TCTOQCX3333 GTOCTAGTOC 600 

CATCTAAGGT TCTTTDGAOG AGKX3AGTTG TITOGGAATG CftGCIUTAAG TOGCTOCTAA 660 

ATIXXATCTA AAGCTAAATA TTOQOGAGAG AOCGATAGC 699 
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(2) IKFXHMATICN FOR SEQ ID NO: 775: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 742 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1499EP 



(xi) SE&JENCE DESCRIPTION: SEQ ID NO: 775 : 
GAraGCTIC ATOGA1TAOC CfiGAA3TOQ3 CTICAACAQC AADGAGQCCA COGAGATOCC 
CITC03CTAC GTACTOGACG CTGCTOGCAG gcccatictg ccatcagqca toct^gagct 
CATCAAAAAG GACIOOGAAC AGAGTCTOGA TCACCT^CTT TMGC S UJIT GAACAACAGC 
TTATAGATCA TCTCATATATC OXXnXXnCC GCCAGftGACT GQCATOQGAA GCCACGCAAC 
CTAAAGIXDGA TAGAACICTC TCAACAGAAT CSCTTCTITT CCTCCTTCAG CATCTCQCCA 
AGCAGCTOCT QSAAATCGAT ATCATCAGAA GIGoITTTIG CAGGAQCAGC TAOQQOOQQC 
TOCTO03AOG CAOCTIOCICr AGCCTICTAC AATCACACAC CCCCGAACAG OOT3AATOGC 
CTQOCAAQCA CCAAAACATC AGQCIGAAOC GQCT3TCCAA AGA1CTTCTA AGCTIGACCC 
ATOGCIAATC ADOGAATCOG CTQCAGATAT G33CTCTOAT GGTCTOGICT GlftGCGGTICT 540 
GCATTICTGA GCTOCTATTG GOQGAGGAGG CAAGTCGATC TAGAGQGCTA CAATGAGGIG 
ITOGQCTGnT TCTCAGQCTA CQ3AGGAGCT AGCAOGTCAT CGTTCAAATA TCICTACCGC 
CCCATCAACA TCTATTOGCT GCAITOQGIT TOGAQCACQG GOGATCATTT3 GAGACTAACA 720 
CTCAOGAATT 1TX30CTQQOG GA ?42 
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(2) INFORMATION FOR SEQ ID NO: 776: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 716 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: UNA (gencndc) 



75 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1499UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 776: 

GATCGCAATC GAGAAQoEAA OQCTOCTAOC GAAGGTTASC AGICTITIGA ATAAGQOGAA 60 

OCTK3CAGAC ACAATTTCGG ACAATAATTT GCTACAGAGT GIQQQGATCT GQCTIGAGCC 120 

ACTOOQQGAT GGATCCCTAC CATCCTTOGA GATACAGAAG ICIC I C I T IG CCGOGATIGA 180 

GAAOCTOOOC ATAAAAACAG AGCADCTCAA GGAGAGOQGA CIG33GAAGG TOGTCATATT 240 

TTACAOCAAG TCTAAQOGTG TAGAACACAA QCTOGOCOQG CTAGCTGACC GQCDQGTIX3C 300 

AGAAT3GAQG OQOOCEATEA T0QQ0QCTIC CGATAACTAC COQGACAAGC GTOGICCIGAA 360 

GATGGACTIC GAOGTQGAGA AGCAOOCTAA GAAAGOQQCA CTIGATICIG CCAAATCTAA 420 

GAAAOQGAGA AAG3CD3CAG TOGAOGAQGA GAAACACAAG TCACTCTAOG AGCTIGOOQC 480 

TCOGAAGO0G AACAGAGOOG CAGOGCCTOC GCAGACAAOC ACCGA3TACA AATAOQCAOC 540 

ACTCAGCAAT ATCTOGAAOG IACAGAOOGG GATOOQCACG GCAGGOGK3G GCTCCAOOCT 600 

CAACAACAAC GAICIUTACA AGAGACICAA CTOGAGACTT GOCAAGICIA AACQGTOCAA 660 

GEAACOGCIG TGTACITCAG CTAATAGTAT TATAATAADG TTTAATGATA CIGAAA 716 
(2) INFORMATION FOR SEQ ID NO: 777: 
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(i) SEQUENCE CHARACTERISTICS : 

(A) 719 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLEOTLE TOPE: ENA. (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1500RP 



(XX) SEQUENCE DESCRIPTION: SBQ ID ND:777; 
GATCAGCTAA TOGCT3CTIG TCAAAGAOCA AATOCTICAC CCCIAGAACT TITCCT&3AG 
CATCCATICC GATAAOCTAG GIOGCITICT CTQCTTAAAG AATAITOGIT TAATITOCIT 
TOGQ3GAD3G AGTAAAGOGT TAICTAGCAT TITICAAAAG AGGCITAATC GACACATCCC 
AGGATAGTAT GAATCAGAAA GIXXAATTOG TOGCACCAIT GK3CTAGITC TMATITAC 
TGTTATACAT CTACIGCAGA GICAAGCAIEA TATADCAAAT AATTCACCAA ATACEAGCIC 
TTCTAAGICT TCAGCIGATC GATTOQQQOC AAGGCGCCGC AGAGCTGCAG GIAGGTACCC 
ACADCTTOCA AAATCCTCAT GIGCGIGAAT CCEATITdT TAATCATCIC CACXX^CAGG 
GCnTCTTTAA TCICICTCAA GTICITCATG ACAOGGAAAC ATOTAGTIGAT TATOICCACC 
GOOGAGIACC TITOOCCCAC AAITOGCGTA ACTAATTGAG CGACTCAOCA AGACHAGCAG 
ATAGCAGCAT TITCTIGATC ACCA03QGAT GOQGCGAGIC OCTOCTIA AAAACGITCT 
O3C0GITCAC TAADGIGAAG OOCGCCAOGG TGCICK3CAG ATTOITCATG GCCIGCCGCA 
TOICAOCTIC OGCAGTGAAT ATCAGCGCCT CCAGACCAIC ATIQGTDGTTC TCTACCTTT 
(2) INFORMATION FOR SBQ ID NO: 778 : 

(ij SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 664 base pairs 
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(B) TOPE: nucleic acid 

(C) SIRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1500UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 778: 

GATOQOGAOC CCC030GTCA OQGCAAGGCC CQOCAACCGC GAGGAGGAGA TCAATOGCTT 60 

TCAOCTOGAG GCGCCGOCCC AAAAGAAGAC CAAAATftCEA TACH^GTAOG TACAITC7EAA 120 

TACATQOGCA AGACTTOCOG CCAGTTAGCC GDOOGOCTOC CAGGTCTICA CCMOGOOCT 180 

QCOGTOOGCA GAOGTOCTCA GCAQCTQQQG GCTAOQCT0C TTCEAGACQG TOICAATCAC 240 

TOOQOOOGJCA TOCAGAGAOG OCAGC7TOGTC GGACAOCACT AOCTOGCIQG TCAOGICCAC 300 

TACCTAGOOG TAOQCOGCAA CATAGOGTITT GTHOCICEADG AAAG0O2ACC GIGOCAGGAG 360 

GCX3TO03GTIG TTCOGOGCAG QGAQQQCAAA TCOOCX30CIT AGAOGCTGTC CG3CCTOCTC 420 

GOOGTAAAAG CICACACICT CATOGAAGQC CAGCQCACAC AOCIOCICIC CATOOGCGGA 480 

ACTQCACAGC GAGGICACAC CACTCCX3GTC QOOQGTPCTGC GTCTICCACA CTOCLJIUat: 540 

GCTOQOCOGC T3CTOCTAGG CTOCTAOCAC TOGCICAATC OTCX2ACGICT ATAOCGQCCC 600 

GGOOGAGAOC GQQCAGAOQG OGQCTGATAG CAG03GAAAG TOQGTOGCCA CAAAAGCCOC 660 
OQQG 

(2) INFORMATION FOR SEQ ID NO: 77 9: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 696 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDEENESS : single 
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(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1501RP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 779: 
GATCTATITA AATATAACAT ATTATITATT TUITITriTA AACASTITAA A3TEAATEAA 60 
TTATTTATTT ATTTAATTAA TTATITTTAT TAGTTAAGAT AAITTTATAA CTTTAATTAG 120 
AGAGCIAAGG TACACAOO0C TAATQCITIC AGCATICITC TOCTACCACT CTAATIAAAG 
AGTIMTAIA TTAAT3ATAT AATATCTAGA TATICAGITT TCAACIGAAG ATOXATCTCC 
CTAAAACATA TOITITACCA ATTAAACIAT ATOCACTAAC TTTIATIATA TAATTIAATA 300 
ATTAAGAATA TITIAAGATT GAATEftGAGG AGTATIAAAT GAATCAATAA GBGGIGGTCA 
ATTTAATATA AACICAATAG ATCATCATIT AGTACTATIC ATEAA3AAAA TOTEATITCA 
TTCAATAAAA TCAGGTAGTT TIATATAATT AATAGATTTA ITATIAACIT TATTAGITAA 
ACCATTTATT AAITCATCAT AAATAATATA AAGGAATAAC ATTAATCftTA TAATAGTEAT 
TATAGAAOCA AATGAAGATA CTAAATTICA AOCTAQGAAT AGATCAGGAT AATCAGGAAT 
TCTICTIOCT ATAOCATTAA TAOCTAAGAA AT3CATAGGG AAGAAAATAA TATEAAGACC 



180 
240 
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TAAGAAAATT AATCAGAATT GAATICTGAT AATTTT 
45 696 

(2) INFORMATION FOR SBQ ID NO: 780 : 



(i) SEQUENCE CHARACTERISTICS: 

(A) LE2S3Gra : 722 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genonic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1501UP 



(xi) SE&JENCE DESCRIPTION: SEQ ID NO: 780: 

GATCAAATAA AAATAGAAAT TAGCTEAATG CTAGAQCATT UbTITIiA CftC ACGAATAATT 60 

1GAGITOGAT TCTCAAATTT CTAAATAATA ATEAACAATA AITEAAATIT Q3CTAAAAAT 120 

TAATAAATAT TAAOGTATAT AATAAITATA TACTTTAIAA AATEACTCAA TCTTATTAAT 180 

AAATTTATTT CTTATCATTA ATAATCA3CT AOCIACICCA TATAATATAT ATTITCAAGA 240 

TTCACEACEA OCTCATCAAG AAQCTATTTT AGAATTACAT GATAATATIA TATICTAIAT 300 

GTEACITCriT TTAGGTITAG TTICTP3AAT AATAATTATT ATEATEAAAG ATTATAAAAA 360 

TAATOCTATT CTTTATAAAT ATATTAAACA TOCTCAAATA ATTGAAATTA TTIGAACTAT 420 

TTIAOCAGCT ATTATITTAT TAATAATTOC ATITOCATCA TTEATITEAT TATATTTATC 480 

TCATGAAGTT ATTICAQCAG CTATAACTAT TAAAGT3MT GCTTTTACAAT GATATTOAAA 540 

ATATCAATAC TCAGATITTA TTAATCATAA TQGTCAAACT ATTCAATATC AATCTTA3AT 600 

AATICCTGAA GAATTATTAG AAGAAGG7ICA A2TAAGAATC TTAGATACTC ATACTAGEAT 660 

TCTIA3T00G GTIGATftCIC ATGTAAGATT TATICTTftCA (XTCIAGATC TEftTICATOA 720 

45 TT 722 

(2) INFORMATION FOR SEQ ID NO: 781: 

50 (i) SEQUENCE CHARACTERISTICS: 

(A) LEXsKTIH: 710 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 
55 (D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: EMA (gencmic) 



5 


(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1502RP 




10 


(xi) SEQUENCE DESCRIPTION- <?Pn -m -70-1 
^ i * A - ivLr i j.uiM . ocjy 1 1 1 NO: Vol: 




15 


GATO3CTOCC AAOCCCTOCT TCMCirrAT ar^r-am-ov^ rTTTTO „ 

^ iUI ^^ T ACTCATCTCG TITITCAGGT 


60 




GTTGAATAOG GACTTCTCGA. AAAncaAnz^ amA*/-T*~** m ~ 

^ AftAfJGAACftC ATAAGAGAAT GACQOCACGA TCAGCTACAG 


120 


20 


TCACCAAAAA CAGAGACAAG CICIOOQQCA ACAGQCTCTTA 


180 




TOGOQQCA3C AOCGAOOQK^A Aai^aTrrr^ 

«^hij^*a AAGCATOOQG GCTAACCIOS AACAIAAACG CTTXATACCC 


240 


25 


ATATAOCTCC AQCnTPTrr paAm^>rrm ^v-™.^, 

^**««ZPCT CAAGOGAOCT O0O3AACAO3 O30GTO3CAT TEAOCATCTC 


300 




WUiLroCT «XMl»lUJL GOOCATCITC Q30GACAGaG ATOCTOGC&3 


360 


30 


CALjUJIUUCA. TACACATa*Trp (Taj^Mirm. ,-, .... 

v~u». i^-flCflXAOT G3AAGAAGEA CERGTO3CAA AACTO3AGCA CTAAATCCAT 


420 




GXjIOJGAGAA CT5^ r ^AT , Zl/*lI^.l^ , »TiAr>^7v/-»*n-»i« _ 

«^AA UJCTATAGAC TAGSAGAAAC AATITEAGCT CTAQGTTOCC TQCCTICTAG 


480 


35 


03K3ATAACA GA1LL1U:1A CAGCIACTAA AGOXMCIG COGOICICCT CIGQCTTITTT 


540 




OCACTTTTAT ATOGTCCATC O^AC^A CCEAACGTAC O^dCIAT AQ3ACQCEAA 


600 


40 


AAAATCAAGT TAGGAATQCA CTATACGAAT CZ^T^ AOGAAOGAAT CXXTTTITQGA 


660 




AOGAOGATAT CAOC3TCAACX3 AAQCOQCAAC GITCQQOT3C OC3C3QOGCCTA 


710 


45 


(2) INFORMATION FOR SEQ ID NO: 782: 




50 


(i) SEQUENCE CHARACTERISTICS: 

(A) LEKCOH: 692 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 





(ii) MOLECULE TYPE: UNA (gencmic ) 
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<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1502UP 



(Xi) SEQUENCE DE9CRIFTICN: SEQ ID NO: 782 : 

GATCAAAAAX A1TOGAOQCA TTIX3CCQC7TC TTTPGTGTPC TrOQQtTTCAT TATOGAGATC 60 

GCCAATTIAC ATCX3CTATTT TOQOCTEACT CAIAAGACTA TACM3TQOCA ATl'l lUJlU A 120 

ATTGAGGOCT ATAAACATCT GCTATCTCTT ATCTTCAGTTT CTCICIQOQG ATTCOTCAT 180 
CACTOQGATT OCATTCAGTr TCAGQCTQOC AGGAGTTOGA ACTAAAAOGT GGITITK3GA 
TCCTCIGAGA TCTCTG7TIGC CATCAAGOQC AAGATAGQCA QSglULTIT TCPAIGAATA 

TO09GITCAG GATOICTCAC TCCAGGITGG AAACCTAEAT TATO3T9CAA TATATATTAA 360 

TCATAAGAGC TTICICTGAC TAACAGCAGT AACTCTTAAT TCAACTATTT CTE AmOCA 420 

ATCTICAIAC AGTA3K7TCAC OCTCITCIAX TATAGATTIC GITTACGAAT TOGATOCT3C 480 

mosiascr gogaggtcag aagatogata taataatata tauateatea aattatocta 540 

GGTAGQ3AAT TOCTATTTGT GICTAGTACT OGATOCCITA TCTACAACIT CTAGITOCAA 600 
CACATOATAT GCICT33A0C AAAAOQCTAC GGOCTIATIG AITnAITCA AG3ICAAGAT 660 
CATATATEAG OGTCAATATCT GTOGAGGTTC CT 
(2) INFORMATION FOR SBQ ID NO: 783: 

(i) SEQUENCE CHARACTERISITCS : 

(A) LENGIH: 716 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TOPE; ENA (gencmic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1503FP 



692 
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10 



(xi) SEQUENCE DESCRIPTION: SEQ XD NO: 783: 
GATCTTQGTA TACATCTOGC AAAGCTCCIC CAAAATCTTT TCGIUIOCAT CATCAGAGQC 60 
TOCTACAQCT TTIGAGCOGA TAGAATK3GA AATACCA3TC GAGA3TOCTA TTACTAGGAA 120 
GACAATATAA CTACCATCTC TOSATOQ3QC AGAGQCTITA TCAAGAAQGT CCA3CAGC7IT 180 
75 GITCITCGAT ACAGCACTCT CATTCAATAA TAATOCCTQC TCACCACTOG GCAAAAATTC; 

AGAAACATIG AGCAGTITCAG AGACT3AC7TT CGACICAAAG TTTTOOGTCA TlUIl'llTAA 
20 CAAGACAAAA ACAAOTICCT TCX7TC3CTCTC ATCAACATCA TAAGCCTCGA AAACCTCGAG 

CAAAAEAGTEA ITCTOCTOGA raOOTCAA AAATAOCICT AGAATIAATC CCITCCICCA 420 
25 CAATAAAGTC TCAGATTTAG GftGACAGACT. GTOGAITAAT AATGAXAAAA TAACTTCCAA 480 

TTOCAATIOC AGCAATCTCA AATACIGAAC CTTTATGAGA AGTOEAATAC ATCTOGOQCT 540 
50 AOGAAOCACA ATTOCAAAAT TTTK33ATCA GGAAATCTAC CTCAAIAGCA GQQGCACCGC 600 

CITTCTTOGC AACAGAAATA ACAGATCTCG GTCTGTCAAA AATAATAATT CATAGTICAA 660 
TAAAACCACT TCTAGGAGCT CTAATCCATA CTCCICATTT ATOCAA3TOC TATCCA 716 
(2) IOTORMATICN FOR SBQ ID NO: 7 84 : 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTO: 637 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencroic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1503UP 
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<i) SEQUENCE CHARACTERISTICS: 

(A) LQOoOH: 708 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLEXXJLE TYPE: CNA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1504RP 
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(xi) SE&JQ1CE DESCRIPTION: SBQ ID NO: 784 : 

5 GATCPGOGOG CITOGAAGGG AAAGQCX3GQC CCCAATOCXT AGICtAICTT CAAGAGGGOG 60 

AACAGCAGGC OGTCATGGCA TTCAATAAGC GAATO3GCAC TOGAGGCTTG GCACATCATC 120 

10 TGCTGGATAG CATCATATAC TACACAGACA AGGP3GTOGT GAAGGGGCTT OGAAATITOT 180 

COQOGAGCTT AOCTTCCAAG ACCTCXTOGG QGACAAGOGT CAGOGGTOGT GEAAGGAAAC 240 

GCATTOGICT OGAAGQCGCA AATGATCICT TIGTATACQG CACAAAAGAC CIT3GEATTOG 300 

ATAGTGA3GA AGATATAOQC AGAACCTAAC TACTICTGTC GATATTTCIC ACAOOQOCTG 360 

GOQOQGAAOC GGQQGCATAC ATTCCTTTTA CACAAGAGGG GTIGATOCAT AAAAGGOQCT 420 

TICAAAAGIG GCAAGGGAGA GCItXDGACT GIO Gr T mL ' lT TT3GTO0GGC GACICTAGQC 480 

AATOIGOCAT (XO3IG0G0C ITCTITEAOG OGAGA3DCAG TCTOQCAAGC CIOGCICTAA 540 

CCAGAACACT OGQCTGAAGC OCX30GACAGG TO0CIOGTOG ACCAG3CAGG CAGCCTIGCA 600 

TCTCATAGGC QQGATACTQG GEATCTGCCA AGftGAGG 637 
(2) INP0RMATICN FOR SBQ ID NO:785: 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO:785: 
55 GATCAATTAA TAAATOGTCT AACTAATAAA GTTAAJEAA'EA AA3CTATTAA TEATATAAAA 60 
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<ii) MOLECULE TYPE: DNA (genonic) 
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CTAOCTGMT TIMTCAATC AAATAAXATT TICTTAATCA ATACIACTAA ATCMCATCT 120 

5 ATTCAGTITA TATTAAATIC ADC^DCICTT ATTCATTCAT TTAATACTCC TCTAAITICAA 180 

TCTTAAAATA TTCTTAATTA TTAAATTATA TAATAAAAGT TAGIX3GATAT AGTTEAATTC 240 

70 GTAAAACATA TCTTTTAGQG ACATATATCT TCAGT7ICAAA ACTGAATATC TACATA3WAT 300 

A3CA3TAAIA TAATAACICT TTAATTAGAG TOCTAOCACA ASAATOCTGA AA3CATTAGG 360 

QGrrorcrACc ttagctctct aattaaactt ataaaattat cttaactaat aaaaaiaatt 420 

AATTAAATAA ATAAATAATT AATTAAATTT AAAATCITIA AAAAA&3AAA TAAATAATAT 480 

GTCATATTIA AATAGATCAA AAFITCAACA ATTIOCAriT CATTTftCTAC TACCATCACC 540 

ATG&CCAATT GTIACATCAT TTAGTITA3T AGGITIACTA TEAACTTEAG CTITIACIAT 600 

ACATCGTEATT ATIQGTTAATA TTTATCCCTT ATTATTATCT TTATTACTAG TITTATIACK 660 

AATAACITTA TCATITAGAG ATATICTAGC 1GAACITACT TATTCfiGG 708 
(2) INFORMATION FOR SBQ ID NO: 786: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 711 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 



(vi) ORIGINAL SOURCE: 
45 (A) ORGANISM: PAG1504UP 



SO SEQUENCE DESCRIPTION: SEQ ID MO: 786: 

GATCTTAATT TAAAA1TTTA ATTAACTATT TATAATTTAG AAATATATAA TCTAGAGATA 60 
55 TATAATCTTA AAATCATAQG TAAAAATACA TAAGATAGTA AGAATCAAAA TTACTAAAAT 120 
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AAATAGAAAA OCATAAGTTA ATIGATTCAT AAAGAAAAAT GGAATTATTT GT9QCAICIT 180 

5 AAIT1T1ATT ATTTAATTGA TTATTATCTA. TTTAACATAA AACATTTEAA AATCTEAIAA 240 

AATAAATAAG AAATTACTTA TAGAA2ATTT ATEAAATAGT ATTTAATTTA ATTTTAATAT 300 

70 TAAATATAOC A3TTTTATTA ATAAATAGAT TATIAAG'l'lT ATTAATATEA AGTGATA3M' 360 

AATTTAATTT ATATAAATEA 'lTl'AATTTAC TICATTGATA TATATAATTA TEAAATOEAC 420 

CTTTCATAAT ATTTATITIT ATIAGICTAG TAATATTICT ATTTAATAGT CEAOOCTTIA 480 

ATIGGATATT ACTAOCTACT AAATATTIAC CTAATAAIAT ATTATTAAGA ATACITAAAT 540 

CTAATAATTT ATTAICIAAA CTATATAAAT TAATIAAATC TITITTATIA TTATCTAAAT 600 

TAITATTAAT TAGTAAATEA TAITTATITA TTTTAATTAA CATAAT1T1T GATAAIAATA 660 

TACATTATIA AATOGTAATT TATTAATAAT TATCTTTAAT GATTIAATGA T 711 
(2) INFORMATION FOR SBQ ID NO: 787: 



75 



20 



25 



30 



35 



40 



45 



(i) SEQUENCE CHARACTERISTICS: 

(A) LEHOIH: 710 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1505RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 787: 

SO GATCATCTTT ATACCATTOG dOCTCTITOC GIGTOCAOCA AGGEAATCAA AAQOGTGTOC 60 

CCOCTOGCTA OQCAGGAAGC ACTAGAACTA GCTGAGIAAA GCAACGGTCA AAGTOGATOC 120 

55 CTGATATATA TAOGAAACCA GAGATACCTT CATCACAAGG AICTK7ITQC TGGTOGQCCA 180 



1047 



EP 0 866 129 A2 

ATOGTCAOQG CGTC7IGGCTA OGATAGTACT TACTTCIGAA ACCAGAAGAT TCCAGGITOG 
AGICCTGQOG Q3GAAGTCCT TRU'lTl'mT GTTCOCTCTT GITTCAGCTT TTTGICTEAA 
AAGGAGGAGA AAGATTATTT TOCAGCTCTC TITIGQOQOC AGCTOQCAAA AGCGAACTCT 
TGATIGACAA GCTTTTAACC TCTTATTAAC CAOCAGCAAC CICTOGAA3T TATCATCTCT 
OCATCAMTA AGGATATIGC TOOOCTAATT GflTCftCTTOC TAACTAGGFC C3QCTAAAACT 
GEAGGAGAGG ATTAOGAAGA TIDOCTICAAA GTOGCAATTG A3TCIATCAC TCAAQCTITC 
GAACTTOGAC CAGGOGAAGC TCACACATTA GITTCCGAAA AGTOIGQCQG AAGAAGCCIC 
TCTCAGFIGC TCAOCACTOG CATO3CTCAC AOCTCAGATC CAGQCGAACC GAAGCTAGCC 
GOOGAAGAGT TGAAGAAGGA AGCTGAGQCC TIGAAACIGG AA3CTAACAG 
(2) INFCKMATICfftf FXK SBQ ID 100:788: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGIH: 715 base paixs 

(B) TYPE: nucleic acid 

(C) SITIANEEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1505UP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 788: 
GATCAAGC7TG GACAAAAACT TCCCTAACTA TCIGAACCTA CIGGAAATOG 
OGIQGAGCTT AACATCTATG AAGATCTCIG QCGAAAGCTC GITCAATTAA 
TGAGOCTGAT AGAGITOCAG GATATTATAT TACGA3GTCT ATCTCACIGA 
CACCAGTATA TATCCTGAGG AGTIGGATAA GTTTAATCTA TCTOCTGTCA 



TTCAGGQGEA 
A3GQGAAAAA 
AOCAGCTITC 
CCGAGATAGA 
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AAAGAGQGTC GTOCAAGOCA CIGACTGTIT CIOGAAACTA ACATEAACAA ATfiGCCATCA 
TGAAAAQOOG OQCAXACTGA TATCAACCTT TCAAAAATIG ACAACGAAAA CTTCTCAAGC 
TACTTK3GAT CCAATCATTC5 AQQCAGAIAC CTEACIQQGT TIGATOGTTC TICTAGTITC 
TO30QCACAA GTTAAAAACT TGAAGAGICA ICTftGATIAT CITAGAGAAT TIQCGCAGAA 
TIOGGATCAC GTAAAGTTIG G3CTOCTIQG GTA3TCX3CTA TOSAOQCTCG AAGOGGTOGT 
CGGATATTIC GATATTGGCG QCAQCTCAAT TAAACTTGAA AGATIGATCA CACCATCICC 
AAGGAATAAG ATCTTCTOGA ACTIGATAGA QCAAGGAATT OCAAIAAATT TAAAGGAACA 
TGAAGAACTC CICATATOGC GCACIDOGTC CIGIGAATCA ' I ' lTlUlLTl ' l ' ATOTT 
(2) INFX5RMATTCN FOR SBQ ID NO: 789: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 720 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECMESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1506RP 

(xi) SEQUENCE DESCRIPTION SEQ ID NO: 789: 
GATCTACOGG TIH3CTATOC OOCTTTGAAA ATAAATTCTT TGTCTTTIGC ATOCAACTAA 
AATOQGATCA AGATQCAAQG GATCTTATTT TTAAGTATCT OCA3CTTITC GAGCTITCIT 
CPCPGGCTGT AACATTAACA AG3ICAAAAA CICTACAGCT TAIAGAAAGG CTTTGTCACA 
GAAAATTAGC CTATAOGAAG TOQGATGAGT CTATTTTCAG CAGCATTAGT GAIEATICCGA 
TTGAT3GACA TGACTTGTCA AOCX3CTGAAA CATCTIOOGA AGW3Cft3COG AAATCTCAAT 
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10 



15 



20 



GCTATTTGAG GAGAAAATAT ACAGCCTAAA CA00GAO3CT OCTEATATOA 360 

CTCACGATGA OCACTTCATC CAATTICT3G CTCCTCAAAT TCAATIGAGC ACTAAQGAAT 420 

OQOOOQGAAC GTPSICTGCIT GTTACT300C CTTQGATCAA ACTCAAAATT ATAGACITQG 480 

ATICAAATAC TIOQGACAAT GAGTAIWATG AAAATGTCTT TATCACGAGG TACACTQCAG 540 

CATIGATICA AGCAAATCTA TTTAIdTCC AAGAAAGTGA CTATAAACTC TTIGAGAACT 600 

CATICTTTAA TOOCAAAQQC TAOGCTGCTA AAAGTACAGA AAATTGQCAA CCTIGQCTAG 660 

GACIGGAACT ATCTTTTGAA CXX3GAGOCCT TOCAAACTAA TAOGGTIATT AAAGAATTTC 720 

(2) INFORMATION FOR SBQ H) NO: 790: 

25 (i) SEQUENCE CHARACTERISTICS: 

(A) LETC7IH: 713 base pairs 

(B) TYPE: nucleic acid 

(C) SraANDECNESS: single 
30 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencndc) 

35 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1506UP 

40 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 790: 
GATCTOCOCA TAAGCTCAAC ATITTOGATA TAAGATATIT QCGTTOOOQQC OCAAAACAOG 60 
A03GTOGGTC CCAAACTCAA TOQOOCATTT QCAACAAAOS GCAAATCATC ATICCATCTG 120 
TOCCTCTOGT CAATCAOQGA ACTTAACAGT ACTTGADQCT TTGTCACTP3 GACTAGATAG 180 
TPoITGGTAA OGAAGTAGTA TATOGTOQOG OCAGCCAACT CGCTAAGGAT GOCATCAACT 240 
55 TOGTOGCATT CCATGTCTIC TT03GAAGAA AAATAAACTA CAAAOQOCCT QGTEATQGTC 300 



45 



50 
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GOOOCATCAG AAOCAATAAC CAAATAAOCT TTAT&QOCTC TATCATCGOC ACAAftSICTT 360 

GIATACACTT CTIOQGCAAC 0QCA3OCAC?T (XTATQCTOC ATATOCTCTT AAAACQCAQG 420 

AATTCTOGCA GGTACAATAT GTTTTIAAAA TOQQCTACAT GACCATEftGT TCAIATCTTA 480 

GACAQCA09G ATCATCAGCA AGAACATAAC IITIUL ' ILHA TTOTADCTCA AATOQCAOGA 540 

G1T1TATCX3C GGAAAGAGAT CAGCICTTCC QCCTAT3CAA AGCK3CTATC LT l UjlUXUr 600 

CTICTAAGAA TATTIGACAT AGACTQCACA TAGQCTCTGT CATOGftQGftT TOCAATOCCA 660 

AGAGAGATCT AGOGTITATCT CAAATACCTT COW^ACTTA TAATCTCTAA TIT 713 
(2) IKP0RMA3TCN FOR SBQ ID N0:791: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 707 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1507RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 791: 

GCTOCAADGA TQQCAQCATT GCTOCIAAOG OQ3CIGAAAT ATATCTQQGA 60 

CTCATOQCTC ACTTTAGOGT 0QG0G3Q0CA GACAOGTOCA ATOOQOOOGA QOQCICTCTG 120 

CIQOQGATCC AOCTOSAAGG ATOGQQGTOC CAGAT3GTTC TAGACG3GAT CCATATCCCG 180 

AACGCTATCA ATTOoAGTTGC AGAT39CT0G CAATTCTATC TGACTGACTC GCTAGCATTT 240 

ACCATATQQG OCTGOCOGGT AGTOGAOTST AGCCCACAAC TCCTCAAGAG AACCCCATTC 300 

55 TACICTACCA AAAATACTOG CAATCACTCA CACACITOGC OGSAAOOQGA T3GTOGATTT 360 



o»ierw»m. <cd ftocciooAO i „ 
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GTOGACB3CT TIACIX3QQCA CACTITCGTC GCXXSTOIGST CCACIOC3CAA ACHCCGAGAA 
CTOGACAADG CftGQCAGACT ATTCGCTGCA TAIACACTAC CGACX9CCACG ACTCAGCAGC 
TCTTCTOOQG GCCCOGCA3G OGAACTOCIC CTCT0CAO3G (XCACGCAGG CGATTICAftG 
ACTQQOQCAC ACTCTGACGG (XTTOOGAQQC AQCATTTICA GAGIQCTAAT CCO3GQC0GC 
OG0GITAT0C CAAGOOGCAT CQCCGOGTCT TOCQGAAQCA TQCTTTAAAT AATAT3TTACT 
TCTACACOCT CTOGTCCCCT CTACQ3CCCA QCICATIGAT QQQCCGT 
(2) INFTORMATICN PGR SBQ ID NO: 792: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGtfH: 570 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE; 

(A) ORGANISM: PAG1507UP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 792: 
GATOCTAOCA GPATAATACT GGGAA1TCAC GCOOGCAOCC AAQQQCTCGT AATCATCGTC 
CTGATAATTA 7CHOCATAGC CATCCATWAT GGAATEftGCA TCAQCTATTT QCTEAOQGIG 
TTSAOGftGOG ACIGTTAATC TCCATAGAGA ATICICCICA ATAATTCCIG AGACWGTCCT 

crrirrTAAA atcgoctttg Q00CX33GAOS ttcagqqqqg ocagigctac caccagacit 

CTICTTOGAA AOOTQCTTOG AATTTTOG7IC ATOQGAAOCA TAGACAAGCT CITCCATATC 
G3CTA0QQCA TTOaSTTCTCA ATCICTGftGC GTP3AOOQCTA TCACCTAATA TAGQCCCATA 
CAGCCAT3TC AOGTOOGAGT CCTP3GACCA GTTTGACAACC TCTOQQCICA CQC7IGQCTAG 
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ATTATTCQGG GCTITOQOOC AOTOl'IUA aGATOOGITC TOGAG00Q0G CCQCCTICAC 

GAQGTOCTOC TCTXXCTTCT GICTCTTCTT CAGGATCATC TACITCCAGG ACTCAGAGAT 

GTCTCACTCA GOCCAGPOCT GOGAAAGCTA 

(2) INFORMATION FOR SBQ ID NO: 793 : 

(i) SEQUENCE CHARACTERISTICS: 

<A) LENGTIH: 692 base pairs 

(B) TYPE: nucleic acid 

(C) STRANPETMESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1508RP 

(xi) SEQUEJSCE DESCRIPTION: SBQ ID NO: 793 : 
GATCCACAGG CAAAATTEAT GCATATAGCT TOCTTATATT TATG03GTOG ATTCTAIATG 
TOGCA03CTA AATACTAATA GOQQGOQSEA AAAAGTACTC CICGGCAAAC TOQCTAAOGG 
CAAQGTO3GA ATTATAGAAA CQGGACTCAG AAAAACTAAT OCAGAGTEAAT TAAGGGACIC 
QGAAAGOQGA <XXXJG1TLTT AOCGAAAACC TCAAOGGAAG TATATCAAAA AAITTATOCT 
GCAGATTATA CCCATOOCTC TTTTATCCAA QGTCAGOOCAA ATATATACTA CAGGAAATCA 
GTGACTTTIC ACTTOGAGAG CCCAAATAAC AATAA3TTEA GEAAAATTTT AGCATTOCTG 
CTACTOCAAC TITCCAATGA ACACTTCTGA AAGOGTAAAT A2AXAGCTAT GCGGTTTOCC 
TCCCAGQCTC TAACTACAAA TOXAOCITA TOICTGTTAT TCAGGAAA3G CAOQGGAATA 
GTTGAATCAA OGAAATAGQG TTAATTTOCA ACOGCCTTQT AOGTICTATAA AACCCACCCC 
CCTCOGAAAA AGATGACTAT OGITATAAAC TAAAAAACAT CATCAAAAAA GAACTAftGTT 
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55 



692 



ACIGAAAAGfc AAAIOGTTIA CXXTPCTAQCA GTCAATITCA GCAACCMCC CACA3QQCTA 660 
5 ACCAATTICC GAATCTATGG TTOCMAATA CT 

(2) INFORMATION FOR SBQ XD NO: 794: 

10 (i) SEQUENCE CHARACTERISTICS: 

(A) LEIsGOH: 716 base pairs 

<B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
15 (D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA (genomic) 

20 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1508UP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 794: 

GATOIGGTAA CGACTAAATA AGAATOCTTA CGCAGCAAOG CCGQCCGOCT CIOTQCAGIG 60 

TAGICTCICT CAAGTO03CG TCT03CACTA GITOGSILTI' GCAQCTIQCC ITIGAAOCAG 120 

TQOQQCTOQG TAAGCACOGA GATOQOQGAA ACTOOOQOCT CCGCATATOC AAQCGCCTOT 180 

TCHKXTGCAA QQGOCTOGCT AATATTQCCA CGCGAOOGAG ACGCACGTIT TATCTCQ3CT 240 

ACX^CftGXA GCCOCGOOGC GTCCOGCX3CC AGOOQCTCAT GGAAGKXAC CAOQCCCX3C3C 300 

AGAAO00OCA ATCGAAAGCT OOOCTCCftGG TOOQCCATAC CAGITCCCQG CATAGOCATC 360 

TQOQCTCXXA OGTIDCTCCT3 TOGTTCAGOG TATATCIOQC TCAGCACAGA GCCCX3CQCCT 420 

GCXXX9CAQCT GGAOCTTOTC GITCTCAGQC CAOCTAOOQC CTICCAGCGC TAGCATGTTC 480 

CGCAOCATIA GCiaXOGTC GTOOGTCAGA ATOGACIOOG GGPGGAACTG CACACCCICC 540 

ACOGTCTACT TQ03CT3CQG CAQ3GCCATA ADCADQOCIG TCTOOGTOOG CGCCGIX2ACC 600 

TCCAGCTCOG COQQGAAOGT TCAOQOCAGT CCAGCCAQOG ACT3GTAC0G TCICACTOCC 660 
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ADQQCTOQQG TAOOOCTGGA AGAACOQOGC COGTCGIGAC QCAQCTOOGA U GTl l T 
(2) INPGRMA3TCN FOR SBQ ID NO: 795: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TIH: 716 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECMESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1509RP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 795: 
GATOCAGTIT CICTOGCATT TICIGAACGA TCAGATAIGA GICTA&jTIG GCTAGA3TAC 
TATATAGOCA GTIT7ITO3CT OGAOQGGOCA AAACCGAGAC OOGITOCTIC CITIGACAAG 
AAGAATAATC GCCATCTACT TTGITIGAAT TCTTEAAAOC GTCTAACTCT TOCAGTAOOG 

TTTTIGGEAC tactatooga tagckteatt ttoqqqcaag cactogpact tcttcamga 

TATOCAGATG TGATAACACA TAATTAGTAT CAAOGAOCAG TOCAATATTA TQCAAGICTT 
QCOGCACTIC AACCTOCQQC TGAATTACTT TTGOGAAAGT CICTT0QO0C GGAATATOGA 
CICICTICTC AGGAATAGTC TIAATOITCT TAATTTCATC GCTOIGATAT TOGICTATAT 
OCATCATOGC TICAGCTTCG TCTICOCTTA TAATITCIQC TTCAACCAAT GCATCCAATT 
CTOCAATGCT ATATTTCTTA TTAGftGTOCT TAGGGITOCA AGTATOOQQC GAGCTEAT3G 
TATQOGICIT ATTCT3AT3C CTACGCITOC TCTTCCTCOC ATOGTTOOCTA GACATCTCCT 
GTCTAGCTTG GTQCATAGAC TCTATATCAT TOGACIOCAT QGGAACTAGT GQCAOGTITA 
AAAGACATTA ATTAGGTAIC ACCPCCATTA ADCTAOCTTT GATATTTATT ATAT3A 
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(2) INFORMATION FOR SEQ ID NO: 796: 



5 



(i) 



SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 590 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDETNESS : single 

(D) TOPOLOGY: linear 



10 



(ii) 



MOLECULE TYPE: ENA (genoidc) 



75 



(vi) 



ORIGINAL SOURCE: 
(A) ORGANISM: PAG1509UP 



20 



(Xi) SEQUENCE DESCRIPTION: SEQ JD NO: 796: 
GATCTOGAGT TTCATGAOGA GTTQCATOGAA GATCIUTITC TAAATOCAAC TAAGSTCQCT 



AAQGTCAGIG AGGK3CAG7IC CTITATCACT CTAAAATIOC CCTCTICCTT TOATCATCAG 
ATACTOGAGT CATOGATOOC AACTACAAGT CACTATCAAG ACTTAACAAC TCAAGACCTA 
CTK3GTOGAT TOGT0GAT3C TATOGAT3AT AGGOGOGACC AAGAAGAOGA TATCGATTOG 
C^ACAAOOOC TGGATGTACT TOCTITCATC GQCIGQGACA GTCCAGTTIC CAACTIGCCG 
OGGATTAOGG GQGTTGCTCG TTOGGAQGAT GCAGAOGAAT GGGATCITOG ACAGAGCAGT 
ATTACTOCTA ACAAACTAGA AATOCATTOG GTTCCAGACGC CTACCACACA 
GK3CTAGAAG AAGAACAATC GOCTTTCATC AT3CTOCAGA AGCGCAGACT AGCCAGGAAT 
Q33TCAAGAA CATTAQCCAC AGCTACAATC AACCATCACC AGGAACK3CA ACTAGAAGIG 
CCAGATAGAG AAQOQQCTIC GCTTOOCATT GAACACGAGC AAGCCACCIC 
(2) INFORMATION FOR SEQ ID NO: 797: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 723 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEOSESS: single 



60 
120 
180 
240 
300 
360 
420 
480 
540 
590 
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(D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1510UP 

(xi) SEQUENCE DE9CRIFT1CN: SEQ ID NO: 797: 

GATCAGAATT G3AAGQGATC TTIGOOGGAA GAAGTIOGTC ATATOGAGGA QOOCACTATA 60 

CCOGICATIG GCCQGAAGTT TTICAAGIAC GAATCTOCTA TAAAQCACTT QCTTACXXXXX 120 

AAOGOCACEA TAAAOGACCC CATTOCTCAG OCAACTGftGS GAGOQCTCAA TOC7TOCAOCA 180 

TIGGTTOQOG CCGTTTATCT ACGCCCAAAA ATTAAAAW33 AOGACTIMG TXS^ATATTOC 240 

AOCTOCGATG A3TCTO0CAG CTACATEATC AQ30CTOCTG ADQCGCCIGA QGTCGGrTAGA 300 

ATOGACCCAG AAADQGGAAC CATCATTAOC AA1TOCCAGA OOQOCAGTOT ACTAOOGAAA 360 

ATCAATATCT CTACAOCACG TCTGTOGTCT TIGAAGQQCA AOQGTAGCTA CTOGAAXTIG 420 

ATAGQCOGIT COGCTAGOCC AATTAACATG ACCAGGTOCA COCAAIACTT OQCACCAGIT 480 

CCTAAOOGCG ATCTCAGAAA TCTGCCAATC GTGCAACAAA TACOGAATAG CACTATCCCA 540 

TCTOCQCAGT OGTCTOCAAA AGQOQQCATA CAGQ33SAOC ATOGGOGGIT CAATTAACGG 600 

TACTAOOOCT GCATACCAAC OOOCTIDCAT TATTAATAAC CTAGOCQQQC AGGCTAAGAC 660 

AAACAATAOC GTICTTQGAA ATATCTTOGT OGATAOQCOC GGTGOCTAOG TPCTTGCTATA 720 



1CT 



(2) INPOPMAnCN PGR SBQ ID NO: 798: 



723 



(i) SEQUENCE CHARACTERISTICS: 

(A) LHvJGIH: 693 base pairs 

(B) TYPE: nucleic acid 
55 <C) strandecmess: single 
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(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genordc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1510UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 798' 

GATOQCOGCT ACTCITCTAC GAOCAOGOGC GQQGGCIGAA CCIQGCGATC QQGTTTCAAGC 60 
20 TGG^GGAOOC QCACQOGOQG GGGAAOGAGC GQOQCTACIG OCTOCTSCTT ACQGTOGACC 120 

TOOGAGAACG (XOGOTOGCA ATQGAGATOG TC7KX3CftGCA CTOGAAGTIC ATCIOQQGOG 180 
25 OGITOGAAAA CATGATCGAG TACMCAAGC AGCAGOQGOG CGOQ3AGCIG CIGOTGGIGA 240 

TGCAGCAGOG CXMGK3CAG GGC^TOGA ACTmOGTIC CATOGICftGC GGCACCIATC 300 
3q TOOGOGGGAA CAAOCTGAAG ATAOOGAAGA ACATCAQGGA GCIGACCAAC GATAGACIGC 360 

TGTTOOTCAG GATACACAAG TOGAATOCAT TTATACT3GA TAGACTOGGA GQGCAGCTOG 420 
35 ACIGAAOOCT TOG3Q0GGTC GCTGCX30GGC AACfiGITOGA AGATftGAAGA CAGAAACGCC 

OQGGAAGOOG AGGOOGGAGG TOG3AGGOGT TACATAACTT AOOTCTEAA COCKSSOSG 
4Q TVCGCCVGTA CATCAAGITC AGACX3TEAAG GTIGAAO30G GCATCGGIGA ICTOTTOGCT 600 

GAAGQGQGOC AATOCAGATT TGAOCTOCTT GITCATCAAC TICICCAOCT 
45 CCTGOOCACA AAOGIGGAQG GGTOCAGCAG GGA 

(2) INFORMATION FOR SEQ ID NO: 799 : 

SO (i) SEQUENCE CHARACTERISTICS: 

(A) LENjIH: 676 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
55 (D) TOPOLOGY: linear 



480 
540 



660 
693 
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(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: EAG1511RP 



(x±) SEQUENCE DESCRIFTICN: SEQ ID NO: 799: 

GATOGAOCAG CTOGTGATOG ATAGQOQGCT GGTOCCGCTC GQQOQCmCG TOCOQQGOCC 60 

OGATTTTO3G CK?TTGTCGT GQGTCMGTC GACQCTOCAC AAGCTQCTOG AOCIGIOGTC 120 

GAQGAGOOQG GTOOQGSAGA AQGGAQGGTA CCTOOGGAAC TOOQCATAOG TCAACATOGA 180 

OTK3CTOQOG QOGOGQCAOG GOQOQCTQGA G3G3Q0QCTG GAAGAAAAGG TOCT3Q000G 240 

GGCGAOGCGA TATACQGAQC TIOICTTCTC Q0G3GAGGAG TICTAOQQOG TOGTOOGGGA 300 

GAGCCTAOQG GGAOQOQQQG ACTAOGATGT GGTK3CT3XX3 GAOTTOGACA AGCACCOCAA 360 

GGOGATTCTA GTGGAOGGAG AOGTK?IGAA GGTOGIGATC OOQQCGGOOC QCGOGCTOCT 420 

QCAGCOCTTC Q3a0CTGA0C GOGTCACOGC AAAOGACOQC CACATOQCAG ACTTCAAGQG 480 

CTOQCTOOGA TIX33TOGAGC GQCAQGTOCA AGOGATGCAC G9GCAOGTOG AAGAGACAAC 540 

COQQQOQCTC OGTK9GOGCC GTFOOOQQOQG OO300QCAOC OGATOIGCAG OGQCGGTEADC 600 

TOOQGATGAA CAACTOGCGC AGGCCAGCCT GTCTOGOC30G CTCAACCACT TTACGAACCT 660 
AATOGAGATC AAGGAC 

(2) INFORMATION FOR SEQ ID NO: 800: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LHSJGIH: 722 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genccnic) 



676 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1511UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 800: 
GATCTTOOCC CAOQQOOOGT OQCTCAAGIT OOOOCOGTOC GCCACAAACE CCCGGAACAT 
GCOCTCATOC AOGCTQQQCT OCXTTCCACGG OTICTCOOCA GICAGCAGCA CAAACACAAG 
CACTCCCX3CA GACCAGATCT OOQOOGToIC 03CGTOGTAC 0X0301030 CCACCACCTC 
OGQOGOCAGG TAOGQCAGOG TCQOOOQOOG 0103000000 A30OQ00Q0G TCC0GKX3CG 240 
OO30O0GAAC OQOCTOQOCA QOOOGAAGIC O30CAOCTIC AGGITOOCOG GCCOaiCCAG 300 
CAGCA3CTIT 1O0QQCTIGA TC7IO003GIG OQOCAOQOOG CAOQCTTCCT OCAQOIGICT 360 
CAQOQOOOGC AOCAGCTOCT QCTAGTAGAA OGCGOCAOCT CXDGftGTCCftC CCCCAOGICC 420 
50 GQCTCC3ATCT TCTOGAAGAG GTOOOOOCOG TCOGCCAGCT OOATCQCGAT CCATAQOIAC 480 

TCAOGTCACA CATIQCACTC CAGCACOCIC AOCACATCTC GG?ItXXXX30G CACCGOCTCT 540 
35 GCAGCACACC TOQQQOCTCA GATOCTOGTC CGTCATCCCT OQOQCTITOC AGOQCICGAA 600 

GTOCAOGAAC TTC^CAGCCA CTATOCTCTC CX3GGICIGCG OSCAACGAAG 03GTTTTGAA 660 
40 GAAOQCAAOG 1X3CCCTCCXX: AATOOICTOC OGAAGCICIA ATTOCTTAAT CTCOGQGAAG 720 

CA 

45 (2) INFORMATION FOR SEQ ID NO: 801: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENOIH: 722 base pairs 
so (B) TYPE: nucleic acid 

(C) STRANDECKESS : single 
(D> TOPOLOGY: linear 



60 
120 
180 



722 



55 (ii) MOLECULE TYPE: ENA (gencmic) 
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(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1512RP 



10 



IS 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 801: 

GATCTPGACT QGAMGATGA QGAGCAAACC OOOGACMOG GAGAAACIGC TATTK3CETC 60 

TCTACACQQG QCTCTACTO3 CATOCAAGTT TW3CTATADC TOCACTATTA CTAGATATCT 120 

AAT3CCIACC ATAToTBGTC ATGACACTGA CA3TCAG0CT TTAAOCACIT C&3CTTATTA 180 

AAAGATTCCA GACATACAGA AAAAATOOGG TGTTTAAAAGT TATACATATA CAOCATTITA 240 

CCTAIAIAQG TCTAGAOG^G TAGAGCTACT AAGCA3CCCA AGAAACACTA CCATATTCAT 300 

AAT33CGAGC CTAAGGACTT TOGATGOGTTT OOGTATOK3C OGAGQC3ITAT AGK3CACACA 360 

OGATQCAGIA CTAACAGTOG TAGCAAAAAC CGACCAGCAG CACCTTOOGIC QGTCATCTCG 420 

0Q33QQCATT ATCICCATAA TGATCTACCT GITCCTOCTC TTEATCG03T GQQGGGAATT 480 

TGGCAGCTAC TITO3QQQCT ATTIGGACGA ACAGTTACATC AT0GAOOO0G AACK303QCA 540 

GACAAD3CAG ATTAACATOG AOGTGATGCT QCAAATQCOG TOCAAATACC TCGAOGTCAA 600 

GGCAACTGAT ATTAOCAGGG ACATTAAOGA CGICTOGAAA AGACIGGTIOT TCAAGAATAT 660 

OOCTTICITC GTACQGTACG GCACCACATT TGACICTGTr AATGAQQCTC OQCAOCCCX3G 720 

^ 722 
(2) INFORMATION FOR SEQ ID NO: 802: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEM3IH: 679 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

55 <ii) MOLECULE TYPE: ENA (genomic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1512UP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 802: 

CMOGAATGG CATCCCATIC ATCOGATCAG GACGCIATCT TAAAEAAATA TTAICTAIAT 60 

ACICTAAATA CTATATOGIT TCATCCCT3T TACCCQ3AXT TAGAGATOOG CbTlU'lUJIC 120 

TCCAAGCTTT AACICGICTG GCTGAOGATT CTACATAACG IOTATIGACC AGGCTCAGCA 180 

GTAAOGTTAG CAACITOGAC ACCAGTTATC AGTAOOGATT TCGAC2GAAT TTATTATAAC 240 

CAGICAAAGG TGAGOGCTOG CTTCOSITIG GQOGAAGGTC GOCTQQGATO GAAGQCTTCC 300 

GOCACTOGOG GGTCG3CTGC CATCCAAAAC AAOGAACCAA TICTCTIGAC TOCQGAOGAA 360 

CT3GCTIO0G T3CAATOGAG TAGAQQGIQC 03TO3CTACG AACTAAAGAT TAACAOGAAG 420 

AACAAQGGOG TOCTGCAGTT QGAO^'iTlC TCQCAGGAAG ATTICACATT GTTAAAGAAC 480 

GATCTCCAGC GCAGATICAA OGTOCAGTIG GAACACAAGG ADCACIOSCT TCQQGGATOG 540 

AA1TO0QGTA CTAOOC3ATCT GACAAGAAAC GAGCTCAJCT TCTOCCTAAA CQGGAAACCA 600 

ACTTICGAAA TACCATATTC GCATATCAGT AACAOGAATT TAACATCAAA GAACGAACTT 660 
GOQCTQGAAT TCGACTTOC 
(2) INFORMATION FOR SBQ ID NO: 803: 

(i) SEEKJENCE CHARACTERISTICS: 

(A) LENGTIH: 721 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECMESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1513RP 
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(xi) SBCWEUCE DESCRIPTION: SBQ ID NO: 803: 
GATCAACTGT TQCTCCAGTT GCTOCITOGA CTTOGTTCTC AAITCAAAAG C1T1A ACACC 
QQCCIGAGftT GAGATCTTAG TACICOGCQC AOTTATCAAG CTTOGAATGA CATTQCTOQC 
AAOCTQOGQG GOOQCATCTA CXXCTOGQCT ACTGCTO3CT G3C7EAAOQQG GIMGCGCTC 
CTOIDQCGCA CTTCICTCCC AOQGATITAA GCCTCTAAOS GICAOCTOGA TACCCAAOGA 
AAAGCTOCAT GCCATCATOC CAOGCTATAC AOOGOCTGAC ACATAOCATT ATCATKMT 
TTQCTGTATT TK3CACTAAG AGOCACTOCA AATGAACTOC CiCTlU ' lUlT GAASVTCrTIG 
QCCK3CTCIG GAAAOOSACT CTOCTOCGCT GAG0GH3ICT GTO33AOGAC 

GCAGAATCIT CAGCTATACA ACCCACACAC CTOQGAATGT AOGGATGCAA CAGICAAACA 
CAATTCACAA TCAOCT3ACC TACAGCTGAA ATTAAOGA3T TOQQCftGATC GCAAAGOGftG 
OGCCAAAGQC GCGADGGAAC AOOQGAGOQG GTACACGATC QGIOOGACTT CTTACACTftT 
ATATOGATOG TAACAGTGCA CGCftCAAAAA AAftGIACTAT AOTA3QGICT AOGAGACTIC 
GCTACTTCAT TTACAQOCTA AOCTAAAGAT TAATTATOOC AAG&CAGIGA TCOSftAGGAG 
A 

{2) INFORMATICN FOR SBQ ID NO: 804: 

(i) SEQUENCE CHARACTERISTICS : 

<A) LE3SK7IH: 726 base pairs 

(B) TYPE: nucleic acid 

(C) SERANDEXNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1513UP 



1063 



10 



20 



25 



30 



35 



40 



45 



SO 



55 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 736 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1514RP 
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(XL) SEQUENCE DESCRIPTION: SEQ ID NO: 804: 
GATCTITAAA A3TTOQCAAG AACAQOCAAC ACTCXXX7ICA AAATAAAGAG CAAAQOGCCT 60 
CC^CCTCT ADGAATCAGG TCCGAAAGQC GATCITOCAA TCACGAGCAA GCTEACAAAG 120 
AAAGTTAGAG AGICGCACAG TOCATGTGAC GAO^GCAGC ATAGTICICG GGCTCGCGGC 180 
ACTQCAGCAG AGGGAGOQOC TAGTAACCTG GirCAADOCT CCCIOCTGA TITCAAGAAA 240 
75 CTOGCAGAAT ACACACICTC CACOQCTAOG TOGAAOGACT QCATEAATAA ACGGCTOOQG 300 

TCCAOGAAQG TQCAGGAQGT GAAGCIQQGG OGACTOCAGT T HJIU I'I TIA CA^ACGCIA 360 
CTACTOTGTC TITACATOGC AmTOOGITC TACOGATACT TCCAATACCA CTACAACAGG 420 
CTGOGrTATCA AACTACIGAA TCTOQOCTAC TOC3CXCTCCA ATACCCCGCA GCTCATCAGA 480 
O^GGAOGTGC TAAAGTT3CA GAAQCTOOCT AAGOQGCTOG CAGCGATTIT GQCATACAAG 540 
TCTGAAGGGG AGCT0Q30QG TOGOGTOCAC GGCTTGATAA AOGACC3GAAG CAACCTANTA 
TOCTOGACTG T3TCIQOQQG CATCAAGCAC CICTOXTIT ATCATCATCA OQGQOT3CTC 
AAQQCXAAOG TOCAOCAGIT CO3CCM03C GTCTAOGATA CCTOQCQCGC TACTAOGGCC 720 
CAACAA 

(2) INFX^MATIOSI FOR SEQ ID NO: 805 : 
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(xi) SEQUENCE DESCRIPTION!: SEQ ID NO: 805: 

GATCIQOGTC TATATTF3GA TCIATATOGA CTTCACAdT TOQGAAGCAA TOSAACTCGA 60 

AAGCTQGmG ACCACTCTOC TCIMTCTCG TAGICITICT GAAAGGACGG TAAGAAAATT 120 

AAOCTIGAGC QQOGATftGGG AAGATGCAAC TTTAAATTTC TCTACITOCT TACICAAATA 180 

CTGATAIAAT AATOCAGOCT CAAATAIIGCT CT33AAAACA CCACTTTCGC OGTTQQGAAC 240 

ATTQOCTQQG ATTTCGATAA OCTCA1TGGA GATOG3GAAC AAACTOGAOG TACTAGOCAG 300 

TAACCT3TAG GAAATATACT TTAAAACGTTC Q3CCTCG3GC ACCATCTTGC TCTAGTATOG 360 

GTEAGACAGA TATGOCAA3G GACTATCCTG CTGCTOOGGC OGCTTGQQGA O093QCXX30C 420 

GIATQCAGAG GTIACOQCOG AOOQGOQCIC TGAAAGCOQC TOCACATICT OGAACGftCIC 480 

TOCATAGACA CTAACG3C0C TOGftOGQOGT CATCAQQGAG TTCTOCCXTET GCftGQGTOQC 540 

GTTCGTAAGA TATOCAGACG CX3GTK30GOCT GIUIOQGAAG OQOCT3CTCT OCTGO30CAC 600 

GCTGTTCAGC AOOGTICAGCT ACTTCAGCAC CT3CIOCTIG CEAOOSAAAC TCTQCAGCAC 660 

TTICAOGAAC ATCIU3AACT TCXXDOCACIG CTO03ICK3C TCOQ3CGTCC GCAOCATCTC 720 

OGOOOQGTEAC ATGCIC 736 
(2) INFORMATION FOR SEQ ID NO: 806: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 717 base pairs 

(B) TYPE: nucleic acid 

(C) STOANEEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1514UP 
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(xi) SEQUHSCE DESCRIPTION: SEQ ID NO: 806: 

GATCTQCAOC CXX3TCCAGCA CCACGATOOS GICAQDCTCC CA0CGO?ICA TXXXXACTOT 60 

CCQOGOGAOG CTTTOGAAAA COTCCCGPCC CKXX300GTIC GCAGCCCCIC CCCOGCTCIC 120 

GIQOGIOQQG TOCT0Q30CT OOSXX2AOOG CMOCT0O0C AO^CCCGCT CTAXATTCAC 180 

QQOQGOGQGC TICAGOGTCT CQOQCTIGAT QCCAGGQCIG GT33GTTICT CTCCCACCAC 240 

CTCCAQQCTC TTGATAAACG TOCTCTTAAT CACCTEAAAG CICQCAGTAT GQCCCITOCG 300 

OCC^CATAGT AGOJICAGOG TATOGTITCC OGAATCCTAC GCXHATAICT TOOXTCIQr 360 

TACAOOGflOG AGGAOGITOG TCACXX3QCAC CTIGAATCCA AGGATATCIT OCAACTTCAT 420 

OTK^TICIG CTCACTTCCA AGCXCACACA GCTATCCTOG CX^CCTTAGA ATOCCACGCC 480 

TOCTOOOOCT O^CTOQCTC ACTOCCAATC GTICAGTITC OGGP3TOQGT ATITTITIGA 540 

AGTO30GCTC XAGOGATCAA GTAAGATTIT CTATCTIAITA CTAICTOSCA CAAMOTTAG 600 

TTOCAATACT QCITOCAACT ATCAGCTQCT GTCGAGITCC CAAGCAGACG AGITOCTCAT 660 

AGTOGAGOOG ATAGAGAATC OGATAAAGAT TATItXCGAA AATCTAAGGA CAGGTCQG 717 
(2) INFORMATION FOR SBQ ID NO: 807 : 



(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TH: 714 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (gencmic) 

Cvi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1515RP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 807 : 

GATQCTIOQC CGCCTGCTCA AAGOQOQGAT AGGATATCAC AGQQCACICT QCAAAGCTAT 60 

OQCATATTOT TIOCATCAGC GTITOGCOCT T03GTCTCTT OGOOQGCTIC CACTTOCAOG 120 

TGGOOGOCAG GAGCTTACAG AGCTQCAGAT AGITATTACr GTCAAAOGIC CAG3GTOCOC 180 

OGCQCOGTIT GTOOGOOGCA GCAGCATCCG OGAAGIGGTC CAGCTGOQOC OXX3ACAGAT 240 

GGAAOOOGTC CATOGQCAOC AOCTCAGCTA TATIGAOOGA TGAGGCIGGA TCCAG33CTT 300 

O3CT0GQGAT QQQCACOGAA TK3QQGAQOC OQOOGOGOOC GAAGAIAACT GOOGTCCCAT 360 

CCCCATOGTA GAACTICTGT QQCTTGAAOC O3QGGT0CTC CAOCTQCX30G AAGAAOOOX 420 

GIU3CXX3CTC CTOGAQCAQG QQQCCTCAOG CAAO09GCAC A3TICIU3TOC AGGCTTICOG 480 

CAQCAAT3CC OQQQGAAATC CICAATCCAC OCCTTGGTOC CTICAQ3TGA CICIOGAATT 540 

OCIGCTTCAG CTOCCX3CTEA AGOCICIGQG (XATOSEAGA CTK30QQGAC OCAGGA3GCC 600 

CCAOCAOCAC TACAGQCAOC OGATAGTIQC TCTOGATATT CTGAGCAAG3 AGATOCCACA 660 

CTCX3CTICTT TAAGICTICG TACTCCATOC G3CTTOCTGT GEATOOCTOC TGGT 714 
(2) INPORMATICN FOR SEQ ID NO: 808: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTO: 725 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEEMESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genome) 



(vi) ORIGINAL SOURCE: 
so (A) ORGANISM: PAG1515UP 



55 (Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 808: 



DMOfW^lrt. .CD nocci OOrtO I 



1067 



15 



20 



25 



30 



35 



40 



45 



(i) SEQUENCE CHARACTERISTICS: 

(A) LEJSJGIH: 687 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 



(vi) ORIGINAL SOURCE: 
SO (A) ORGANISM: PAG1516RP 



55 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 809: 



60 



EP0 866 129 A2 

GATCTAAOGC CX9GCT3ICIC CTCCAAGOGT GITOCTOOCT CTCTTATATC TCTATCIGGT 
5 AGCTTCAGCA TEAAAAAAOC GIOCAGAGAA TK3GCITIOG QCCATOCTOG AAAGCTCACT 120 

AGIOGGAQ0G CAGCATCTAG GACACCACTA QGATOCAGAC AGICTTTAGG CCAITC&3AA 180 
70 GTGIGATICT GACGCQOGCT OGAGGOCTOG CQOGGICCAG CAGGCTOCAG TCQQGACACA 

AC^ACTQGTC GAOGATCAAG CACGATAA2G OGAAGAACGA TOCTGAGCQG AACAGGCTTT 
TCAOQOQGAT G3CCAACCAG ATATOGGTOG CACTCAMCA QQQCGGGICT GCCGACCCGA 360 
OGCTSAAOCT GOGACTOGOG GCGQCGATAG AAGOGGOGTC CAAGQCCAAT GIGACCAAGA 
AAGIX3ATCGA AAAOGCAATC 0QCAAG3Q0G TOQQOGAGQG T3GQQ0QCGC GACAACGCCG 
AGGCATOCAT GTAOGAGQQG AIAOQQQOQG CTGQOGTOGC Ul'l'XUlUL'lU GAGQCCICAC 540 
OGACAACAAG AATOGGAOOG TGACCTGGTA OGCQOOGOGT TCAACAAGCA TGGCQGCAAC 
ATCTQGOOOG CICACTACTT CTTCGAGCGC OGOGQGEACG TGGCAATCCA GCCACOGGCC 
TOGTOOGAGA GITACAADGC GGIGTCTCAG VJl'lO'iUlU X; AQGTCGAGQG OGTAGAAGAA 720 
CP3GA 

(2) INFtHMATICN FOR SEQ ID NO: 809: 
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GATOOGAOCT TTOCTQGCTT GQCTCGfiGIC TITCTICAAT TTAAAOCOCT 60 

AGATGAAATT CTTMTCTAT QGAGTOCAOG TAAAAGACAA TTCTOGftOGC TIG&3ATSAA 120 

GGGTAOQQCC TCTCCCGACA AG0Q3CAT0G (XTK^OOGA AAAGEATOOG GTCACIOCIT 180 

CATCATAQQG TACCTICACT ATCTCTITOC GOOQGAAACT AAAIACAGAA ACATAOCTTT 240 

AACATCCTTA TTCTGTITAT CCTTTCCTGA TITOGACIGG AATCTAGOQG CGAAAGGGAT 300 

CTGnTCAAA AAFIGGAAAC GCTTACCAOC TCACCAACAC ACCAGGACTT TATITOGTAG 360 

AAACAGGOGA TCX33CCTGAA CAACAGTCAC TAGAAAOGOT GCACCAftGGC AGCTIGGCAA 420 

OGAGGAQQCA CCCTAO30CT CAATOOGTTG ATAGTAAAGC ATGTACAOGA U- ' m Ul l 'l l ' 480 

OGAGAGAAGG AACGAOGTCT TQCACTOOGA CACCTAOGAA TCTGftGftTAC ACCAOCAGQG 540 

GIGCCTAGIG GIGCGAQGTA AAQOCTTCAG TTTOCGQC3GA OGQOCT3QQG A09QQGGAGT 600 

ACTIOGTOGC AGCOGAAGAT AOGCOGATGA GCTOQCAGAG ClOJL'lOIjG A3CICIDCTC 660 

CTQQGCTGAC GCGTCCQGCT TOGAGAC 687 
(2) INFX^MATICN FOR SBQ ID NO: 810: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 724 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1516UP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 810: 
55 GATCATTAAC GAAATPCTTG TQGTTGATTA CGATC7TTOGA TO3GAAGATA TAGCTQ3TCT 60 



BNSDOCID: <EP 08661 29 A2_l_> 
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TACAATAGCA AAGAAGICTT TCAAGGAAAC AGTTCITEAC OCATTTITOC QQO^GACCT 120 

5 TTITCQ3QCT CIOOQQGAAC CIATOKXX3G GATOnGITA TITQGAOCTC CAQGAACAGG 180 

TAAAACGATO ATTOCCAQQG COGTIOOGAC TCAATCGAAT TCAACTTICT TTK3CATCAG 240 

70 TXXTIOCTCT 1TGITATCGA. AATACTTOQG TCAGTOGGAA AAACITCICA AQQCCTTATT 300 

TTAOCTAGCC AAAQOGCTTT CCCXX7ICAAT TATATICATT GAOGAAATCG ACICICEACT 360 

AACIAGOOGT TCAGATAATC AGAAOGAATC ATCCAGAAGG ATTAAGAGGG AGCTCITOGT 420 

CCAATOGTCC TCCCTAAOGA GCX3CCAOQ3C TAAGGAAACA AGAGAAGGCG AAGAQGCCAG 480 

AOQOGITCTT C7ICITO3COG CAACCAACTT ACO7IGQG0G ATAGATGATC CIGCTATTAG 540 

AOGTITnCA OQGCX7TCTAT ACATTOCATT GCOQGAATAC GAAACAAGAC TCTATCATIT 600 

GAAGAAGCTT ATOGCXrTIC AAAAGAATCA ACITICIGAA 1CTGACITIC AACTCATIGC 660 

TCQCATGACT GAQOGCTACT OGQGATCTC3A CATAACIGCT CTK3CCAAAA GAAGCAGdA 720 
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(2) 1NPQRMATTCN FOR SEQ ID NO: 811: 

(i) SEQUENCE CHARACTERISTICS: 

(A) 710 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECMESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1517RP 



724 



(Xi) SEQJEZSCE DESCRIPTION: SEQ ID NO: 811: 
SS GATCAATCAA AAACATOCAT ACGATTTCAT GAAGCAAAAT TK3GCTT3GA ATATIX3CCAA 60 



1070 



EP0 866 129 A2 

CTCIATICAC AAAACAGAAA TACTAAAGGA AGAGAACTIC ACXJITATTAT OCAAAGCOCA 120 

5 AAGAGATGAC GIGAAAGGAA GAGAAGOQGA GTrATTACTT CCAAGOGAAT TAAATCAA3T 180 

AAAGAT3G0C AATGAGOCTG AGCTGAAOQG OCATOCAAGA AAAATAAGAC TACTATOCAT 240 

to CTQQGAAGTC TTCAAAATOC TTTAGoITCT QCATTATTAT ATACACATIG TAGATACAAC 300 

TOGAAACTAA TOCATTICAC GICAGCAGIC TAAAACT3CJT CATOCAGIAA CTICACAOCT 360 

75 TCTITATTOC AAGGACAAAG GTA3ATICOC AGCTOIGTCT TAGACAGIGT OOOCMCTIG 420 

AAACATGOGT TACICAAATC GTPGGCAGTA ACCTTACATT GQQCAGAATC GGTGAK3CGG 480 

20 TTAGAACTQG TATAATOCAA CTOCTTCCAA ACATCA3QCT TATEAGGTTCrT AAAGAAAQCG 540 

GATCTCTOOC ACAGAATTIT AGA3G3AG0G CGCAAATKZA GIGCICK3GA AAICICATOC 600 

ATGACAAGIG GAACA3CTIT CTATTIXTIOC GACAGGATOC CTITTAATOG TAGSTTAGCT 660 

AAATCTTTCA TCAAAATTCA AAGIQCTOCA OCTK3TICTC CATGAGACAA 710 
(2) INFORMATION FOR SEQ ID NO: 812: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTO: 662 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEMESS : single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1517UP 



50 (xi) SEQUENCE DESCRIPTION : SEQ ID NO: 812 : 

GATOCTCAAA ACTACAGAGC GAACTIGAAA AAGATCATAT TTIGATM3AG OGTTAAGCW3T 60 
55 GGGATGAAGC ATAC3CTCTT CICAAAGCTG TTCP3GATAG ACATOCACAT CTATATCATC 120 



1071 



10 



16 



20 



25 



30 



(i) SEQUENCE CHARACTERISTICS: 

(A) LEJSJCIH: 700 base pairs 

(B) TYPE: nucleic acid 
3S (C) STOANDECMESS: single 

(D) TOPOLOGY: linear 
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45 
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<ii) MOLECULE TYPE: UNA. (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1518RP 
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CACATICAGC ATTOQGTTOG TCICAGCTGC AGITOGG03A CACTGAAAGC GCTTTAGAAA 
CATTQCAGCT TATTATTAAT AATCTCAAGA GCAGOGAOC3G CACX3TCGICT CA3ITCATEA 240 
QCTCACTACA C7TO30GAACC GCACAAGCAC TEAITACTAA QCAGCMCAT GAAGATCCTT 300 
CAGGTAATGA GTTTATAAAG ATIXXTTTCC AGCATCTQGT ACAATCCCIG AAGATAAOCG 360 
ATCTTTTTOC TOCAGGTIAT TCCCTICITC GACACATTTA CGAAGICTAT TITCAAGACC 420 
TGAC7T030GC ATTTAGGTICT TAOGTIAAAG OCTTTGAGCT AGATOCCGQC GACCTCGICG 480 
CTQCTAAATA CATGG7IQGAA TACTATAGTG ACCTGTQCAA TK3GCAQGCG QCOOGCAACA 540 
TCTCTQACOG TCTAATCAAG AATGATATQC ATCTCAATIC CG7ICAACTOG CCCTACAGAG 
TTCI03GTGT TTATEATTTC GAGCTICAAC AGGAGQCTGA ATCGATCGAA TQGTTCCAAT 
QC 

(2) INFORMATION P0R SBQ ID NO: 813 : 



600 
660 
662 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 813: 

BO GATCAAATQC CCITCCCTIT CAACAATITC AOGTACITIT TCACICICTT TICAAAGTTC 60 

TTITCATCIT TCXZATCACTG TACITGTIDG CTATOOGTCT CTCGCCAATA TXTMCTITA 120 

GATOGAATTT AOCAOOCACT TAGAGCTQCA TTCOCAAACA ACTCGACTCG TCGAAAGAAC 180 



1072 



10 



15 



20 



25 



30 



35 



EP 0 866 129 A2 

CTTAGATOGC ACTAGCACCC OCGCCAGftOG GGATICTCAC OTCEATGAC GTCCTGTTCC 240 

AAGGAACATA GACAGGGACT AGCAAOCAAG GTO LTl ' lLTl 1 CAAATEACAA CIOQGACGCC 300 

GAAGQOQOCA GATTTCAAAT TIGAGCTl'lT GC03CTICAC TCX9CCGTEAC TAAGQCAATC 360 

COQGTTQGTT 1CTTTTOCTC OQCTTATTGA TATOCTTAAG TTCMOQOGT AATCCTACCT 420 

GATTCGAGGT CAAACTITGG GAATACIA3T CX3CCTOGAAG QCCTIGTTIG TOGEACGTIC 480 

TICAAOOGOC AGCTOCACTC CADGAICIQG TGGAAACCTA AlfcOQOCriG TBGAAACEAG 540 

CTCAGAAOQC AGIQ030GCA ACTTCOOOOC ATOQQCAGCA TITICAAGIT AACCTIGICT 600 

TACGAOOGAG TATCACTCAT TAOCAAAOOC GAG3CJITPGA GAAGGAAATC AOQCTCAAAC 660 

AGQCATGOOC CIGGAAIAOC AGAGGACGCA ATCTOQGTIC 700 
(2) rNFTXRMATICM FOR SEQ 3D NO: 814: 

(i) SECUENCE CHARACTERISTICS: 

(A) LENGTCH: 706 base pairs 

(B) TYPE: nucleic acid 

(C) STKANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MDLBCULE TYPE: ENA (gencnric) 



(vi) ORIGINAL SOURCE: 
40 (A) ORGANISM: PAG1518UP 



45 (xi) SEXJJWCE DESCRIPTION: SEQ JD NO: 814 : 

GATOSICAGA TACCTTAGTIC TCTATACAGC GCAAGACATC GGTGAIQ3CG OJlTHbTlCT 60 

50 ATOCAAAGTC ATlOJbTriC OCTCTOQOGG CQCATACAAC ACCIGOCTAA OCTGAACAGT 120 

CTCATOCTOG GCATCTAGOG ATCOCATOGG TOAGCAGOGG AGGATmOGT GGATTACTAG 180 

55 OCAATOGCAA TCCAAACCAA AGAAAOOGAC TK3QQQGAAT GOCTCATIGA ATAGOOQGTG 240 
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TTTCGACACT GIGATTCTCT GAGICTAACC TCCVCYTTQ3 TTOCQGATAT TAAACCIGTT 300 

5 CICTGAAACA TOXMOQGT GITEAGTOGA AAGCAACTAG AGGAACICAA AGAGTOC'IAT 360 

Q3CATOQG3G OGCTGTIQC GAftGGTCTAA AAACCCGAGC TCOGGITOQC TTGACACAGA 420 

70 AGTTACriTC TCTATCICTA TCAGICTATC AOOGAAGGAC CCX7IGGICTG CTTTOQGCAT 480 

TrroooGriG tictttaaga tagttatcig gtigatccig qcmjtpgtca tatoctigtc 540 

1CAAAGATEA AGCCATOCAT GTCTAAGTCAT AAGCAATTEA TACfiGIGAAA CK30GAATOG 600 

CICATTAAAT CAGTTATOGT TTATITCATA GTIOCTITAC TACATOGftTA TCTCTOCTAA 660 

TTCTAGAQCT AATACATOCT TAAAATCTOG ACCITITOGA AGAGAT 706 
(2) INFORMATION FOR SEQ ID NO: 815: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 699 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1519RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 815 : 

45 GATCAGACTG AAOOCATATA TCAGOGAQGT ATOGTAOGAT TTOQ3CACTT TGTATGAGAC 60 

ATQCAACAAT CAGCTCAQCG AT3Q0CTOGA TOCATATAAA CAAGCTGTIU GCTTAGATOC 120 

50 GAATAAOGIC CACATAAGGG AGAGACTAGA GG CTl ' l taACT G00CAGCTAG O^ACCCAGG 180 

GQOOCAGCAG CCICAGCAGC AGCCTCAACA QCAACAGATG CAACAGOC7IA GAGQQOCAQC 240 

55 ACCCATTATC TIGCAGCCAA CATTOCAGCA GCAAGAOCAA ACAAATOOGT TGAATAACAA 300 
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AOCK3QGTTC TAOOGGTCCT CTO0QCAO3G AGfTIGOGGOT GCTQGAACAG AGKXX3CAG3 
CCACACAC?CA ATCTICAQGAC QQCCICAGOC GTTOCAGCAG TTGAACAATA AOGGAAGTAT 
CCP3GAACCG TCATICTTQC OQCAAAAGAG GCCTATOGAG GGTOGAATOG ATACATPGGT 
AAATGCCATT TOQCAGCAQG AGTIGCAGCA ACATCAGAAG AAACATATOC CTICICAGAA 
OCATOCTAGT TTOOQCCTOG CTACAGGACA QCOGCAGCAG TTACCACOCG ATO00GCTCC 
CATAAIACOG CCOGAAAAGA AAGGTQOQOC TCTCCCCCAG TCTCAGAAAA CTGAACCAGA 
GCA3G0GQCA AAAAGACIGA AGOOCGAQCA GAATAAOGT 
(2) INFX3RMATICN FOR SBQ ID NO: 816: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 696 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDECNESS : single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1519UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 816: 
GATCAGGTAT OGGOCAACAT ATCGOGICFG TCGATAGOCT OGAAGATIAT CGIGATAGAT 
ATAGACTATG AAGTGACGGA OQQCAAGCTG ATOGATGTTA AGCTGGTQCT QQCAAGCAAC 
TTOGACAAGT TTCSACTACTT CAATOGCGAG GCCAACATOC TGCACCGGTC ACTTAOCAOG 
TATAGOGACC TOCACGAGIT CCAOCACAAC CTGAAGTPCT TAACCCTACT CGACGGG'IGC 
TCAAGCATCG ATATOGAGIC CAATGICTCG CAATTOGATT TGTICGACTA TTACTQGATC 
CTGCOQCAGT ACATGCAGAG CTACCTOGAC GACAATOGCG CXX^GCTCAC GGIGCAGAOG 
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AAOCTCAAOG ACCGnTTTOG GATCTACTTC CTQGAOCATT CCGAAA2GAA GCJIXX3CCAAG 420 

CTGACATTTG OOXTAOGCA QGACCCGAAC CAGOGGTIMT AOGAATACAA ATACTCGAGC 480 

GAAAOGAAGG AGTQGATCAA CCAGIOGGCX: GAGIXXTATA OGA0030CAT CAOQCIQOIG 540 

TIOGAACTTC TCX3GIGAOOC TCOGAOCTAC CTOCCTAAQG AT2CTITOCC GCCAGAACAC 600 

CCIGATGftGG GCITCACGAG TOCTTCTOCG TCCGAGCTOC AGCQCCGCTT TOCATICAAG 660 

TGTCAAAATC CAOGAGTCAC CCTOCTAAAT GACTTC 595 
(2) INF1CRMA3TCN PGR SBQ ID NO: 817: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LESGOT: 710 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
25 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

30 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1520KP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 817: 

GATCTTCTQG ACGCTTTCCT TGAGITOGIT CATCTTOCCA AGCADGTOGA CCTTQQQGTT 60 

Q0CO3CAAAA GAGITCAGCA T0GGOOCAAG GOOQCCIQCA ATOQCQQCAA ACTTOICTAG 120 

CACCTTCGK3 AGQGTAGTTG QGAQCTOCAA AAAGOGCAAC GTATOOCOCG T3QGCGCGCT 180 

GICAAAGATC ACOGTGTOGA AGIXXTO3QC GTCX3O0CP3C TCXTOCTICT TGATCTCTTT 240 

CATCAOCTOC ATCAAOGAAA GCX30CTOGTC GATOCCCGGA ATOGA0CCO3 TCAGATCIQC 300 

GftGK3O3C0G CCCTCTAGCA AOOOOGAGAG COCGTCATCA TCGCCGCCGT TCQOGATOGC 360 

AOCTQCTICA ACQOOQOOGA AGQGTOGATT TCX3VTACACG ACAA GTlU ' l C 420 
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(ii) MOLECULE TOPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1520UP 
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600 



660 
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CATOOOOCTG PCCTVGCGCG OGTCCTTCCC AAACTTCIOG TTCSAAOGCAT CQCTAAGGTr 
£ ATOOGCAGGA TCOGTCGftGA TCAAAAGAAA CTOCTIftGTC GQCT3QGCAA QOQCCATCTC 540 

GATQGCAATC GAGCAOGAAG AOGTOC7ICTT GOOCACAOC33 UULT1U 00SC OGAOGAAAAT 
^ CCACTTGTICT CTTCTAGACT TCATCAAOGA GOQCAAAGAG GCCTC7IOC3IG TAATATCACT 

CATOGTTOCT CTACQQOGTC AATCT3AGAG TOCAGQOGAT CTCAGATCTT 710 
^ (2) INFORMATION FOR SEQ ID NO: 818 : 

<i) SB^JOsCE CHARACTERISTICS: 

(A) liENGTIH: 685 base pairs 

(B) TVPE: nucleic acid 

(C) STRANDECMESS: single 

(D) TOPOLOGY: linear 



(Xi) SEQUENCE DESCRIPTICW: SEQ ID NO: 818: 

GATCAAACAG TAATGACTTT GITAAOGGTT TK3AAGTACT GCAOGAGCTC CGACICCICA 60 

CKXOCTGTC GCQCCACAAG OQOOSAAATC ACAGCAACTT COCTTTCAAA CTCAATOGCC 120 

TOCTGCATGT TCCGTOOGAA CCCAAGTIAGC AOGAOQCICT OCCCAGCCIG QCAC^OCTCC 180 

TICAGATAGC Q3CCCATCAA OGCAACCAGC QCAOQCITOG GCAG3T3CGC OGAGTACTCA 240 

TCGCCATGCA CAGCATOCAA CICCTCTAAT AGCGQCT3GTT ATITCICGIG CIOJ1UJSIG 300 

so OQGAAOOQCT CCAGOGCCTG CTQCACGOGT AOQG0Q03QG OOOOOQCTQG OGCCOGGATC 360 

TICTCTADGG GCACATO3QC AAQCAOOGCC AOCAOCTOCA GCTCATCTOG CTIGAACACC 420 

55 GTCAOOOQOC GCCTCAGGCC GGAQOGGACC TTCTCGAACT COGCTICGCT GAACICKHC 480 
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TGCGGCITOC TC03GICAAT 0GACTTG3CC GCXTOCACGA AGATCftGOGT GCTCACCACC 540 

£ GCAACGOCAA CCATCTICCA CQOGCTAGGT AGATCTICOG AA0CAGQ3GC CTIGCTQQOG 600 

TATOCCOGCA AAAGTCCCTC CTGAOQCOQC AGAAGGAACA ATCTAGGCTT ACAAGICTOC 660 

70 GAAACATTTG TCTTOOGAGT TAGOC 685 

(2) INFORMATION FOR SEQ ID NO: 819: 

^ (i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 722 base pairs 

(B) TYPE: nucleic acid 

(C) S1RANDECNESS: single 
20 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

25 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1521RP 

30 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 819: 

GATOGAATCT KGTCTGAGQG TCITOCAOGA WITOCAAIGC AAICTCQQGA TATCCGQCCT 60 

TCTCflAGATA GGAGA3GASG TICTOQOOCA CAAGGTIGGA CCTACGAATC AGACQCAAGA 120 

CTTCAGGGAA GTICTTGTTC ACCAAAGCTT TCTEAAAQCG GTACTOQGIT GG3ICAATOG 180 

TCAATATCTC AATATOC3QQG TCTCTGTICA AAGCATATAT ATOCTTQOCA TCAGCITIGG 240 

TAAKJTATAG GGTCTTQCPC AAAGimTA TCATCCXDQCT GTX^CCATK: AATAGQCAGT 300 

ACTOAATATC GTICAAAGTA GACAAGAGCA GAACAOCAGT TTCATOCCAC GCCGCTGACT 360 

SO TGATCCTGAT OSICICATOG TTAGACGTAG TAATCTCCAA CTIXXTAGIA GCAATOGICA 420 

GOGnGTOTTT ACICATTAAA GCAAOGEATT QOOCATCTOS GGAOCAGACT QCATAITEAA 480 

55 CCATCTTC2G AGCTAOCTCC GCCAATTTTT TCCXXTOCIG CADCTCGAAC AAGACIACCG 540 
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cctttosttt caagatcagt acotcaocag oaocrocATA gacaatcict ttaacagttc: eoo 

CTICTATCTT GATCGATITG GlTftCLTIUr TCTICCAAOCC AOGTACITCA AGAGATICCG 660 

AOGCAGAGTT GTAGACAGOG TIAOCTATOC QGAGCGACAA AACTCGCAAA GCTCCCCITA 720 



722 



55 



1C 



(2) XNFORMATICasr FOR SBQ ID NO: 820: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 577 base pairs 

(B) TYPE: nucleic acid 

(C) CTRANDEENESS; single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencniic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: EAG1521UF 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 820: 

GATCCACITC OCAGATTACA TCATAACATC GAAGCCGAAG GIOQCAAG3G AAATOTIQGA 60 

QCAGTATCAC TTTAIVCATA GCGGCTTCAT CAGOGTAGAC GOCAAATCAG AAAGOOTCAT 120 

CTTOQQCA3G OOGAAGAAGA CCAOQGGCAG TTK3ATCAGC TCATCGAAAG TITIKXTATA 180 

TOQCAGAGCA OCCCTCACCA TCAAGACAAG CAGAGQOCCA GQQCTCATCA OCGCAATTCT 240 

ATTCATCTICA TCTACCCAGG AOGAGATAGA CTAOGAGTIC GTOGGGAGCG AGCTCCATAC 300 

TGTOCAGAOG AACTACTACT ACCAG3GCGA GCTCAACCAC TCGAGAATOC GOOQCCATTC 360 

GCTACCCTCC AACAGCCAOG AGGAGTACCA CATATAOGAG GTTCACTGQG ATOCCGAACG 420 

CATCCACIGG ATGGTOGAOG GCGAGATAGT GOGCAOCITG TICAAGC303 ACACCTOQGA 480 

AAAATATACA AGTATCCACA AAOGCOCAIG AT3CTCCAGA TI ' IUJ CTCTC 540 
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QOOOQOQQQC AOCOOOGATG OQ00QCAGQ3 CACCATC 
(2) INFORMATION FOR SEQ ID NO: 821: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENG1H: 705 base pairs 

(B) TYPE: nucleic acid 
<C) STOANDECNESS: single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1522RP 



<xi) SE&3ENCE DESCRIPTION: SEQ ID NO: 821: 
GATCAAAAGC GAACAGOQCA CITATCTCCr GOOCAACOGA CQ0CT3CICC TCAATACCCA 
AOSftGCACIC OCTQQQCIGC TATCT3CQCG TATTCTGTCA GAAOGATOQC CQCTAGAAAG 
TTACCAAGOG CGTCACZCCT CTATICCCTC GCTICICTCT OQQCCITOGA TCB3CTOQCA 
ACTAGTICTC CAOGrTTCTGC AGCTOOCACT GGAAAOCT3C AAACCAAAAC AAACCTCftCA 
CX^CTTCTGT CTCTCGATCG OGTCCAGOCT CCAGAACICC CAGOGCACAG ATTTK3ACEA 
TAGCAACOOC QGQGACTAGC ACICAAGAAC TTTCAATTTT CQCTIT3AGCC CGACCTTOIT 
TTTCGAAGAT TCTGAOCTAT CCTCCTATOG AOGTCAGQGA CACAAATCAC ACTATAGTAC 
CTCGAACAAC AGTACAGAAA AGAAAACCAG CIGCTCCAGC CAAAATICAC AAGICCCGTT 
AGCKXTTAAG GQCAATTGCT GAXACICACT CTTIAATCrr TAOCCAATTG GGAAACTICA 
CCAAGGAGftG TCTTQOGTCT TAAQCTTTOG CAGTITOGTT TAAAAATTTT CTTQCACGAA 
ATCTCAGAAT GICTQGGITC CCCTICTOQG TCAOCJT03GT GIU3GOCACG TOQGTX3CTAA 
TCAOCTGACA QGTOGATGAC GACKSAGQOG GAAAATITGC AGGTT 
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(2) INFORMATION FOR SEQ ID NO: 822 : 

5 (i) SEQUENCE CHARACTERISTICS: 

(A) UEUJVH: 718 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDETNESS: single 
70 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

*5 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1522UP 



20 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 822: 

GATCGACAAT ATTOOOOCAC CAGQOGCAAG AATOGAGIGC ACACAGGCCA OQOGOQCATC 60 

OGGGCTOGGA TOQQOQQQOC TOGQCTOCAG TOGG03XTG GQGGGOGAftG CACSCTACCA 120 

CAGIGIGCIG TOGTQOGQCG QGGAOQOCAC GCOGOQCAGC TO0Q3XTOC A3TOCAGOCA 180 

OQCATQCAOG AAGAG00Q33 TGACACK30C AOOQCTOQOG TCGCIUJXU: AGIGCAGOGG 240 

CTACATGQGG TTCAACAAOG AGOOQOGQQC OGTCA030QC TCGTOICTAG GQGOGACACA 300 

TCCOGAAGQC CATTAOGGCA GQGACATQOT GAGCAGOGOG GTOGGQCAOG CCGCGTGTIIA 360 

OGTQGOGOOC CAGAGCCCGT TQCTACOGCT GGQOGAOQOG ATIQOGOOGG CGCTCCCACC 420 

CAAGOCATOG CATOGCK30G TQGCX3GQGAA CQCGCAGCTG OGOOGGCCAG TOCT3CCCAT 480 

OGTQGGGCOC G0G30GIO0C AOQCTACGAA ADGAACAAGA CATOOCICGT TIGTOGCAGA 540 

CGATCTAOOC GTOCCAQCAC GCTCAAGAAC ACATOCICAT OCACACGQ3C GAACTOCTTT 600 

SO TCAGTGCAGT T3GCXXX3QGT GCICCAAGCG GTTCAAOGK: AGGAGCAATA TGAAOCGACA 660 

TGIGAACICC CACAAGOGOC OGCTGATGAA GGAAAGCAAG AAGAAATOCA GTTCTCCC 718 
55 (2) INFORMATION FOR SEQ ID NO: 823: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH; 712 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOltECULE TYPE: ENA (genomic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1523RP 



(xi) SBQUENZE DESCRIPTION: SBQ ID NO: 823: 

GATCTTATCT AAACOGCTOC QOGATCATOC TTTOGTAGCA ACGGAAGCCC GCATITCAAA 60 

GTCAACATCA GOQGAAGCTT QGATAGATCA GAAAATCACA GG7ICTCACAT GGCGCGAGAG 120 

CT3AATIQGA TICAOOOCTT TOCTATCACT G3G7IWft3AG3 CGITCACK3G GCTCITCTCA 180 

ATITGAACIT CTOGMCTKT WDGAGGGCTT ATCAGCAACT CCAAGITCCC GCGIGAAAAG 240 

CTCATOCTOG TAATACTOQG TCTAATCCAC GCITITCTOC CAGCAAAAAG CK3GCGACTT 300 

TOGAATCTIT CCTITATOGG O3AOGT0aGT GOCTACATOG CC?riCAATOG TATITOCIGA 360 

1CTAACICT3 GQGAGAAGTCC GTAGOGAATC TCTAGATAAG GTIGAQQCIG AAAAGCTATT 420 

AOGITOCAAT AGCIG03CTT GAGAATQCT3 TACIT3QGCA CAGCAACCTC CTOOQCTOCA 480 

TCT33GTGAG CTATTAAAAA TCTOGQOCAC CGAATAGAAG AGCAICTITC GGIGfiGCGCG 540 

ATICAGITCC ATGAGATCAA CAAAGGATAA AATOOQGAGG TTATCAMQG AGAATITCIT 600 

ATCATACAAG AGOCAATCAT CACTGCAGIT GQCTATATIT GGATTATTCT GATAITOCCT 660 

CACAGCAGIG TITATCOQGT CTTTTTO3CA GICATATADC ACAATOGATT OT 712 
(2) INFORMATION FOR SBQ ID NO: 824: 
(i) SEQUENCE CHARACTERISTICS: 
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(A) LENGSH: 649 base pairs 

(B) TYPE: nucleic acid 

(C) SITONDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1523UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 824: 

20 GATCGACAGA AT3AGCAGAG CXMTCTGAG AAAGCAAACA CX3C3CCCATIG OC3CTTCTOQG 60 

ATCO?IQOCA CAGAGOGAAA TGQGCCCAGA AQGITICTAC TCGCCGATCA AGGATCAICT 120 

GQCCTEAGOG OCATQOGAOG TAGTAAAAQG ATOQCATGGA TOClUL?iOjG AAATOOOGIG 180 

OGACTOQOQC AAGACATOGA TTTEATCAAC AOCAGCTOCA AGATATTCCT QGCAACACAC 240 

ACITOGGAGA OGAATCOOQC AATGAACATC GGICAGAACA CTACATIATC CCATTCTCTG 300 

ATGAACGCAA ATATIATAQG CTCAGAGICA AGCAOGQOCA TIAGCAATCC AOCTATOCCA 360 

TCTGAAACTG AGGAACGTTA CAAAAGIGTT TTACAGAGAC TCGGEAAGCA TGITXCTCQG 420 

GGTAGAGQOC TATCTCAQCT TTATAATGAG TTTTTOGAGG AOGAGGGCAT OCICTAOQGC 480 

TIAGGK3CTG GAAGTGAATA TCTIGAAGCA TACTGOGATA GTITOGATCA AACAAAAAAC 540 

AATGIGAGCA TCGAGACTCC CTATGAATCT TCTTTOCTAG AG030G33GG OCA3CAGGTT 600 

titctgictt toxxscaaog CCOGAAGATA GAQCTACIGA GGATCAICT 649 
(2) INFORMATION FOR SBQ 3D NO: 825: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 660 base pairs 

(B) TYPE: nucleic acid 
55 (C) SIRANDECMESS : single 

(D) TOPOLOGY: linear 



BNSDOCID:<EP 08661 29 A2 I > 
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(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1524RP 



(xi) SBQOEJKX DESCRIPTION SBQ XD NO: 825: 

GATOTITCA AACAAGTCAA TITCTOSAAA TCX^AGIGCG GTCACTIQGA CAAAATTAAG 60 

CAGGACTTAC TGGOCAACAT GGGGADGAAA GAGACQGACT TCAACAATCG ATOCACCGAC 120 

TATCAAOGTA ATATAGTIGA ACTICAGOGT CAACTATCAG AAAAGIGCX2A OGCI^CAAAC 180 

GAAQ3CICIG TC^TITCAAC CICK3QOGAT CTAOCIGGAG AAACCAAAGA ATATATIGAG 240 

TCTC^AGG AACTCAAOOG m^ACTOSAA GAAGATATOT TIGCK7ITIT TOOQQQGAAC 300 

ATACTGITAC TC^AGAACAT OSGCCIOrrr CTTTCTAGAG GCCCTCACAA CAAGITACAG 360 

30 ATTATAD3CG TEAAAGGTTT AAGGAAAAAC ATAGATCAXA GIATAATAAA QGACAGCAGC 420 

CCTCTAATAA ATTCACATAT GGIGAAGMC ACAGTITICC AQGATOIGAA. GAACTTATIT 480 

GAOGAGCTIC AACIGAGOCA AGGTCTTAAC GATCAACICC ATTTKTTITtfS 1GAQCTO3AA 540 

OGCTTITATG AAGAGGATCT ATTTOCAACT TOOGIGATCA AGAGGTTCAC CGAICTAGAG 600 

AAQCTOGCTA AGAQCTCAGA AAGGAAAATA AGGCTAAAAA AAQOGIATIG AAAGACACCA 660 



(2) INFORMATION FOR SBQ XD NO: 826: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 671 base pairs 

(B) TYPE: nucleic acid 

(C) OTRANDECNESS: single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1524UP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 826 : 

GATCTATOGA AAGTGIGAAG CTCCTAGACA AGTTOGTOCA TOOCAAAAOC GQGAGAAOCT 60 

CTTTGflGCTA OCCTATCAAC TAOCAGTCCA TOGACAGGAC TGTTAOCAAT G00GAG3ICA 120 

ATCTCTTACA AGAGCAQGOC AGIOQQGAAC TAGTCAGGCT TTACAAOGTT CAATIGAGAT 180 

AGCCCAATCA GGOOGAGACT AATAAACTIG TATATACAGC TTTOOGGACA TCQCAOCTAT 240 

GTCAAajTATA GTATCATATC TQCTTACTCA TATOGCACCT GAATOCTAGC AGACIT03AG 300 

AAAT30CTTA ATAOQCAGCA TAKXGATAA CTRGK3CCTA AAGOCAAGTT CITOGAICTT 360 

CACAQCTAAC OJl'l'irHJlT TQCTCCTGAT QOCAGCTACA AGAATW3CAA TCCTTTATOG 420 

ATCT3AAAOC QGTACTOCAC A3GATITO3C TAATATACT3 TCOCAOCAAC TACGTCGrTCT 480 

TCATTACAAG CATACGCTGT GCICTAITOG AGAAIATAGT GOCCAGAATA TOCTOOCATC 540 

TCAGTACCTA TFIGTCATTT GC7TOCAOCAC CX3QQCAGGGT GCGCIG003C AAAAT30Q0G 600 

QCAGICT0OG CAGGQCAAAG TO3AAGCTAC AOCATOGAGT GHXTCAAAA GAAGCICICT 660 
CCCAOCAACT C 

(2) INFORMATION FOR SBQ ID NO: 827: 



(i) SEQUENCE CHARACTERISTICS: 
45 (A) LEN3IH: 712 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 



55 



(ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1525RP 
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(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1525UP 



60 
120 
180 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 827: 
GATCITCICT OGCTOGAACT GGTIGATQOGT CCAAAATTIT AACTTAACAA TITITCACCr 

tcaoctoqoc aagcatctat atcaogtgat tocatcigac caaccicatc ctaaatqcag 

GOCATTOQCT GCTOCATIAA OQGICICAGT Q0OO3QCTAG AGAACTAGCG TTAOQCTITC 
GGGTITACTA QCAACT3G0C GTOOCGTOGG A1TOQCAATC TOGGCGOQCA CCTIMOCAC 240 
GOGACACAGA AGTQGCTATT TTOQCITCIT TACATAGATG TCCAAAAACA CTACGQGCAA 300 
AGCACCAAGC AAGCITCAGC AAGACTCAGG GAGCT3ITAG AGGCGATAAT CCAATCK5IG 360 
CIGAATOGAG CAQGOGAOGG GAOCAAACT3 GATATTTQCA QQCGAAAGIG AGACGA3QGC 
AGOGCAAGAG GGCAATQGAG TAAAOQQGGA OdGGAOQQC GGCATOCAGA AGACGTICAA 
OOOCXSnCAAG CXX3OT3GACT TCAAOGTIGAA TnOQOQCTT TACCGGG9CA AGQCGGGQCT 
OG3GGAGAOC CTCAACTOGC GOQOGGOGGG GCAAAAGCIC AGQGIOQGAG GAGGftGACAG 
ATAGOGAAGC GAG03GSAGC TOCAGOOGGG G30QGGQGAG TGCAGACACG TCEAGICK3G 
AQCCXXXX3AA GGTOGAOOGG T0GTTCAO3C CTIQGOQQCT GAAGTCGTOG CC 712 

35 

(2) INFORMATICS FOR SEQ ID NO: 828: 

(i) SEQUENCE CHARACTERISTICS: 
40 (A) LENC7IH: 703 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 828: 

GATCATOQOG ATTTTOQGIG GOGTIGATGA GAAAGGOOCT CACTEATACA TOCITCAACC 60 

AACTGQOGCT TACTOQ3G7TT ATAGAGGAQC CQCTOOOGGA. AAQGQCAGAC MAGOOQCTAA 120 

AGOQGAGCTG GAGAAACTGA TIG3GAAOGA TAACTCAGAG CICICAGCTA QQGATOCAGT 180 

GAAAGAAGOG GCTTXJGATCA TCTACC7TC3QC CCATCAQGAT AATAAGGAGA AAGAATTCGA 240 

AATTCAGCIG AGCTGGTOCT OCQCTTCX33A GAOGGATOGC TTGCACAAQG A3GTACCAAA 300 

AGAGCTATTT GATOCAGOGA TIGACTTIGC GAAGAAGGAG ACCGCTCA3G KSftGIGATCA 360 

TCATICAAGC GATGACAAOG CATCT9GAQG TCAAGAGTOC TCAACAAAGA AGGATOCIGA 420 

Q33TCATGIC CAGCTTTCAT GATAACAQCC OQQCATEATC TOGAGGTTCA TTICATGACA 480 

ATKSAOGGAT GTTACTAAGT CTATATTAAG TTAATOCACC TATATAAA1T AATAACATOC 540 

AAAGCAATTT AGAATTT3TC QGAAAGCAGG TIAAAGCAT3 TCTACTCTCC TEAATCTTTC 600 

QOGAAGCTGT ACATTTTCTT CTCAAGTGAA CGAATTCTAT CCACOGGCTC CGICIGATIC 660 

TAATTICCTA QGTTOGQGIT CT3ICTAOCA TITCOQCGTC AGC 703 
(2) INFORMATION FDR SBQ ID NO: 829: 



(i) SEQUENCE CHARACTERISTICS: 
40 (A) LENGIH: 725 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: EMA (genomic) 



(vi) ORIGINAL SOURCE: 
50 (A) ORGANISM: PAG1526RP 
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(xi) SE£JEJ>JCE DESCRIPTION: SBQ ID NO: 829: 
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(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1526UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 830: 
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GATCTOQOOG OGAOCITCftG AGGOCTCTC7T A lX T llTl ' I C AO^CAACTA TTOTOQGAGC 
TTOOTTTCCA AAGTICATCC TSAGCTCGCT Q3TOGTICAG ATATOC7IQQG TCAraQCCIC 120 
GICAOOCTCT GICZGCTVCC 1CTACCGACG ATCAO30CAG riTITOCCAC TAGGCCATIT 
■mTiTiOIG CTCTAAGATC GCAGA03QCA AQGAGAATOC TCCAGGACAC aXJAEftGftGC 
TCCAATOTCA GCAAAACATC GCXTACTOQC CTATIOCTOC TOCTOCAJEAA CAOTICEATG 
GCTTAGITIG TOCAOGTOCT O3G0GCTICA CATICTKTCT CGTCAAITOC CTACCQCTAC 360 
TATATTA033 TIt3TCTO3QC GftGOQGTCTA AGQOQCCTCA TTCAACTCTA TOCTIACAGC 420 
TCITCACftGC TCAACACICA GCTATOCTAA GATOCAGGAG TTCGAATCIC CIOQCAACCA 480 
ATAT3TTIQC GQGOGnTIT GQQQOQQCAG OGAAACTGAA CCQCACACTA TITCGTOCTA 540 
OCCTTOGftGG TAAACTOITC GAATOCGACA GTOGQ3IACC GAAACCATOC CAGCCICTTA 
TTACTAAGCT GGATCGTOCA CTOCAAGG33 TGATATIQGA ATCGTCCCCA OGrniTOTTA 
CTAMCX330C ATCITGOOGG CCATCAOGftG GGEAOQGAAA AOO^ATCOCC AAITIQCATT 720 
ACTAA 

35 (2) INFIORMATICN FOR SEQ ID NO: 830: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEWjIH: 701 base pairs 
40 (B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 
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<i> SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 705 base pairs 

(B) TOPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencttdc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1527RP 
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GATCCTCAOC AQGTCOOQ3G TCTTO33GAA OGICITOCCA TOQCCTOGCG ACAGICTC7IC 

GATCTICAOG TTACCTTOGA TTAOCTOQGA CATOCTCGTT GCTOCTCCOG TOQCTOCOGG 120 

AGAGTCATCA AGK3QGTCTT ATTAMGCCC CCAACQCCAC COGOCTOQCC G33IAACACG 180 

TOCC00GO3G CTCQQOGOGG TQGGQCTCTG 03GCCCQG0C GCCCCATOCA CCG0CAO3CG 240 

GGCOQCT3CA COQOGTIGOQC GCACTITOOG CCOGCOGCX3G CQOOCACTQC COGAftGCQCT 300 

75 , AAACITAGTA OGCAACOGCC CAGCGCCOCT CATAGCATAC GGAOQOCflGA OQGQCTAAGG 360 

CXCTAQCOCA GTOQGGAATC OGQGCAQGAT AOCTCTTIAG QCAGGATACT ATTTTAAQGC 420 

GEACAGQOQC GCAGCOCATC GTOCAGGCTG CAGTEAGCAAG CTGftGACAGG CK3G3CAACT 480 

CTAGAOCTOG GACACAGOOC GCAACCIAGA GGCCX3CGGTC GQQGOGAGQC GKAGACATT 540 

TIOQGTOOGA GQGOQOGTQG CAGCAGGACA AAGAGOCQCG AGSGAAGCAA ATOCMCAACT 600 

AAAQQQQGftG GAAQQOCAGC GGATnCTTT T l UJUL'l'llT GTOCGAGGTC GAAATOCTAT 660 

AAATAATO3G AQOQGQQQCT GGTCTCGGOG GCTGAGACTG T 701 
(2) INFORMATICS FOR SBQ ID NO: 831: 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 831: 
55 GA1CTK3CIG CTATOCAGAA ATOQGAAGTT CTTAGACAAC GG3GAATTAA GCCCC1TTK: 60 
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CAA3MTITC AG0G7IOCTGT CATAGCTOQG AAGAOQCAGC AGAAGCCCCC raGTOGTCr 
CTOnCATGT TOGCTCATGA AAQGTCTCTC TATCAAATCT ACCTCCATCA TOXSGACTA 
GTTATTATCT TOT1UMG ACAGACGCAC AT30CX3CAAC TICGTCAGGA TOKACTAAA 
ATAATOGEAG AADO30GGAC TCACAGAAGC GAOGA009CT CGAAATCAAG TCGGCCOCTA 
GAAGATOGTC C03CCCTGCT TCICTATCAC AAGATOGAAC TQCGAAAGIC TOITCACQGG 
GGACACOCTG COCATAAOCT GCTTCTQCAT GAACAGCTOC GCTACCA3CT CQCTCITCAT 
CX3GOQOGAGC TCAGTCTCAA GCTOGTCGAT COGTCQCAGC AGCTCCACAT TOQQCGICGA 
GCTGAACAGC T0O3CT3AGT TCAOGTO3K3 OTEAAACICA GACAGCTACA CACACTOGGG 
CAQQOOCTIC OC^ATACATG TATAGCACTT 0330030300 TTCTTOCACT TGAOQQQCCG 
CITGOQGCAG AACAOQCAQG ACTIX3CT3AC CTTOC330CTC CTTTICACAA TCTK30CATC 
GGACTCTOOC ATOOOGCCAG CTICAAGCAA AATCA7TAGG CTATA 
(2) INFORMATION SBQ ID NO: 832: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENG7IH: 718 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE; 

(A) ORGANISM: PAG1527UP 
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(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 832: 
GATCGOGGAC GTK3GAGCACT GC3CCGGAGAT GOGCGCOQOC ATCCTOGTOG TITCTQCQGA 
OOQCAAGGAC AOQOCATCGA OGAQOQCTAT GCAGCAGAOG CHtX^CACCT CGGAOCICIT 
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(i) SEQUQCE CHARACTERISTICS: 

(A) LENGTH: 701 base pairs 

(B) TYPE: nucleic acid 
35 (C) STOANDEENESS: single 

(D) TOPOLOGY: linear 
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CAAGGftGOQC GT0Q0GAOQG TOC7IGOQQQG QCQGTAOQGA AAGATOGOGG CGGOGATCCG 

OG0G0QOGAC TTOGCGftDGT TKXX30QOCT GAOGMGCAG GACICGAACT OGTITCACGC 240 

CADCTQOCTG GACICATTCC QQOOGATCTT CTACATCAAC GACACITOQC GCOQGMTCT 300 

CAAGCTCTCT CATCTGATCA AOGAGITCTA CAADGAGAOC ATOGTOQQGT ACAOGTTIGA 360 

OQC3QQGTCOG AAOGOQCTGC TCTATTACTT GGOQGAGAAC GAGQ0G0G3C TCIQOQQCIT 420 

cckttctocc gictttogog ocaaogaogg ctgqgagaoc aogtitcicga cogagcagcg 

CX30CACCTTC GCOGOQCACT TOGADGAGTC OCTC90GOQQC AAQCTTGOGA CGGAGCTOGA 
OGAOGAGTIG CACAGAQGAG TIGOOOQOCT CATCTPCACG AAAGGTCGQG CCAAG3GCCC 
AGGACACTAA ATOCTOQCTC ATOGACCCOG AGAOGGQOCT G000QCT3AC GCTATTC7ICC 
TQCTATITTC TGCTCTGTAT ACCCTOOCAG AAOGOQCTAT ATATATAGAA TATOCATT 718 
(2) INFORMATION FOR SEQ ID NO: 833: 
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(ii) MOLECULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1528RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 833: 

GATCACTGTA TCGAATTTGA CACOCAAGGA AGOCAAAACA TOGTO3G0QG ATCOCGACAA 60 

TCTQGAACAT ATSATATOGC TTTCTQCAAG GATO0CT30C TGAGCTTCCC TCTTATTCAA 120 

TICICTATIT CTATAATICA OOQCATIOCT TIOOCTCAGC TCATOQCGCT GCTTACCIAG 180 
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OQGACATOAG CTTCTAGAOC ACACAAAAGA ACAAQGIAIC AA1CTX3CTOG TACCTOGAGT 300 

5 OGTATATICA CAGATCTACG GCTOCCCTCA AC7M3AGTTCT TOQGCAACAC GICICTTOCG 360 

GCACTTCTTC GAGAAOGAAT ACICAATCAC AAATGAAAAC GTCACAACCG AACTQCTTCA 420 

70 CGAAATCACC TATCATTTTA TTCAGTEACA GTIGAQCMG AGCAACAGCT CCTATTIGAG 480 

GATCATTQGA CIATTCK3GA GCAAGATGTCG OC XJbTlLTIT GOQCTGATOC ATCTCGATOT 540 

75 CTTAAAGGAG TACTTTATTG AGCICAAGAA TATEAAGTCA TT30C3GTOCA OGACTAAICT 600 

TCATATIGAA TCTCTITICA AGGTATITTA TX^CCATOIC ATAATOCAGG TAAGATCAAA 660 

20 AOOGTIQGAT ATICK3CTOC GTATTTTGAA AITATCCTGG AAAAACTAOG G 711 

(2) INFCPMATICN FOR SBQ ID NO: 835: 

25 (i) SEQUENCE CHARACTERISTICS: 

(A) LEW30H: 722 base pairs 

(B) TYPE: nucleic acid 

(C) CTRANDOCNESS : single 
50 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

35 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1529RP 

40 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 83 5: 
GATCAAAAAG AAG3CGATIG CTATOGCGAC GGHXSACTOCT GCTAOCQOOG TCTACC3CTCT 60 
ATATCCTTCC TCTOOGATCT TQCTTCACAG C lOU ULWltJ ATCAAGCTAG AAGGCACCAT 120 
TTCTCTCAC3T AQCAAAGGTC CTACTAATGA TACIGATCTT TICATATTAC CAGAAAAACA 180 
TTCK3CIGTT CCGGGC1ACA ACACAATCAT TOGITTOCIC GTACCCGCCA TCAATOCCTT 240 
55 C203CTTIAT QQCAG3COGA AAACACTATC GGOGAGCAAG GATCACACAA ACICACICCT 300 
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GTITAGICTA OCSODQCTTC CACAIGTOCA CTACTTOCTC GTCEAGGftTT TOCTTCCATT 360 

AGIGAATICA GXTCTO3CT CATOGAOGAC OCAOGACT33 CGGAGACAAA TCAAQQCTCT 420 

A3TACAAQQG AGGGTAGOQG CTOGCTATCA GGGATCTO3T TCAAGCICOG GICTATCCQG 480 

axrrciGioc tqcqoigctc tq3ctoca.it g&ctcctact tctitctcat cqccgcattt 540 

TOCTOOCTOC ATIGOGTTTT OQCCTACTGA GICCAACTAC ACTITEATOr CAAGICACIC 600 

AAGAATAACT TCACTACATG ATAATATCCA GAGAOCATAT TGAATAOCGT QQCX^GCACA 660 

TOOGATAATA CVCTGCACOC AAACAAIATC CTATCTCCCG CAGGTCTTOC COCIGA3GCA 720 



TT 



(2) INFORMATICS FOR SBQ ID NO: 836: 



(i) SEQUENCE CHARACTERISTICS: 

(A) I.EN3IH: 691 base pairs 

(B) TYPE: nucleic acid 
50 < c > STRANDECNESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: EAG1529UP 



722 



(xi) SEQUHvCE DESCRIFTICN: SEQ ID NO: 836: 

45 GATQCOQCTC AATCCCAAGT AGAATCTTIC TO3GQGGAGC CCATACACTA OCX3CCTCCIC 60 

CICATOOOOG CTCTCCIGCT CCACGTCCTC TOCTQCAACA TCTAGCAGIT TCCCGATAAC 120 

50 ACTQQGGA3G GTCATQZTCA OQC3CTCOG3A TATCAOGATC AGCACCAAGG CGCATACTAG 180 

AGACTIGAGC TCAGC3COQCG OCAATTQGAA CAGICTAOQC ACATCCTIGG CAOCIGATOC 240 

GITOOOOGTIC GOOGTIOGACA GCTOGAGICT TICITOGTOG QGITICICIT COCTACITOC 300 
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O0GAG3OTTT GCTOTIGftCT TTAGOCTCGT TTCAATICTT CTCXSATOOQC TGAACGAAAA 
QOQGSIGOCT TSATCTAGAT GATTGAACGG OTGCTATOGC TOCATCCCAA TAACAGQCCT 
CGQCAOCTOC TTAACAGCTA GOGATAGCCA CATAIATCIT CTOCTCGAOG TCATATTCCC 
AGITITCriC TAACCTCACC AGCCITCIAG GCCTCIOGAG TTCGCTCTAA GIOGTCAATT 
TO0QCAT03G ACTCATTTTT CATOGAGAAT AAATAATTCT ATTftCAAAAT AGftGATOCAT 
QOCCAGCIAG TOGAGOQCAG CTACTAIACA QCTOCTOGftG CTITOCAGIT CTAGCQCACC 
QCTTCTOQQC TOCAICTGAC TACAACATTT T 
(2) 2NTORMATXCN PCR SEQ ID NO: 837: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 714 base pairs 

(B) TYPE: nucleic acid 

(C) STRAKDECMESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PA31530RP 



360 
420 
480 
540 
600 
660 
691 



40 



45 



SO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 837: 
GATO0CTCT3 CTACAAACAC ATAOCEftGAT TTCTCZATATT TTATACTGAA TACATATAAT 
ATATCATTTA ACTOICITCA TTCATCAGAC GTOCTCTAAG TiClUAU'lU CICAACTTOT 
TmcCACTT CTCAGOCTCT TOQOCTCXXA GTAOGTTCAC CACATOCACG GCTftGCITCC 

TCATTocrrr gcicicacgc gtiatogtiga Traicrooac AOoaoocACA gtttcctcac 

TCACTAOCAG GGCTICGATA OCAGGITOOC TACOOCT30G CCCQCACAOG TCATOIAACG 
CAAATATTIT GATTICCAGC OQOQGTTTCA GOCTCTCAAG GAAGCK3CAC AGGITATOGC 
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ATOGITOGTC GAAGGACTGA A3CTOCTCCC TCTATTICTr GnUDGCAGC AGTICTICAT 
CTOIAATOOC CAOC^TCAGC CGGGAOOCAG TCADGAQOX GQCAACACIG AGCAATATTT 480 
TATGTCOCTC GIGTAAGTOG TOGAAAGTOC CTCXXAGDQC GCTAACAGCG TftCITCICIC 540 
TAOOOOCACT CTOGAO0QG3 OOOQCAGOOG OCATOQCCGG ACTATCAAAC AGCICEA3CT 

cxttctooqg gaaogcatoc tocagcaggc gatoqcicag gaatacaacg tcccacitca 

TTOQQCTCTA OGCTICCATA CIGAGGITCA ACAAAACATT TATCGGQGIC GICT 
(2) INFORMATICS^ FOR SBQ ID NO: 838: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 716 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLBCULE TYPE: UNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1530UP 



600 
660 
714 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 838: 
40 GATOCIGGGA CGACATOGAC AOCATTICTA TOQGTAAGGA ACTIGIGAAC AACGGCCAGG 60 

OGAOOGIQ3A OCAGATGGCT GGITACATGA AAACIGGOCG CAAGIQOdC GCTGAGQCCG 120 
45 GCTACAAG3G OCCAGTICTT T0CGIQ3ACA CITICATOQC TCTAATCAAC AACCCIX3GIC 

TATGIGAOCT ATCAGACTAC AT3GCTCTCA AOQOOCACCC ATACTTCGAC TTCCACACTT 
CIGCTOCTAT GGOOQGOOCT TOGGTTITOC ACCAGATCCA GAGAGICK3G AGCGCCTOCA 
ACGGTAACAA GAAAGITCTC ATCAOOGAGA 003GCIO30C TACICAG3GT CAGACmOT 360 
GCAAGGOCAT TCCATCCAAA QOCAAOCAGA AGATQGOCTT QGAATdMC AAGGCCACTT 420 
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C7IX3GTGAIAG OQCTATCCTA TITACKXTT T0C2A0GACTA CTOGAAGCCA GATOGGCCTT 
AQ3GTCTOGA GAAGITCTOG GGTATOCTAT AAGITOOOGT GTOCTTCTIT ATCAOCTCTC 
TCTTTATTIT GCTCQGAACC CITACATOCA GATOQQQQGT GGCQCJTCCAT GQGCCTOCAG 
CCTOOGQQCX: T3CAAGTTIC TACATOQOOC TACITEAGCT GCCAOOOGAC TTCTCAATIT 
CITTOQCAOG TOGTACTOCT GQCATCCTIC TCATAGAACA CAGTCTOCOC ACAGQG 
(2) INFORMATION FOR SBQ ID NO: 839 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 723 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencnac) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1531RP 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 839: 
GATCTGCATC CTOG7IGATGG AAAATAOQGC CATOCAGCEA AITTK3GAAT 
TACOGTAAGA GAGATOQCTC CAAATCATAC OCAGTTACTA TCCTICTGAC 
AAGOOGACAC CTACCAGAOC TOCICTTCT3 AAGITOGGAG AACICACAAC 
GAGTTAGQCC AOGGCATACA CGATITOGTC GCTICCAATG ACITOGACTC 
CCTQQCTCTG TQCCATQQGA TTTOGTCGAG QCQOCCIC'IC AGATOCK3GA 
QCAO3Q0CTG AOGTITTAAC TATGTEATOC AAGCACTACG AGACAGCTGA 
AAGIOGCIQC T3GATO0CTG GITTAGTGIT GQOGQOCICA ATICAGGATT 
QQCCAACIGA AACTTOGCTT GTTOGACATG TATGTQCACA CC03CGATTA 



GGTTICK3CA 
TAACTTTTCA 
GITCnTCAT 
GCTCAAO30G 
ATACT3GAOG 
GAAAATOOOG 
GQ0CAACIT3 
CAAAQGAQOG 
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GAQCTAG3GA AATTATOGAA TGATCTCAOC AGAGAGATCG GGeiCATCAA CITAAAAAAC 
TACACTAOCA 00QC9CTATCA CT0CTTTG3A CATATEATOG CTOSATATOC TOCTOQCTAC 
TATOQCTAOC TTTOGTCOCA CGTITITOer GCAGATATCT AOSACACAAA GOTCAAGCCC 
AAOCCATICA AT9CTA03CT CX3GTGTOGAA TACAGQGACA CIATTTTAQC TOOOGmUA 

err 

(2) INFORMATION FOR SBQ ID NO: 840: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEM3IH: 692 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1531UP 

(xi) SEQUENCE DESCRIPTION: SBQ ZD NO: 840: 
GATCCAATOC TOGAGQOGQG TTAAAGTOCT CCTCAATOCA QCGCAGCCGG CACT3GACTA 
TOQCAOGGAA ATO3CACICT QGAQSMQOS OGTOGriTOQG AACK3GATCG TCCMeiCGC 
GCAGAAAQGC OGITTOGAAG QQQCAQQQGA GGAOOGSAAT GAGCATIAAT AAAGAGGEAA 
CGTCCATGCT CTGAAGAGTT TCACTITATG CGTK3CATIC CICCCCCCCT GAAGACGAAA 
ACACGGOGCA CATOOGCTAT ATATAOOCTT OGTCICTACT ATTCIGCGCT GCCOGCICIC 
ATOICACTTT TOACmTTG ACGC0G3GAA OGOGACATCT GCCACAA03C ACCAACGCCC 
AGTCACCAGC TCTATOCCGC TTOCTCTGCC AATAACCAGC CCCCTACTAG OCGAGCATTT 
TGOCTTAGTC CAOCAGATAT TOCATIGTTA TOOTIGCTOG CCAGCCICGG GCTOGGACAT 
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AAAGAT033A AGCTCCTCTC OAAOCIGCA CAG030Q0CT TOGBSAAIAC TOOQCAGQGA 540 

5 0CC0CO7IDC CATTAGTCCT TOQCACTTIT CCX30GA3MT GTATCTftAAT 600 

ACAGAATATC GATTA0Q30G AATftGQCAAG TTTTGTOGTC TCACATGOOG AGTCOCftGIT 660 

70 CATCATTACA TAATGTC7IOG TQQCATATCT GT 692 

(2) Il^PORMATION FOR SBQ ID NO: 841: 

75 (i) CHARACTERISTICS: 

(A) LENGmi: 722 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 
20 (D) TOPOLOGY: linear 

(ii) M3LECULE TYPE: ENA (gencrtdc) 

25 (vi) ORIGINAL SOURCE; 

(A) ORGANISM: PAG1532RP 



30 



35 



40 



45 



50 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 841: 

GATCTKTIGA AAGAGEAAOC AGGATCAAGC CIQOQGTATA GOCAGCGAAA TMGCATATG 60 

AAGTCTTICr QOGIGGQCIG TTTCAATGAC TTCAGIGATA TOQCATQOOC AGTTICTMG 120 

TCAAACTIQC GOGACTOCAG ATAATCAAAT ATCTOCTOCT GCAACACTOC CTOCTACTTT 180 

TK7ICAOQGA GAQGICGOGG GT0QO3GCTA CICIGCAGOG CACCCTAAGC TGAOC3GAO0C 240 

CCG00Q3GAA CAATOGAAGG OOQCTGOGAA GATCQCASftC TOOQOOQGAG AGftCmCGC 300 

AOCTOQQQCA CAGGICITGA AAGAGAGCTC CTGOOGTIOC GIGCCAGACT LTIUI'ITA TC 360 

ATCIOOGTAA GAGCAGCGTT OGIGOCAGGT ACX30CCTICT T3TKX7KJIT TCCAQCAATT 420 

GATOGAATTT GAGftOGIGAA CCTCTQQGGA TICAAGCTAT TGAQCACACC ATIQQCACCA 480 

CTTGftGOOOC TTQQCTCTGC CATOCCTAAT OGTOCEATOC TAOQQGOGGC TAATAAGITA 540 



55 



1099 

BNSDOCID- <EP 08661 29 A2_l_> 



EP 0 866 129 A2 



10 



CTACCAGACT CTO300CTCA TCTQQGACTG CTOCAG0C2G ATCCICTTTC 600 

TCACCCGATC GAAATCATOG AGIACGAATA ACCAOTIGAC CATTATPCAC CTGATCAA3T 660 

TO3QGGTT0CC TCTK300GAC TCTTACTCCA Q^TEAACCAT GACTAGATOG QCATACCTCA 720 

GA 722 
(2) INFORMATION FOR SBQ ID NO: 842: 

7£ (i) SB3USSCE CHARACTERISTICS: 

(A) LENGttH: 619 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
20 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (geriatric) 

25 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1532UP 



30 



35 



40 



45 
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(xi) SEQUENCE DE9CRIPTICN: SBQ ID NO: 842: 

GATCATCTCA A0GCTCAT3A ACAGTTTOQQG GAACATO3IG TOCAOGACTA TOCACT3CTG 60 

GATGTCCITC TOQOOGAAGT AOGQGOQGTC CQGAGCAACA ATCTTTCACCA GCTTAGCAAC 120 

GAOCGTC3GOC ACACCQOQGA AGAAGOGK3G AO3GGTK30GA CXXTCCAGCA 1CTQQCIGAC 180 

GCCAAGCAOC GACACAAAOG GCXJOGOGCK3 OQOCTOGACC TCCACT3QGA TOCCQCGCGG 240 

CTACATTPOC GQQGGAGAGG GAGCAAAGAG CAQGTIOCACA OQQ30CICTT CCAQCAAOGC 300 

GOGATO0GCT GOCAAOGIOC TOOGATAGCG GICAAGATCT TCXTITOQQCG CAAACTOCGA 360 

AQQGTTTAOG AAGACTGAGA CAACAGTAAA CTOSITTICC QOQCACGATC TOCQCAOGAG 420 

CX3TCATGTOT CCCICATCfTA GQCAGOOCAT OCTTOQCACA AACCCAATCG TC ICT O 'l LTl ' 480 

GCAATCTACC GTCTQCTK3C GOCATK3C3GA GACTTOCTQG AOCTEATIGA GCAOCT3CAT 540 
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GAQQOGTATC GCTFITSATGS TICAGOCTIC AAGTTICTCR GTCT3CATCT CACftGATEAA 600 
5 G3AAGCTK3C QCACACTAT 619 

(2) INFURMATICN FOR SBQ ID NO: 843: 

^ (i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 564 base pairs 

(B) TYPE; nucleic acid 

(C) STOANDECNESS: single 
75 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 

20 (vi) ORIGINAL' SOURCE: 

(A) ORGANISM: PAG1533RP 

25 

(xi) SBOTENCE DESCRIPTION: SBQ TD NO: 843: 

GAICAOGAAC TOCATCATEA CAAAOTOCAT O30CT0GATA OGAAAACAAA ATOCACAGCC 60 

GCTACOGACC TIOOGAAACC TOGAGAAGAT CAAOCAGOOG OCAAAGAAOG CTGACCAIQC 120 

GTOQGAGEAC ATAAAATOGT GAATEATTOG GGTICTA3CT ACTATATACT ATOGCICTGC 180 

aXTCAATOA TQGTTAOQOC TCTTOCACTG GCATTCTGGG TGAOGAGGTT GICICCGTAC 240 

ACCTCTACTA TTICCAGGTT GQQOGCACAT TOQCIGATAT G3Q0GAGCAA TTTCTOGICA 300 

AOGCAGOGGA OGAAOOCTAC ATTCAGTTOC TQCAAGTTIG GACAGGACAT TAGCTOGAAC 360 

45 OCAGCTQOOG TCAGGITOCT GGCTGAGTTC AAGTTTAGCT CTTIGAGGAA TTTOGAACAT 420 

GGATTCAAOC ATATCTOOGC AATTGAT3CA TCATOCAGCT GATGQCAGCG CCTCAAGTIG 480 

So AGGTAGIGAA GTOQGGGAAG CTOGADCGAA GAGAAAAATG TAA3GAATOC ATOQGACGTA 540 

ACCT3CTCCA ATICCTCTAG GGAT 564 
55 (2) INFORMATION FOR SBQ ID NO: 844: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LETCIH: 720 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1533UP 



20 



25 



30 



35 



40 



45 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 844: 
GATC03GAGA CAGAQCTGTA TCTGAGITCT AOOGCTOQGC GCIGAAACQC 
OGCACATOCT GICT3CTIXX AO0G3OCCAG AQCAAOCAAG TATICCIATA TICGIGAAAA 
CTGCQGTAAT AACCATGTAG AAGATT0O3C GOCCGAATAC CGTTTTTAOC CCAATATCTC 
OGTCATGTIGA GCIATTOGAT OGAAGAGTTT TTAAT3AOCT ATCOCCTATC ATAAAQCQGT 
GCTQGATTAT TOGAGCATGC ATCTOGITCA QCIO3QQ0GT GQCAAATATA TOC7IQCAAGA 
AGAAACTATC GTAOCAAOOC CX?ICK3TTCT GAOCICTCIC CTCTTAATOG GCAIGACTAA 
TATQQQCTAT OCTTAAAACC TTTAAGATCT TACCICCGGT CICCAGQCGG GTTCTCTAGT 



TTACAAGAGT AAATADCACC TTGCOOCTOG 



ACTTTACAGT AGGAAAGAAT 



QGATAOCACT 



TTPGCTATAT TTTGAAAGAT GGATOGAATC GAG33CTCCT 



TATTGACAGC AAAGCCACIC OGACAGAATA Ca^CAOCTT QGATTK3GAA GCTOCQGATC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



so 



GACAGAACAT GGTTAOCTAA TCGAATICTIC CTCT0QQ3CC QCOCTTCOGG TIAAICAAGA 660 
AGAACAAOCG 030QQCAOOC AGQGAACTAT T3AATTCAGT GCTOCCAAGC CTAAITIATC 720 



55 
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(i) SEQUENCE CHARACTERISTICS: 

(A) L£N3IH: 727 base pairs 
s (B) TOPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

to (ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1534RP 

15 



20 



25 



30 



35 



40 
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(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 845: 

GATCCACATT QGAATATQQG TAT33GAC7TT GATX3GTTGAA CQCTIOQCTT CAAOCAOTQC 60 

AACAITGQCA AAOQGTTIGA AGTOCIX3GAT GATITICTOC TICTOGATOG CAGICA&3AT 120 

GIQQCCGAAT OGTTTTTOGT TCTATAGGCC TIGCTCATOC TGTQCTICAT OCTCATCAGA 180 

CGCTAATGSA AOGTCT3GCA CAATCPOGAC GOCATOGCAG GAIIGQGAEAC TCAAGGIATT 240 

GAGCA1GTTC AAGQCATGTT O0CTIGCIAC TITAAAOQCT QCATCAACTT C0H J L ' 1UL?1T 300 

TITCCATAQG CGAQGGACAT OoTTTTGATC GEAAOGAAAC TTACITICAA A30GTICICT 360 

CACTATAGAA ACCACATIGT CITOCITCAA ATACTOGTGG ATAATATCAT ACAGAATAGT 420 

OCAT3CATIT GACOQGATCT TCAGGEATAA AGCATAATIG TCCTOCTCGA TGAQGIOGAG 480 

CTGGAAjICG TAAQOQGEAC TnCATOGGT GACATOCCCT AAATIGQGIA GITTATACIT 540 

TAGAACIGAA OQGOQGAAAA CATCATCAAA GIGGTOCATA ACAAGTTOCC AGADGITATC 600 

CIGP3GATOG GAGAGTAAGT GGACAATATC GTCTCT?^3TA TCTGTGAATT GGEACOTTT 660 

OGCCCICAAT ATAATAGCTT TCATCTOCTT ACCADGCICT CTTIOOGCTA GITCACTATC 720 

TTCTQCA 727 
(2) INFORMATION FOR SBQ ID NO: 846: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 682 base pairs 

(B) TYPE: nucleic acid 

(C) STRAMDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1534UP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 846: 

GATCAGCGTC GACTTCATCA TGGTGTC1CT O3IQOC3Q00G TCIG7EAQQC GG3C3GAOGCT 60 

GCT3CTOIOC TTICT30QGC O0QO3G0QQC QQOGATCAAA GftTOQOQCAC CACGGTOGCC 120 

GCCGGQQQGG CTCCAAGACA CACGCGZACA QCAC3CX30QOG OGTGOOQQQC AA3QCAGCGC 180 

QCACAGCTAT OCTOQOGOCT OTIACOTSrG GCTOCCITOG GQCGSATTQC GCTCGTCAGC 240 

QGTCAOGTGA CXXGAGATAT GITX3CAAACC AAGCCATOGA TOGQCATMG AACQCATEAC 300 

CAGOOGATIC GAAAAOCCIC ACAACCD3CC ATCTT3CTOGT AGGAOCAOCG CAAgPOQCTC 360 

QCACTQGTTC CACACT3GTA A37ICTIOGT TCAAAATTAC TCIQCCAQQG CCX3CICICAA 420 

AACCTGTCAA GTPGCAGAOQC ACIGACAGTC QGTCAAGftIG CGACATTACA ATOCTCK3GA 480 

AGCICTQCAG TAGGITCTCG CGCG3JP3CT AGACAGTCAG Q33CAGQC7IT CATCGACAAA 540 

GAOQOQCAAG GATOICGCAA TTCGITCGCA CAGTCCACIC OQ3GAAAAAC 600 

AGOGCTACIC TQOGTTGACT GGGQOGAGAC TO7IAG003G CTQ0CT3QCC TCAATCAGGA 660 

CAGAOCAAQG TGAICATGAT AC 682 

(2) INFORMATION FOR SBQ ID NO: 847: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 663 base pairs 
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(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

5 

(ii) MOLECULE TYPE: UNA {gencmic) 

(vi) ORIGINAL SOURCE: 
10 (A) ORGANISM: PAG1535RP 



75 (x±) SEQUENCE DESCRIPITCN: SEQ ID 100:847: 

GATCTTGCTG CTATCCAGAA ATOGGAAGTT CTTAGACAAC QQ3GAATEAA GOOOdTTIC 60 

CAATATTTPG AGOGTCGTTT CATAGCTCGG AAGACQCAGC AGAAGGO00C OC^GTIAGIGT 120 

CICTTCAICT TCGCTCATGA. AW3GTCTCTC TATCAAATCT AGCTCCATCA TOQCAGAGTA 180 

GITATTATCT TTCTTCCAAG ACAGACGCAC ATQQOOCAAC TICCTCAGGA TEACAGTAAA 240 

ATAATOGTAG AAOCGOQGAC TCACAGAAGC GAOGAOOQCT OGAAATCAAG TO9G000GIA 300 

GAAGATOGIG OGQCXXTOCT TCTCTATCAC AAGATOGftAC TOOGAAAGTCC TCTICAOQQG 360 

GGACACOGIG OCCATAAOGT GCTTCT3CAT GAACAGCTQC GC3HACCA3CT OOCTCTICAT 420 

COXQCGAGC TCAGTCTCAA GCTOGTOGAT CCGTOGCAGC AGCTCCACAT TOQGGGTOGA 480 

GCTGAACAGC TOOOGIGAGT ICACGIOGIG CGTAAACICA GACAGoTACA CACACT03GG 540 

CAQGQQCTIC CCAATACATG TAGMCACTT CXX300GOGQC 1TCTTOCACT TCAOGOGOOG 600 

CTIX30QGCAG AACACGCAOG ACTIGCIGAC CTPQOQOCTG GT1T1CACAA IC'l'lUOJ A TC 660 

«3A 663 
(2) INFORMATICN FOR SEQ ZD NO: 848: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 649 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 



□MCrwin- ,cd nocciooao r 
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<D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: ENA (gencctdc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: EAG1535UP 



<xi) SBQUEWZE DESCRIPTION: SBQ ID NO: 848: 
GATOQOQGAC CT3GAGCACT QQOTOGAGAT QOQOQOQGCC ATCCTOGK3G TTICK3CQGA 
003CAAGGAC AOQOCATOGA OGAGCX3GTIAT GCAGCAGACG GTOCACAOGT CQGACCICTT 
CAAQGAG03C GIOXGftOQG TOGIQQQQQG GOQGTAOTGA GftGMQGOGG CGQCGATCCG 
0Q030Q0GAC TTOD3CX3CCT GAOSATOCAS GACIOGAACT OTITICACQC 

CftOOTQQCTC GACTCATTTC OGOOGMCTT CIACATCAAC GACACTTCGC GCOQGATICT 
CAAGCTOICT AOSAGTITCTA CAAOSAGACC ATOGK3C3CCT ACACCTITCA 

CX3O3GGnO0G AAOQOQGTOC TCTATEACIT GQ003AGAAC GAAGCGCGQC TCTOCQQCTT 

ceiCTcroa: gtctitoqog ocaaogaogg ctoggagadc aocttcioga okagcagcg 

OTCOKXTC QOOGOQCAGT TO3A03*?H3 GoKXXSCQCX: AAGCTTOQGA OQSACTOGAC 
GAOGAGTK3C ACAGAQGAGT "K3O00QCCTC AICITCACGA AGGTCGQQCC AO30CCCAAG 
ACACTAAATC CTOQCTCATC GACCOGAGAC GGGCC7TK3CC CCGCCTCAC 
(2) INFORMATION FOR SBQ ID NO: 849: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 717 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECMESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1536RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 849: 

GATCATTIGT CCTTGCAGCA CAAACATOCA CAGCTCTCGC ATTTOCMTIT QCAATCQQGA 60 

QCAGCAGCTC CITOQCAGCA TTK3CAAACG CCMQCTCIC CCACC IIT1T OQCATGfTICT 120 

TCTGACATTT TlUmUl'IC TAAATOGTPGA TITIGAGTOG ATOGTKXDGA GAOOQOOQCA 180 

GCTGACTATA QGQQ3GAOCA AGAOCCITIA TATATTITOG CAACCAGATA CATTAATOOG 240 

AOGCCAAAAC ACEATCAAAA ATAAGGTATA QQCICATTIT TATICTGAOC CATO3GACAT 300 

GCICTAATOG GA3TATTCTA ACTAAGCTAG TATTATOP03 GTATCCnTT ATTAATTACA 360 

ATCACTOCTG AGTTOGGGTA TCGTOCAACT GCACACGCAG CICMCAGIG UlTlUbTlUJ 420 

OGOGCAGATC AOGTOOCTQC GACAT33CGA CTTCATCCAC TOQ0300CAG CTAOCTQCTA 480 

TATGACATIA TOGCCGAGAG GTTAAGQQGT GAGACTOGAA CTAAATIGAG GGATCTCTIG 540 

GQCTCT3CCC G03CAGGTTC GAATCCK3CT GATOTCGTTA ' ITl ' mULTl ' GOQOGGCCTA 600 

OGQGGGQCTG TATTTOCTTG TTOCTATTEA GATAAAOGAG ATACTAAACT ATOQGTPGAA 660 

CICQOGGTAC TTCCCGTACT AGTAQGCTCT GCCGAAAOOG Q0GAG9QCOG TCAGCAC 717 
(2) INFORMATION FOR SBQ ID NO: 850: 



(i) SEQUENCE CHARACTERISTICS: 
45 (A) LENGTIH: 710 base pairs 

(B) TYPE: nucleic acid 

(C) CTRANDECNESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1536UP 



RNRDOCID: <EP 0fififi12flA2 I > 
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(XL) SB^JENCE DESCRIPTION: SBQ ID NO: 850: 
5 GATCAGCTCG GTACK3GAGA AACAAGQCIA CTGTCCCITC CCITCACGAA GTTAOQCGAA 

ATCGAAAGCA CTSGCAACAA GCAACATMC AAGAOOQCEA AATACATTCT CAAGICAITC 
ro GAATAAGCIC TAAAACTAOC GATAQCTAIA TOCm TAACGTTEAT AIACATATAT 

CTAQQQCT3C GTATQQGK7T TCIAOGIGIA CATCTAADCA AATAACICCA CTATAQCItTr 
75 ACTACATOQC A3TCQCTTGT AAGCAACITC AGGTICIQGA CTACCXAATT GCTCICCCGC 

ATCOCAGOCT GCXXTTGriCTT GACCICAAIT TAGCGAAGAC OSACTICTAG 

TOGCICTCAT ACTOCTIGAA TI030GAATC AOXJOCTIAG AGTCGAACIC AACATACACG 
CX30CTATO2A CTATCCTCAA GAGSACATOG TOOO>CGCA GGAAGAAACG ACTCAAAATC 
AGCATACACT CGITCATCAC ICICAOCTTA ACATICAGAA TOCTAA3GCC ATTOICCQCT 
AGITOGriOCT CAAATAAAAT CATCIOSTOG TAGAAAAGAA TOGQGTCCQG QCTCGAAAAG 
CITOGOIAGA QQCAGCTOCA OXTCIUnC TCTGACCATC CXTCTOCCAT CTATGGIGCC 
CTOCTAGAGC GIOCHCTADG TOCAGTOGTA CTOGK3GGAT ATOITIAGQG 
(2) INFORMATION TOR SEQ TD NO: 851: 

(i) SEQUENCE CHARACTERISTICS: 

(A) 737 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1537RP 



55 
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(xi) SEQUENCE DESCRIPTION: SEQ TD NO: 851: 

GATCTOOGTA CTITAGSATG QCTTTAXAGA QQQCACGAAT nVXlUTlU S OCTAT^GT 60 

TCAGSTICTT GGMTTOQCA OGTITnTOG AGOGTOAATC C ll ' lTHJUJG CTTAAQCICT 120 

GAGCIUCATC TOCATIGAOG CTATTTTTTA TCTEATTCAG AGCAACATIC CTACGATICA 180 

TCATITOCAG TK3TICCT3G ACATACICTT CATOCTIUOG L ' l ' lL ' lUl ' ACT TCGICT1TCA. 240 

GTTK30CTAG CTOGTCTIOC QGAATGATAT CATOCXMTC CAOGTCAGCT TTATAATOQG 300 

TGACTICAAA CTCTITTAGG AATIOCICAC CIOOGAGATG AGACTCTCCC AAATCTOGIG 360 

TOCTGAOCTG ATCTICOQCA TGASTCAAGA CATCATCCAA GITCAAAICr TCAAGCTICT 420 

TTTGATEAIIC ATO03CTTTC AACAXAITOC CTQCACCAAA CTTCAGAATC IO*3ACAGCT 480 

CTOCT9CACT AGGTICQGCT TTOCICTIUC TOGTAIA3TT ATTCCCAICT CTAACACCTA 540 

AOGAGATGAT AGCATACTCC AAGATCATCT TTTT30GK3C TCTITCTAAG ACTTCTICIT 600 

CAA03CTATT CITAGACACA AAACQCTAAA OCATAACATO ATICTITIGA CXAATICIAT 660 

GOQOQOGAGC CATTGCTK3G AGATO3GCCT GTGGATICCA GTOGGAATCA AATATOATCA 720 
CAGIGTCTOC GC7ICATC 
(2) INFtKMATTCKI FOR SEQ ID NO: 852 : 



(i) SEQUENCE CHARACTERISTICS: 

(A) UEW3TO: 716 base pairs 

(B) TYPE: nucleic acid 
45 (C) STT1ANDEXNESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1537UP 



737 
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(Xi) SEQUENCE DESCRIPTION SEQ ID NO: 852: 

GATCTAGAOC AOOOQQGCTC GTTACCOGGA. TAOGAAGTAA AAGCBGTCQG GAGOQGICTT 60 

CIGQCAAOGA OGTITICriC TACACADCTC CTOQCACAGG ATCCBGCATC CTOCCGCATA 120 

ACCTCAAOQC CGGCGTTCK5 ATOGIT00CA GGIGQCACIG GCGCCAAGCX3 CTOCGIGAGA 180 

AACaGCAGOG CTQCACTTOG CTOCTTCOGG GMQCTDCTC GGAGTOGICC GGGGCTTITC 240 

CX^COQCTCA AOCTAGQQ3G QO?I03CTCT QOCGGQCXCT CCATOCAACT QOGGCGCTOC 300 

CAT3ATOQQG GGGQOCTTAC CSGGGIQGTC TTTO33CTOC CTOQCTCK3C CHGGCCACAC 360 

GATO3CCIGC TGGAGGAGCT GAAOCTOCIT COGTOGTOCA AMUIUIUIG CX3ACAGCGCA 420 

CCIGOGIQCA AGCTCTGOCT GCG3333CCT GTOGATIGCT GCGICCGCQG GTOCAACTCTT 480 

O7IGACAG0G CITIGCAGQC ACGTCATGCT TOoTGOQQGG CCCAGACGIG CICQGICTCT 540 

CICAGACAGC TITrCCGOQG GCT303GGQC CGCCG1TOCC GCCATATGAT TCATICCGIC 600 

TCGATTAGIG CA1GGTOGTC AGCITCCAGA TOGCCAG3CT GIS^ITCTOC TTOOOCOQQG 660 

OOGQCAGQCT CTTIGGCTCTT GQ0QSIG3CT CTIGCTTCKT QQQCTOGOQC CGTTCT 716 
(2) TNPORMA3TCN FOR SEQ ID NO: 853 : 



(i) SEQUENCE CHARACTERISTICS: 
40 (A) LEN3IH: 733 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (gencsnic) 



(vi) ORIGINAL SOURCE: 
50 (A) ORGANISM: PAG1538RP 



55 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 853: 
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GATOCCICIG CTACAAACAC ATACCTAGAT TTCTCATATT TTATACTGAA TftCAEATAAT 60 

5 ATATCATTTA ACTCICTICA TICATOAGAC GTOGICEAAG TO ITOIUL U U CICAACTIGT 120 

TITTCCftCTr GICAGQCTCT TO3COOQOCA GIACGITCAC CACATOCAOG GCIAGCTICC 180 

70 TCATKXTTT GCTCTCACX3C GTATCGTTCA TICICTOQGC ADOGQOCACA GITTCCICAC 240 

TCACTACCAG G3CTT0GATA CCAGGITOQC TACOCGTOQG OD03C?CA03 TCAICTAAOG 300 

75 CAAA3MTIT GATTTOCAQC O0G3SITICA OCCTGTCAAG GAMCTQCAC AOCTIATOQC 360 

ATOGTXOGTC GAAGGACTGA AQCT3CTOOC TOIMTTCTr GITOOQCAGC AGITCTTCAT 420 

20 CICTAATCOC CAOGATCAQC O30GACX3CAG TCAOGAGOGC QCXAACftCIG AGCAATATTT 480 

TATCTOOCTC TOGAAAGTOC CT00CAG03C QCTAACAGOG TACITCICIC 540 

25 TACCGCCACT CT0GACG33C OCCXXAGOOG CCATO3CQ3G ACTATCAAAC AGCTCTATCT 600 

GCCICTQOQG GAAOQCATCC TOCAQCAG3C GATCGCTCAG GAATACAACG TCCCACTICA 660 

30 TIOQGCTCTA CGCTTCCATA CTGACGTTGA ACAAAACATT TATOGQGO'IC CTCTACftSCT 720 

ICTOCTTCAG AAG 733 

35 (2) INFORMATION FOR SEQ ID NO: 854: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGttH: 725 base pairs 
40 (B) TYPE: nucleic acid 

(C) STOANDEENESS: single 

(D) TOPOUOGY: linear 



<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1538UP 

SO 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 854: 

55 



BNSDOCID:<EP 08661 29 A2 I > 



1111 



EP 0 866 129 A2 

GATCCTPQGG ACGACATCGA CAOCATTICT ATOGGTAAOG AACTTCIGAA CAACGGCCAG 
5 ;GOSaC0GraG ACCAGATOGC TOOTTACATG AAAACT3G0C QCAA3TQ0CT 03CTCAGQCC 

QGCTACAAGS QCXX^GTICT TIXXETOGAC ACITTCATCG CICTAATCAA CAACCCK3CT 
70 CTATGTCACC TATCAGACTA CAT3QCTOTC AAOXXXACC CATACITCGA CTICCACACT 

1CB3CTOCTA TO3COGQCCC TIQQ bTlTltt CAOCAGATCC AGAGAGICIG GAC3CX3CCTOC 
*5 AAD3GHCAACA AGAAAGITGT CATCSCQGAG AOTG9CT3QC CTACICAGGG TCAGACTIAC 

C3GCAAGGCCA TTO^TCCAA AGCCAAOCAG AAGATOGCCT TOGAAICEAT CAMGCCACT 
20 TCTGGTSATA GOGCTATCCT ATTTACTGCT TTOGAOGACT ACK3GAA3CC AGATOQQCCT 

TAOQGTCIOC AGAAGITCTC GQGTATOCIA TAAGITOOOG TCK3CTICIT TATCACCICT 540 
25 CICITTAITr TOCTCGGAAC OCTTACATOC AGAT33GQQG TOGCGGTOCA TOQQCCTOCA 600 

C30CTO03QGC CTOCAAGTIT CTACATOGOC CTACTTTAGC TOQCACQGGA CTTTTCAATT 660 
OTQSI»CTOC TOQCATQCTT CTCATAGAGC ACAGTCTQCC ACAGGCTA1C 720 



30 



35 



40 



45 



SO 



55 



ACTGG 

(2) INFORMATION P0R SEQ ID NO: 855: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LE3SJGIH: 706 base pairs 
<B) TYPE: nucleic acid 

(C) STRANDEEMESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1539RP 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 855: 



60 
120 
180 
240 
300 
360 
420 
480 



725 
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GATCAGACAT GGTCTITT3C G300CTOQCT OLTlWUC^r Q33GTCAO0G CfiGITCACTC 60 

5 GQCCAGCATC AGTTTIQCTG QCAGCAGAAA OCCITAGGAA TCTGACTTIC IL TI OJ UMG 120 

AAGTCTEATA GCCTAAGGTTT ATACK3QCAA OOGQGACTGA GGACTOQ33C TIOGQOCAAG 180 

70 GATOCTOQCA TAATOGTTTAA ATOOCGCCOG TCTTCAAACA CQGAOCAAGG AGICEAAGCT 240 

CTATOOGACT GTTTOQCTCT AAAAOQOGTA CQOGTAATCA AAGP3AACGT AGSIGftGQQC 300 

75 CTCTITAGftG GIGCATCATC GACQGATOCT GAK7ICTICG GATOGATTIG AGTAAGftGCA 360 

TAGCTCTIX3G GAOOOGAAAG ATOGTIGAACT ATOCCTGAAT AG3GIGAAGC CSGAGGAAAC 420 

TCTQGK3GAG QCTQ3TAG0G GITCTGAOCT GCAAATOGAT OCTDGAATTT G3GTATftGQG 480 

QOGAAAGACT AATCGAACCA TCTAGTAGCT GUT1UJ1U0C GAftGTITOOC TCMGATAGC 540 

AGAA3CT0GT ATCAGITITA TGAAGIAAAG OGAATGA1TA GAGGTAOOQG QGTTGAAATG 600 

ACeTTGACCT ATTCTCAAAC TTCAAATATC TAAGAAGICC T TOI ' IULTIA ATTOAACGIG 660 

GACATATGAA TGAAGAGCTT TAGTQQOOCA TTTTTOCTAA GCAGAA 706 
(2) INFORMATION PQR SBQ ID NO: 856 ; 



20 



25 



30 



35 



40 



45 



50 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTO: 743 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1539UP 



(Xi) SB2UEHCE DESCRIPTION: SBQ ID NO: 856: 
55 GATCACTACG TCACATTOQG TACGGAATOG CACTOCAATG (XGACAAACC TCTIOCTACC 60 
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CXX3IGACTTA CCCCG^TGTG CCAACIACCA CACATCTG03 CX^!EAGCCCC K3QCATC1GG 120 

CAOCAAATCT ACTOGATATC GTEMTACAT GICEAOQOOC TCACGTQCAT CCACCAICTC 180 

ATAICATGIC TGCICTAGGC TAIATATTTC GCTTO03G0C ATATCTACCA GAAAGCACCG 240 

TTTCCCGTCC GATCAACTGT AGTIAAGCTG CTAAGAGCCT GAOCGAGTAG TCTAGTOGOT 300 

GACCATACGC GAAACTCAG3 TGCTOCAATC TTTTITITTT OCTCCPOCIG CAAGCK33CC 360 

GOCAACACAG GTICAOCCTAG TATOQCTCAC ATQCAATICA GATATCTftCT TCTGACIQGr 420 

CTOCT9GQ0G ATGQCCATCA TTQCAAACAG TOTQCTOQCA TOQGACTTIA ACGACCTCQC 480 

GATAATAATC AGAGATOGIC TACTTATAAA ACATCAGQCA CAAAAAGAAA GGTOCAGCGA 540 

AATOGTATAT ATAGCTOCTC CAGATCCACC ACCOGTAQTT CCTACITOQC OGEAICK3QG 600 

TCTCOGTOGC GCTTQOOGCT GAGAIX3CTGT G33CCOGAAA. TCIACICTCA AATOGGCTIG 660 

TTCAGTOaOC CATACAGCIU ATAAGCTCAG TO3000OGAT QCTTAGTAGT AGCTGOGCCG 720 

CTCITCAXAC TOCICTCTGT ATA 743 
(2) INFORMATION FOR SBQ ID NO: 857: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGtfH: 716 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECMESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE; ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1540RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 857: 

TIUrCAAAGT TCAACACCTG TAAGOOQOCT CTAGATACCG CTCTAGAAAG 60 
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G3CCACATAC GCTIQQCQCT TITCAAAAAC AOGTCTGAGA TCCACTTTCA CTITCTTTAG 120 

TGTITO3aCT TSAGATITAT GAATOGACAA GGCOCATOCA AGCATCAGTIG GCAATTCAAC 180 

TCTCXSTTACT AGAQQCTICT CATTTTOGTC CPOGATAGOC CATO OC ' lLTl ' CTOGAACTAA 240 

AACIOTICre GK3GTATTOT 0QQ3CTOGAA GAATTOCACT AATO3CAACT TCTEAOCCTT 300 

TSAGCTCATC TGAACITCCT GTAAGAQCTG LTllTl U XJ r TCTAGATIGG OCTICACTIC 360 

AGGATCTCTO ACTICTOGAT CATOCTTEAA GAAATOGAAT APOCToTOQC 0CAAGIQ3IC 420 

TACAGICTCA TCTGTCTCTA TOGTOCTAAA CTICICTOQC AGAGCTTICT TCACCATOCT 480 

TCTOQGQGTC TOCTTCTTGG GCTCCICATC CICATCAAGC TOQQQQGOOT TOCAGTOCjIT 540 

TTPOQCTAAT QCATOCCG&T ATTICTOOCA TICTGCAAOG TCAAGATCAT CATOQCGAAC 600 

ACITPGATAG AACAIAAATG TIGCXTTCATC GATCAACTCA ATCACCITCC OAGTCATCC 660 

GTTTAOGftGT GTATCATCGA. AGTTCITAAT CTTCATAACC TCTOOQOOGA Cl ' l ' lA A 716 
(2) INPQRMATICN FOR SBQ ID NO: 858: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENC7TH: 643 base pairs 

(B) TYPE: nucleic acid 

(C) SraANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencnuc) 



(vi) ORIGINAL SOURCE: 
45 (A) ORGANISM: PAG1540UP 



SO (Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 858: 

GATCTCCIQC GCGAAGAGCA CQOOCIQOGC OCATCOQGCA TAG93GCCCC ACTTTTCTAT 60 
55 GAACATTTOC OGCACAAQCT OCAGCTCCAT CjITCAGITIC TIX3CQCACAC TOQGAAQSIC 120 



BNSDOCID: <EP 08661 29 A2_l_> 
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CTICTATOQC CXTTTCAQQ3 CAGOGATCTT CXSCTOOOGAT GCATPGAACT TTSIACTCICT 



180 



TTCIQOSATC CTCTTCATCT GCAOGTCTAC AG3CACATOG TOGTCCATCT QCATOXCAT 240 



300 



480 
540 
600 



GAGQCAGACG CAATCTOOGA OCTIXDOGACC CAOGCCOQGA AOCTCCATAA ACCGCTGACG 
GATCTCCTCC OQOGATATCA TCICTAGCCA QGATTOCAQG TOITCACTAT G3CTCAJCTG 360 
TOOTGGTTITA CTTCAATCCA TOCA.TTCTOC OCTGOCMG ATATACITOG OGCGATACCC 420 
AAAOQOCAAA TCOCGCACTG OGTCCTCX3CT AGOQOCTIOC ATCAGCTOCT TOCIQGIGGG 
GAAIGAGTAG TATOGAGEAC OGTOGAGCTC GOOGfiGGMG CTCCCCTACT QCGAACftCAG 
TGCATOGCAC ATCTIDCJP3A TOCX3CXX3GAT ATICTTGTTG CTAGAGCAAA TAAACGAGCA 
CACTCICTCC CAG3GTT0CT GTCX3CAGTAT TCGCACGCCA CGA 643 
(2) INFORMATICN FOR SE3Q ID NO: 859: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LHSCTIH: 720 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOIjOGY: linear 

(ii) MDLBOJLE TOPE: ENA (gencttdc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1541RF 



45 (^) SEQUENCE DESCRIPTION: SBQ ID NO: 859: 

GATCGAACAA OCATACTTTA GQCCCACACX5 ADOTTTOCXX TCGGGGATAT CCTOCCXXCC 60 

SO CICTACAAGA TTOGATICAA 1CATCACOOC ACAAATOQCA TTCTCACCTT TACICAGCTG 120 

CTCATAGATA TCTIGGQOGA CTITO3GCTG GITCCQCTAA TCCTTOITGG AATCTCCATC 180 

55 CGAGCAGTCA ATCATAATCC TCQCXTOGAC OOCAGOQCIG TCAACTAGCT TCGCATTGAC 240 
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CAAGTCCT3C TTAQCCTGTT GTACACTO3C AGQGTCATAG TITCTOOCAT CITTACCACC 300 

GOGTAGAATG ATGAAGCTGT OCTCCTTACC TTCAGIOXA ACAATOGCAG TCACTCCAGG 360 

CITOGTAACC GAAAGAAAGT AATCAGAGTC AGCAGCQQCA CX9CATAQC3CT CAATAGCAAC 420 

CIGTAAGCAG CCATCTCTOC CX7ITCTTCAA TCOGATOQGG AAOGATAGIC CAGAAGCCAG 480 

CICAOGGTOC AGCIOOGATT CTCTIOCTOOG QGOXCAATG GCGCCCAAQG AGAAGCAGTC 540 

QCTTAAGAAC TOCQGQGATA TOGTOTCTAG CATTTCGOCC QCAATIOGAA TCIX3CTCCAC 600 

CAQCTOOGIG TACATCTCOC GOGAGATAGG CAATQOCTIG TTEATITQGA ACGAATTATC 660 

GATOIOGGGG TCX3TTCATGA GCOOCITCCA OOOCACOGIG CTCOQCQGIT TICCAGATAC 720 

(2) INFORMATION FOR SBQ ID NO: 860: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 732 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

35 (ii) MOLECULE TYPE: ENA (genondc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: EAG1541UP 

40 



10 



15 



20 



25 



30 



45 



50 



55 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 860: 

GATCAGCTGA TGAAGATTCT AOCTCATCAC TOCTATTTAA CACAAACAIA ACATAATTCA 60 

TCCGOGATAG TITAAT3GTT AGAATTOGOG CT1U1UQ0GC GCGQGATCQ3 GGTICAATIC 120 

O00GTCX3OGG AGCTTTTICT GACATTTATT GAAACQGTTG TOGITATAAC CGTTICCGATC 180 

GAATCIGQCA QGAOOCTCTA ACG3CGACCT AT0CTOCAAC TTO3ACGTOT TOUJULfll'r 240 



BNSDOCID:<EP 08661 29 A2 I > 
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AOGOCAGGGC TTQQQCTTCC ASAAATK3QC TTIKXO0GAG OOOGACTTIT TCTCACOCAA 
TATTTCAGCT GCTCATCATC AAGCICTAGT CGCACACAGG GGGCCCGAGT ATCCATTGAC 
AAAGGIOGQC GCAACATCCG AIO300QQGT OCXTTITATAT ATAAATATAC ACTAATCACA 
CATGCGAATA OCCGACTOCC GK3GATAQ33 GAOGTTIGAG QOCTCATACC CCTCAATACA 
GATAACAAAA TK3GAATATA QGAGAAGAAA TCTTOGAGAG GCTAAAACTT A3GITCCQGC 
GATOGAGAAG ACICAGAQOC AAOOGITTAG CAGADGITOC ATACCOGAAT CCCACGTK^A 
ATTOOGCAAT CATTTCCAGA ATOGACACAA TCACX3GTCTC AATCTCG3GT GQCTATOGTC 
CTCGAGAAGTT GGATATOGAG TCGATGTTCC AATGTGQOGG OGAGACOGAG CATOOGQQGA 
TCAGGAAGAT GA 

(2) INFXDRMATICN PCR SEQ ID NO:861: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 614 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: EAG1542RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 861: 
GATCATCIQG AGGAACTOGG GCAGQGICTC GGAGOOGQCG TA3TQQQCIA CTCIGQCGGC 
GOQQQCAQCC GACTGCTOQG GGTATTOGGG 0QCCQQ03CA GOQQOGICTG AGCCGATOCT 
GCCT0CQ3GG TOQOGQQOQG QGAAGGOGIC TQOQQQQOQG CGACQQQCGC AGGQCGAGOC 
CCQGTCGGAG A3CGOGAGCA CAAGGCAGTC GAGGGOGAGG AGCATCAGGG TQGTG3CGAT 
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QGTOQGQQOG TTGAQQCOGT OCT3GACGAC GOGCTOOOGC AQCT3QQC3QG GCTOGAftGftC 300 

5 G3TGATCAOG TCATR30QOGC GQCX3Q30CAG GCTOCAGQOG GGATOOOOQG TCACGQGGAT 360 

GAGOQQQCTC GOQQGTQOGA AGOGOQOQCT Q03CAGGTA3 QOQQQGAAGT GCAAGfiGCIC 420 

70 CTCAGTCTOG O33GACT30G AGCAGAGCAG CAGQQOGIOG CO3TCQ0CGA CGATOCCGAT 480 

GTOQCOCTQC ATO3CCIXXG TO93GT33AA GACQQCQ3CG QQGATOOCGA AOGAGTOGCA 540 

QGTO3CGACA GICTIX3QOGA TGATQOOGAA QGACTTQCOG CAQQCGAOGA ACACGftGCTT 600 
GOQQCXX?IOC GOGA 

(2) INFORMATION FOR SBQ ID NO: 862: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 654 base pairs 

(B) TOPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 



15 



20 



25 
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35 



40 



(ii) MOLECULE TYPE: DNA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1542UP 



614 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 862: 

GATCATTTAC CTADGCATOG GCCT3COQOG CATTOG03CA GACG3ATCGC TOCGAGACQG 60 

45 CTAOCTOGAA CACEACTAOG AGAADQOGTA OGQCGCCGOC CTCCTGGACG QCTOCOGTKTT 120 

GCAQOGCCTC ATAGGACTOC AOGOGCTOCC GCTCIAGCGA GTCATQOOQC TCTOCCGGAC 180 

so OOGAQOGGTT TQCOGTCTOG GGftGOCTOOG GGTITOGCACC GCTQGAAAAA GGAGQGCCAC 240 

GCTOGTATAT AAAOGQCACA OGAGOCATCC GOOCTCAGGA ATAGOCTGSG TOGACAAGAT 300 

55 GGG0O0QGAA CACQGnCCTA AQGACCTICA GAAGAAGOCT GIGAG CTi ' l ' l ' CCAACATIQC 360 
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CCTO3GAGQG CXXJTIGAA'IA TCK3CXSAC3C3T CA03AO3CTT QQQCAADCOC THSAGKTCAC 420 

CAAAAOGAOC ATO3COQCAA ACOQGCAGTT G33CTTTIOG CAAGCQGTOC GQCAOGTCIG 480 

GKXXCT33G QQ0CT3ITOG GCTITEAOCA Q333CTCAIT COGTOQQCIT GGAITCAGGC 540 

GTCCAOCAAG GQCX309GTOC T9CTGTTICT TTCIGOOGAA GCCGAGTACC AGTITTCOTCG 600 

GCTTOC3TCTC AGCAACTT03 GTCCAQQCAT OCTQ3QCQGG TOICK3QCQG CCTA 654 

*5 (2) INFXDRMATICK TOR SBQ ID NO:863: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH: 714 base pairs 
20 (B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

25 (ii) MOLECULE TYPE: EMA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1543RP 

30 



35 



40 



45 



SO 



S5 



(xi) SEQUENCE DESCRIPTION: SBQ 2D NO: 863: 

GATOCCITAG OGACTCICIC CACXX3CTOGA OGMC3XATT GAGCICTTAC GAACTOCACA 60 

AAOCTACTCG AACTCTGTIT OCAGACTICT Til'iu mw CTTCAACTGC TTTOGCATCA 120 

AGTACCCCCC AGQCTATTIT TCTTACCOGC CTOGTOITIG TCTAIATACC CX3GITCEATT 180 

TTTCATAAAA AACICAQCTC 1TCCTCIA03 GCAGAAATAT ATATCCAGIC CTT&3033CA 240 

TCOGAAAATC TODCTTTTTA CXXXTOTTIC TCCCAGICTT AGCACTGGCA GAAAAAAGAT 300 

GTATOQCGTA TAGQOGCTOG OCCOGOGGAA AAAAAAAAAA AATAGAAAAA TAGAAAAATA 360 

AAAAGAOCTG QGCOGCCC03 OGQQCAGADG AAGAAAAAAT AGGCGCCCAC CCCICCAAGC 420 

AGAOSACAGG OGAGACATAA TAAAATCCCA CACCAAQGGA AGAAAGICTT GK3CACGCTC 480 
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COGQOCTCAT AOGCTOOCAT 3CIGTTOCAT COQGCTTGCA AACOCAGTAG TOGCATCICA 540 

AAGCATTOCT CXX^AOXTOC GCTCOCTTOC ACTOGACATC CTCITCCTAA COXAGCCAG 600 

ACrroOCATA OTTOCACIT CACATAGCAT ATCA CTITIU A3ATCACTAC GIGACOTOG 660 

GTAOQGAATC GCACIOCAAT QCOGACAAAC CTCTTOOTAC COOgKSftCTr ACCC 714 
(2) INPORMATICN FOR SBQ ID NO: 864 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 680 base pairs 

(B) TOPE: nucleic acid 

(C) STOANDETNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1543UP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 864: 

GATOOGTAAC TP033GATAA GGATTOGCIC TAAGGATOGG CTAGTCAQQG CCTIGGICAG 60 

AOQ0Q3CAAG TOK3CTIGIG GICTCTOC1U G3QQQCTTQC TOCIQQQGAC GGACTOCITC 120 

OGIGCTCTCT CGTAGAD3GC CTT3GTAAAC CAICICIGGT OGTOGCITOC TACAATTAAC 180 

GATCAACITA GAACIX3GTAC GGACAAGGQG AATCTGACIG TCTAATTAAA ACATAGCATT 240 

45 GOGATQGTCA GAAAGIGATC TTGAOQCAAT GIGATTTCTG OOCAGK3CTC TGAATOICAA 300 

AGIGAAGAAA TICAAOCAAG 0G03GCTAAA CGGCG3GAGT AACTAIGACT CIdTAAQGT 360 

50 AGOCAAATOC CTOGTCATCT AATTAGK5AC G0GCATGAAT GGATTAACGA GATTCCCACT 420 

GTQOCTATCT ACTATCTAGC GAAACCACAG CCAAG3GAAC QGGCTCGQCA GAATCAQCGG 480 

55 GGAAAGAAGA CCCTGITGAG CITCACICTA GITDGACATT GIGAAGAGAC ATAGAAGGIG 540 
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TAGAATAAGT QGGAACITOG QOGCCAGIGA AATACCACTA (XTTTATAGT TTCTTTACTr 600 

5 ATTCAATTAA GOGGAGCTQG AATTCATITT CCACCTTCTA GCATTEAAAG TCCTATAOQG 660 

GGCTIGATCOG QGTTGAAGAC 6g0 

1Q (2) XNPORMATICN FOR SBQ ID NO:865: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH; 686 base pairs 
75 (B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

20 (ii) MOLECULE TYPE: UNA (gencndc) 

<vi> ORIGINAL SOURCE: 

(A) ORGANISM: PAG1544RP 

25 



30 
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(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 865: 

GATCICAACA AGATCAATAG GCATATQCTC OOOQCTftGQG ACAOCACIGA ATTITAT3AC 60 

GAGAAGQOOG AAGAGTIOGA CCGCNJTGVG AGAATGGAAG AAATQQOCAT TCGGATOQGC 120 

AAAO9QO0CA AGTOQCTGAT GAAGCACTOC GAQQ30GATC TOCTftGAMT TGCAICTQGT 180 

ACTOGTAGGA ATATAGATTA CCTAGACITC AGCAAAATOG ACACAATCAC CTTICTOGAT 240 

GOGTCTAAGA ATATGATGAA GATO30CAAT AAGAAGTICA GAGAAAAATA OOCACACTIC 300 

AAACAAGCIG CATTOCTAGT TOGAAAAGCA GAAGATITAG TOGACCIGQC GACTOGQCAT 360 

TOGOCTCAGC AACAGAATCT GGAATTOGTC AACICT0CTC AGCA3GT3AT COCGGAGICC 420 

AAGOCCAAGG TTAAATADGA TAOCATCATC GAAGOCTICG GICK7K3CTC TCACCAIGAT 480 

CCTGTAOQGG CATIGAAAAA CTITOCGAAA TKXTAAAGC CK3QCGGAAG AATAGITCTG 540 

CTT3AGCATC GCAGftGQGAC CTATGAOGIT GTGAACAAGA TICTAGACAA GAGftGCCGAG 600 
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CACOCTCTCG AGAOCT393G CTOCAGATOG AACITOGAIA TTOQOGAAAT TCTAGATOAC 660 
TCTCATCTAG AATOGTTCACC GAAAAA 686 
(2) INFORMATICS FCE SBQ ID NO: 866: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 683 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOXjOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1544UP 



25 

(xi) SEQUENCE DE9CRIPTICN: SBQ ID NO: 866 : 
GATCAAATTC CAATCTQQGT CAQOGTICAGS CAQQOQOOTT ATOICTTGAA CTCTTOQCTC 60 

30 

CTTCTCTICT CTTQC3CTGAA CCOQCAAGAA AATIOCAOCT CAOQOOGAAC CAGAGGOGAA 120 
AAACTGAAAA TT3AAATAAQG CX30093CTTC CGAGGAOGTT Qa3QQCIOCT GC^GCTCTAC 180 

35 

TTOCAKEAOC C3CAATAGGA CTAOCAGAC3C 1TATEAGACA CTCTAATAIG TOQ30AGCAG 240 
TAGCTQCACT CTACAAACTT TTATAGG3CA QOOOGaCULA TIACICTITT CTOCTCCOQC 300 
GTXCOGOGATA AGTTCTGACT CACACTOCOG OQGAOQGAAC GT30GA00GA GTO03Q0GAA 360 
TAATGAGTAA TCTTCTATGT ASIQGTTQCT AGQQ30CTGA AGQCIATOCT CTO33CTAQC 420 

45 

TG3AATOICA OQCAGAACAT G33CTTCCTA GGTOOCACIT T30QCA0GAG GTGGAAOGAC 480 
AG0QCAGICA TCQ3CAQGAT GTCTOOQCTC CTGTOCATTA TCTCGAOCAC ACQQ03GT3T 540 

50 

ATQOQQGOGT GCAGSICTOC TOQOQOGGQC TOGGGCTOGT 033QG0ICTA TTTCTOGAAA 600 
CAGIGACAGT QGATCTAGQG CAGCAOCAAW TOCTOOGTCG QGAQCQ33ST OCTOOGAGAT 660 
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CCCT3Q0Q03 AGIACAGOOC GQC 

5 (2) INFORMATION FOR SBQ ID NO: 867: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENoIH: 714 base pairs 
10 (B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

75 (ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: REG1545RP 

20 
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(xi) SEQUENCE DESCRIPTION SEQ ID NO: 867 : 

GATCAITAAT CAGOCATCQC ATAOCCQQGC AAGATCAOCA TIAGCICCIC CTTICGACAG 60 

AAACAAQ3GA CTATOQGTAT AGAACTIGAT GATAGAftGCT TGAGGCATTT AAAAAACOTG 120 

CTAGACCGQG CTTTAGATCC GCCTACGACA GAOGAGftGOG TCACAGCCCT TOIGAAGGAC 180 

TATCTACTAC AOGTACTACT AGAGTQOGAC ATOQCAGCIG TCAAGOGCGG AAAGAACGAG 240 

TICTGOSftGC AGATGAQCCA GTAOCTQGCA QCTATOGTGA AGGACCACAG CTCICTAGAT 300 

OXTITGTTTr ATCAGC7IAGT GGACTTAGGC GAQOCTOOCG CQQQGAATAG TTGCQ3QCGA 360 

CAGCTOOGTC TCCIGAAAAT OOCAGOQGAC CGGCTTOQCT GQGAAADCTT GCGTOCGGAG 420 

TTTQOQCCTT TTOGAQOQGT CACCAQ33CG AGGATTCAIT AOTIGCATCG TCAGGCATIC 480 

TTOGACTATC OGGATGOQQC CAGOSTCGTC OGATGT3CTT OQGTOCGGAA GGL' ITI L T IG 540 

GC3GAADCX33T TCCTTGAGGT GCAGCOCIQC TCGCGAGGOG TG3GAATCAC TAAGCGGICT 600 

OGADGTICIGG CCQOOQGATC AOGAAACAAC TCTOCCOGAG CATGGATCAT CIGQQGIGCC 660 

TQOGOGAACT GGTOITCICT TOGATOGIOG ACX7TQCOCCT CQ3CCTGICA TCTT 714 
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(2) INFX3RMATICN PGR SEQ ID NO: 868: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 576 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA (genomic) 



75 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1545UP 



10 
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(x±) SEQUENCE DESCRIPTION: SEQ ID NO: 868: 

GATCATCITG CAG3GAO03C V^CACXTTOQC GTAGAAGTOC AOGAOCftOGA QC7ITCTCXX3A 60 

GOOCAOGGOG GACTCAAATT CAGAAAQGGA CITCATTTOG GACAOCKTIG UUri XJl XJ lXJV 120 

GGCTGACTOT ACCTrcrrGEA TAOGCAGTAC CCftGGAAGOC GQQOQGAGOC OOGOCTTTEA 180 

TACCGGGCOG CCTGOOGTCA OGICICAOCA OGTOOQQGCT CTOOQCICTA TTPCCQCTCA 240 

QGAGATAAGG ATGACAAAOG CGICCTOGOO CQGICOQCAT TGAOCTCTTC GftCMCAASG 300 

GAADCICTQC TATAAGOGCT GTCTQOGOGC OGAGCCTTOT CAATOGTCOG TCIC I CI U I T 360 

CQLTriUIUl' ACXXX2GQ0G ULULflTlUl'l 1 TAOGTTTOQG AOQ3GGTIGG ATCTCCAAOG 420 

CACGGTOGAA TAAOGAACAT GAAAGOCAGT TGIACAGTAG CTACAOCCCA GCAGAOGAAG 480 

CATCAGCAQG CAGTTGAGAG OGCETADGAG AAGTTOOGIT ATAGAQCACA CTOGAGACCA 540 

TAGAGGICAT OOGCTAGGOG GTACTTCAGG TCAQGC 576 
(2) INFORMATION TOR SEQ ID NO: 869: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 741 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 
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(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE; ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1546RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 869: 
GATCTIQCTC CTATCCAGAA ATOQGAAGIT CTTAGACAAC QGOGAATTAA GCXXXCTITTC 60 
CAATATTTTC AGOGIOCTTT CATAGCT09G AAGAQQCAGC AGAAGCCOCC CC^IACTCT 120 



(i) SEQUENCE CHARACTERISTICS: 

(A) LETK7IH: 707 base pairs 

(B) TYPE: nucleic acid 
55 (C) STRANDELNESS : single 



180 



CronCATOT TCX3CTCATCA J^OTVGTCVC TATCAAATCT AQCKXATCA TCGCAGAGEA 
GrTATTAICT TICTIOCAAG ACAGAOQCAC ATOOOGCAAC TICGICAGGA TIACACTAAA 240 
ATAATOCTAG AAOOQOQGAC TCACAGAAQC GAOGAOQQCT OGAAATOAAG TOQGCCCOTA 300 
AAAGATOGTIG CQQCCCTOCT TCTCIATCAC AAGAUGGAAC TOOGAAACTC TCTTCAOC3QG 360 
QGACAOOGTIG CCCATAAOCT GCITCTOCAT GAACAGCK3C GGTACCATCT OQCTCTICAT 420 
OQGOQOGAGC TCAGICTCAA QCIX3JT03KT CCCTOQCAGC AGCICCACAT TOQGCGTOGA 480 
GCT3AACAGC TCOOCTGAGT TCACC7TOGTC CCTAAACICA GACAOCTACA CACACTOQQG 540 
CAGQOOCTIC CCAATACATO TAGAGCACTT OQQCXX303CC TICTTOCACT TCACGCGCOG 
CTIQOQQCAG AACAQQCAOG ACTIQCIGAC CTTO030CTC GITITCACAA TCITOCCATC 
CX3ACTCTGOC ATCOQQOCAG CTICAAGCAA AAIGAGTAGG TCMMTMT TACCIQCTOG 720 
TAATCTIGAA TAATOCTCAC T 
(2) INFORMATION FOR SEQ XD NO: 870: 



600 
660 
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(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA <gencmic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1546UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 870: 

GATOOOGGAC TQGAACACIG GOOQGAGATC OQOGOQGOCA T0CTO3P3CT TTCTOCGGflC 60 

OGCAAGGACA CX3QCATOGAC GAGOQGEATC CMCAGAOGG TOCACAOCTC QGACCICTIC 120 

AAGGAGCGCG TDGCGADGCT GGIQOOGOGG OQCTA09GAG AGATOGOGQC G90GAT0QQC 180 

GOOOGOSACT TOGOGAOGTT TG03030CTG AOGATQCAGG ACTOGAACIC GITICAOQOC 240 

AOCTGOCTOG ACTCAITIOC QOOGATCTIC TACAIGAAOG ACACTTOGOG OOQGATICTC 300 

AAGCTGOCTC A1CTSATCAA CX3AGTICTAC AAOGAGAOCA TCGTOQOGTA CACGTTKSftC 360 

GOGGGIOOGA AOGQGGIGCT CTA3TACTK3 GOQGAGAAOG AGG0Q03GCT CTQOQQCTIC 420 

CTCTCIGCOG TCTTT3GOGC CAACGAOQGC TQGGAGACCA OGTICTGGAC QGAGCAGOGC 480 

GOCAOCTTOG COGQQCAGIT OGAOGAGTOC GK3CGOQ3CA AGCTTOOGAC QGACCIGGAC 540 

GAOGAGrTGC ACAGAAGAGT TOCOOQOCTC AICTTCAOGA AGGTOGGGCC AQGGCCCCAA 600 

GACACTAAAT CCTOGCTCAT OGAOOOGAGA OGGQOCTOOC OQCIGACGCT ATICTCCIGC 660 

TATTTIUIT3C TCTCTATADC CTOOCAGAOC GOQCTATATA TATAGAA 707 
(2) INFOF^MTCK FOR SEQ ID NO: 871: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 710 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: INA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1547RP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO:871: 
GA.TCCTCCGC CTACACCAGA ATATTTCTOG CCAATTAGTT GTICACCATC QCCCCGAACG 
TTOCTSAAGC CAOQ3CCAIA CXXTOXAPG CX3GAGTOCAA TTTTICTIQG GCTGAOCTTA 
AATIGTIOQG TCATCATOAG TATOQCATCA TCIQCATICA ACICATCAAA GITCICAATA 
QQCATATCTT CATAOCGAOG CTTATCTAOS TOOGATTTGT ACQGCGAATT CCTAGCAITC 
TACAAGTTOC TATOoTAQOC TCTIU3CTCT GAOCATCCAC CGTOCTftGIC GIATCTCATC 
ATATTCCACA TOCTCAGAEA CITCTTCATC TOCTCAACCG QGAAAAK3CC AAGTC3TCTCA 
QGAAftGGOOG GTCCTOCCAT QCTTAAGTGG AAQOQCQ3TT CTCTftGICCC QCCGGQGCCC 
CAGATATTCT CTTCCAATIC GTOCATCTIG TCIOQCMGC QQCTACACAT TTCTAGATAC 
ATCTOQQGTT OCTAGOCATC ATOCTTAQ3G AACKXCAGT CAA3ATCTAT CCCAICGAAG 
COTIACICAA ACAIT30GIC GATOQOOGfiG TOGATCAAGT TCTTAAACTT CTCCTCGTCA 
CX3CACAATTT TATGGAACGG CTOOOGATIG GAACAGCCGC CAAOQQQCAT CATCAGCITC 
AAATCGGTOC CT3G0030CT CITCAQGTAA TTAAQCTTCG CCTATIQCCC 
(2) INFORMATION FOR SBQ ID NO: 872: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEUGOH: 608 base pairs 

(B) TYPE: nucleic acid 

(C) STHANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EKA (genomic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1547UP 



(Xi) SE&JENCE DESCRIPTION: SBQ 3D NO: 872: 

GATCTCTCAG GGITOCAAGG CAfiGQOOQQC GGAGCITOCC CAAATICTUT CACCCQCICT 60 

OGAGTAGATG GTGQCCTTGT OGAOCITCOC QGITOCTAAC AAGITCICftG TCTAGQCTAA 120 

AGCTCTAGIT AGTAOCCAOG AAOGQGOCAC GftGCAGAACA OSEAAAAACA CATACCTTOC 180 

CAAGACATCA TOOGITOOGG ATCAAATCTC AGITAGTOCT AACACIOQCA GATOCICTOG 240 

TCAGTOGAAT CIAOGTATCA ATAGEATIGA TTTOICAATA AATATADCTT GOCTTnTCT 300 

AATCTTTTEA TATAAGQQGT TCCGATCTOC TGACATCATA GCACAOGAAT TAftGTATCCG 360 

QGTAAOGAAC TOQQOQQGTA ATOOGQGQCA CAGGQCAACT GOOGGGTAAC GQCATOCACA 420 

TAOOQCAGAG ATQCACTGGC GGCTACA32AC TCTACACAGG CTCGCAGC7EA CTOnOjll T 480 

GAGTOGAGAA C^GOCAOCTT QCGAOQCTTC AGAGOGACCT CTICATCTQC GCGQGG3QCC 540 

QQOQQGGCAG CAQCGTACTT GGCIGCGCCC TO30GTTICA GCTOCTGCAG AOQOGOQGOG 600 
TTTAQGIC 

(2) INP0RMATICN FOR SBQ ID NO: 873 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 706 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

s0 (ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1548RP 

65 
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(Xi) SEQUENCE DESCRIPTION: SEQ TD NO: 873: 
GATCATCATT GCTOGGrTAG OGATIX3O0GG CAATITTACA QCK33ITCAT OQCTA33CQG 
TAAGQOGAOC QCXSGCTftGTT TCCICTOCTA OTGGTOCETC U lUl TlUtfAT TIQCATCGGG 
ATOGACAACA TATGCTOCAG ACIACACICT CTttCATOCCC AAAAATICTA ACAAATACCG 
CATCTTITIC TPCATGA1TC CX3331CT1UC GACCCCGITG CTOITCACXJr TCATICITOG 
AGCTOCTQCC G3GOQCTGTC TOCACACAAA TCCEACGTOG GQCGAATATT ACAAAAAACA 
TKXX7IGQGA GCTCTCTOCT TTOCTATACT GQCTGAAAAC GCICK33QOG QCTITOQQCA 
GTICTGCIGC GOTCTACTOG CCATCTOCftC AGTP3CAAAC AATAOTCCAA ACA3CTATIC 
CATDGCTCTC AGCAOOCAGG OGCTGTO3AG TO3TITOGOG OGICTQCCAC GAGICTTCTC 



GACOCTOCTC GGCAAQ3CAT CXAGCTTOGT CAITOCAATC GITOCXHACT ACAAG7TITCA 
GftOCTTCATC ACCAGCTTIA TOGAITCAAT TO3CTACTAC CTCICCATAT ACATOCTAAT 



ATGTCTCACT GAGCACTTOG TCTTOOGCAA GGQCTPOCGT QCTTACACCT CAGCCACIGG 
GAAOGIOOOG ATCTTOCIOC AGCTOGTEAC GCT3QCTO0G CK3GGC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
706 



35 



(2) INFORMATION FOR SEQ ID NO: 874: 



(i) 



SEQUENCE CHARACTERISTICS: 

(A) 590 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS: single 

(D) TOPOIjOGY: linear 



40 



45 



MOLECULE TYPE: ENA (genomic) 



(vi) 



ORIGINAL SOURCE: 
(A) ORGANISM: PA31548UP 



SO 



55 



(xi) 



SEQUENCE DESCRIPTION: SEQ ID NO: 874: 
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GATOGACAGA TTACACTTAC AAGOGAGAGT T09QOCTA3T TAAGGAACAG AAOCTATACC 60 

5 ACATTTCAAG CTCGAGTTTT QQCAOGOCAA GACQGATTIG OGGATEAACT ATCTIGAAGT 120 

TTOCACICAG ACTCAAGAAC TACTATTACG ATACTATAAC AAA3ACGATC ACTAGCACAG 180 

70 OOGAOCACAA GCAG2CCATT TOGTIGAAGG TEAACQOQQC TCTAIT03AC GTCGACGQGA 240 

CCATCATCAT CTOQCAQOOC GOQCTAGOGG OCTICIGGAG GGftGTTTOGC AAGGACAAGC 300 

OGTACTlUiA TOOGGAGCAT GTCATCAGTG CXAOOCACQG CTOGAGAACC TAOGAOQCCA 360 

TOGCTACCTT CQQGCCAGAC TAICIGAGIG AGGAGTAOGT GAOGAGACIG GAGQQCGAAA 420 

TCOCAGACAA GEAOQGCAAG TICICDGIX3G AGGTICCCQG CX3CTGTTAOG CTCTOCAA3T 480 

GCCTIGAACR AACTICOGAA QGAAAATTOG GOOGITOCTA CTICO3Q0OC CTICCAGATC 540 

GCAOCAAGTC GTTCGATCPC CTQGQCATCA AGCCTCCTAG CAOCITCA3T 590 
(2) INFORMATION FOR SBQ ID NO:875: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LEM3TH: 736 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDBCNESS: single 

(D) TOPOLOGY: linear 

(ii) MDLBCULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1549RP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 875 : 

GATCTGCTTC GICIGACCAC CGAAACCOGA CIGCTEAGGG TCATATCTTC TCITACCCTG 60 

K3CAAACAAG GAAGCCTTAC OGQOCTTCTA CK33CTCAOC TTGTOCIGGG TGmQCITQCG 120 

GCAGQOCTTC OCCTTGCAGT AAGTCTCTCT GGTCTTK3GA ACGTEAACIG CACAOGITAG 180 
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TAIAQGIOCT CTK3QCGAGT CCCTITrGGA TCIGCAQQOG OQCX33TCAGA A330QCTOCT 240 

CTAGCGAGCC C^30CCCXT 0GCX3GO3CTC CX^^CTKXT CIXXX^TA 1TCAACATAC 300 

OCATIXXXSAG AAGIAGCITC TCIGATQCTC TCTOCTTftCT ATCAAGCAQ3 A3GACAC0QG 360 

CXCTTGAATC CIGAAATTIA CCAIICTTTIT G3CTTO3QGA GCTO3QCOOG CGGQCOOGCC 420 

QCXTKXX^ OTO O^K^CC GQQOCTOOGT CGCXXX^TT CACCCGQQO: 480 

75 AOCAOGCAGC (HGGIGAIGC AOXMOIGC AGIATCTCrlG GGTCITCAAT AAAlftGArar 540 

aigggiutag tcacatstit gicacaggca ciarioascG qctaacgcct cgagmtosc eoo 

CAATGOGTCT GQ0GQCATAG G0GAIGGCAG CTMGOmG AOCTCTQCGC GQQGITAGAG 660 
TAGACTOQQG CACTGCAA3C GICIGACOGG CAGCTTTI^A GC^I^T 
25 GGCCCTOOGC TAOGTT 

(2) INFORMATION FOR SBQ TD NO: 876: 

50 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 707 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
35 (D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: ENA (genccnic) 

40 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1549UP 



20 



45 



SO 



55 



(xi) SEQUEC^E DESCRIPTION: SBQ ID NO: 876: 
GATOCATCIA TAATCAOCCC ACAGCACCIT TIGCAGCTIC ICGCGCTIGG OCCCCAGCTT 
CIGOICCTAG AACITOGCAA ACAGACTGAC GTIGAACCCC CAOCCATCIG CAGCAGAGGC 
AAAAATCACA TTC7IT0OQGG ACGG3TO3AA GIAIATCIOC GCATCATCCC GOICCACATA 



720 
736 



60 
120 
180 
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CTO33XTOG GCCTDCK3CT OCAGITICIC TCTOCAD3AG AGGTCATCCA QCAGCCOCIC 240 

5 CCOQQCAAAG AAGGACCCCA GTACAGAGTT GACCPGTTCA AIOGICITCG ATAGATO2AC 300 

GTAGQOCTCC TCTOQOGTCA GCIGGAGCTC OGTCATCAGC CGATOGATCT TGTICAGCAC 360 

70 CAGGATIGGT CTCAGCTICT CCGTOCAQCA CTOCOGCAGC AOCGTAATOG 420 

CACACCmOG ACCAOCTOCA OCAGCAOGAT OOOOOCATCA CATAGCOQOG AOQQOQOQCT 480 

T5 AAQCTOGCIG GAGAAGTCTA TCIUJCCOGG AGftCTOGATC AGCTIGATIA AATOTTOCTT S40 

GAOCAGOGGC TOXTOCTOC Ol'lULTOm 1 GIGAAGCACT OOGAAGTEAC AGAGAAATOG 600 

20 CACIGGACTC CAICGTCATG CCTCGCAGCT QCICATCTOG COQOGAGTCT AGGAATCQCA 660 

CTTTCCCCGC TAAQOQCTGT GAGATAATAC (JUTIUGATOC GH3G03G 707 

25 (2) INFt)RMATICN FOR SEQ ID NO: 877: 

(i) SEQUENCE CHARACTERISTICS: 

(A) L£NGIH: 706 base pairs 
30 (B) TYPE: nucleic acid 

(C) Sn*ANDEXNESS : single 

(D) TOPOIjOGY: linear 

35 (ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1550RP 

40 



45 



50 



55 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 877: 

GATOGAGTAC ACAAAGTACA TOGATGCTQC CAATAACTAT AGTCTGAAAT CAATGOGTTDC 60 

CTTAGCGAAT GCAGATCAGT TQGCGCAGCT QGCATCATIT AACTCCATCA QOCATTATTT 120 

ATTGQCTCAA TOGOCATCTC TOCAGACACT ACAATTTITA TTAAGCTCAT CEAAATTGEA 180 

COCAAAATTA ACGAAGGAGA ATCAAGAATC TQCAATTATC GAAACACK3C TOICTCTCAG 240 
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TGAATTEAOG TTOCTQCAOG ACTICTCICT CCAGQCAQGT TTCCftOGTCG AAAAATCOCT 

CATTITCAAG TACITITCQC GCTTITTCAA Q^OXCACCA AAIQGGTTCCA GQGSACCQQC 

CAGAAATCAC AAAGQOGAGG AACAAICTIC GCTTACTQCC CAAAAAGGAC TATTATIATC 

TIGAGACTCT TCITCATGTC QOCAG3CCT TOQCAAAGTA TIOTCTAAGC TACICACGTC 

GACAACOCTIT CAGAOCATCG CATATATTOG ATCTCAAAGA TGATCCATTC AGAATCATAA 540 

GCAAACTQCT AGAAACGAAT COCAGTCTGT ACCGTCAOGT TCAAACGACT TTOGAAATCC 

TCAAGCAATT ATATGAAQGA TTOCAACTGC AGCX7ICATCA TCCAAACTAC ACAAGTCAAT 

ATAOCCXjPTT GCTAGTCIGT CACATTGATT GTCCATK3GC AAAIAT 706 

(2) INPORMATICW FDR SBQ ID ND:878: 

(i) SEQUENCE CHARACTERISTICS: 

(A) 736 base pairs 

<B> TYPE: nucleic acid 

(C) STRANDETNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1550UP 



300 
360 
420 
480 



600 
660 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 878: 

45 GATCTCCTOC OGOGATATCA TOICTAGOCA QGATKTAGG T3TICACTAT CX3CTCATCIG 60 

TGOOCSCTTTTA CTIGAATCCA TOCATICT3C OQCftGOCATG ATATACITOG CGQGATACCC 120 

so AAAOCOCAAA TO00QCACT3 CGIOCTCX3CT AGCGOCTTCC ATCAGCIGCT TOCK3C7IGOG 180 

GAATGftGTAG TATQGAGTAC OCTOQAGCTC QCOGAQGAAG CTCCCCTAC7T QCGAACACAG 240 

55 TCCATOGCAC ATCTTCGTGA TCCGCCCGAT ATTCTTCITC CTAGAGCAAA TAAACGAGCA 300 
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CAGQGTTOCT GIOGCACTAT TOGCAOQOCA CGATOICTTT TOOOGATGAA 360 

5 AOGTOIGICT CXmrCTOOC ATK7K3CTAA CAAAQCCTXT AGGTTICAOCT CCAIXXXTTAG 420 

GIAGQQCATC AGOCATICTC GTOCXX3CCCC GCTOC^IDS TCATCTTEAX TOXAGCIAC 480 

10 GCT3AATTCA ATACIGCACT GATOGQQCTG CTTCAATACA AIAATAOGAT A30CCAGCTT 540 

GTCATTTAGT AQCATGCTQG OQGAATACTA CCITTICTCA TCATTOCftGA TCXACCTGAA 600 

15 CGCTTGAOCA CATTCCAATA CAT3^PCCAG GACTATTICT OOCTTIGQGA ATATCAATCT 660 

GmAAACTTC ATAACTCJIOG ATACAGCACT GAOCTO3CTC TAAIAATCAG CGTCACG303 720 
20 CIGQCTOGAG CATCTT 

(2) INFX2RMATI03 FOR SBQ ID NO: 879: 

25 (i) SB^JENCE CHARACTERISTICS: 

(A) LENGTH: 702 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
30 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencndc) 

35 (Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG155IRP 



40 



45 



SO 



736 



55 



(xi) SENTENCE DESCRIPTION: SBQ ID NO: 879: 

GATCTCADGT GAATOQGATA ICIQCTCAAC GOOCAATICT OCTAXATTUT GAOGAGATCT 60 

TO30CTCAAT TAOGTOCACT TIOQCCGAAG OCTTOQCACG AOCTTCTACG ATACAGAATG 120 

CTOOCAQCTG CATCTTAAAA AGOGQCTTTA CACT3AG0CC TCCGTOCTIC AG9GCACCAG 180 

CCCCTAACTG TACATAGTTT CTGTTATOrA GnTQCCTIT OCTCGOGATC OCIQOCTCIT 240 

GTOGAACAAA AACAQGCGGT AGAAQGAAAT TCOOGTIGOCT CATOGGTATC QGAQGOOGTC 300 
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TOCXTOGATC TCOGGACTAG CTITATCAGC CftTEftGTIG&G GAACGCCAGT TICGAOGftCA 
GATTTAC7TCT TTTCTCICTT CCIGCAAACA GGCTTC3GAAT CTATCMOGC GCTOGCGCAG 
OSACAGQOGA CACCQCTTCA CA1AG3GAGA QGOCAOCCAC TGAACAGQCG GIQCACKJIC 
AGGGQQOGCA QO3EACTO0C TACAATOSTA TOCTOOQCAA ACOQCAGGCC AACCQQCAGA 
G033QCATIT AGATCTAAAT TEATC&GQOC ATQGACQGAT GGATTTAGGG O^GOGICTCG 
CCGCAGCAOG QGQCACGCCA GACTX30GAQG TQ3CAAATAA 1TCACATAGC AACCTOCATT 
ATAAACATOC CAAGTCATTA AACITACTAA ATATIGTB3C GT 
(2) INTORMAITCN FOR SEQ ID NO: 880: 

(i) SB^JENCE CHARACTERISTICS: 

(A) LENGIH: 735 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDETNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLBCULE TYPE: CNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1551UP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 880: 

AAGCTQOGCA ACTOCACQGT GCG^TAOGAG GACOCOGGCG GOGCAC7K3GA 
GCT330GCAC TACGACTACT OGAGOGAGCT GGAOOOCTAT CTCAAQGATA TOGAGGTOGA 
GTA0GAQ3TC CK330GTACA ACIG3CCGAC GTTTCTG30G TAOGTOCAAG AGCTOGAGGA 
G3QGGAGTTC CGCXSAGITCT ICIGOGAGCT GCTGOOGIAC GCCGCGGAGA ACGAGGICTA 
OGGOGOSAAG CTOK3GGOQG GGCTCCTGAA GGAGOGCTOG ATOCAGGAGC TGA1CACGCG 
CAGAAAGCQC TCGTCACTCA CQCCTTCTOG OQOGCGAGGA QGAGAOGCAG CGAOGGCAQG 
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(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1552RP 



420 
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TOGAGGAOGA CT3QCACAGC AAGCTOGAOG AG030GAOOG CTICCTOOGG CTOQGGAGCA 
5 AGCTOGIQGC CAAGCGOGOC AAGAAGACCA AGGAO303CT GK33ACOGTC CTCIGQGAGC 480 

GCTTOCAGAG CGAOGCTAAG ATOGAGAAGA T30Q30G00G CAACGAGGCC GCCACGCCCG 540 
70 AQQ033303G CGACGAGCTC CIGACGOOQG OOGAGOTCTA CGCX3CTOGAG CAGQQ9CAGG 

QCTIXXTroG (XXXTCTOCT COCTGTOCX3G GAGCXXQOQC OQOCCCTOGC CGTOCX2CIX3C 
AAOGAGCTTC OOGATGAATA CIGCATCAOC AAGACTCACT TCGAOOGQCT OXTAGCCAC 720 
QQCATCCCQG TOGAG 

(2) INFORMATICS FOR SBQ ID NO: 881: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 804 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEKESS : single 

(D) TOPOLOGY: linear 



600 
660 



735 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 881: 

GATOGOOQQC TCATGCCADC ACAACITCCA CCTOCACIGC ATCTACCAGT G3CICAACAC 60 

45 CTOCAOGTOC AAGQQOCTCT GTOOGAK3IG CAGQCAAGOG TITTCACTCC QQGAGGGCAT 120 

COQCATIAAC GAGOCCCACC GOGACAAGTT OGAGAAGC7IG TTGAOGAAGG CGCQCCAGCA 180 

SO GAG0CT3CTG AGOCTOQOGG GCGOCAACCC GGTOOQGOOG GACCAGGACG ACGTCATCAT 240 

CKACCAGGAG TTCATOOQCT GACACTAACT AGCCIG0GTA OOCATGTAAA AATAATOCTT 300 

55 CCAACCAGAT TCGAACIGAT GATCTCCACA TTACTAGICT G30G0CTTAC CAACTTOGCC 360 
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(i) SEQUENCE CHARACTERISTICS : 

(A) LEN3TO: 490 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genctnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1552UP 



EP 0 866 129 A2 

ATAGAAGCAA TAOGAGOGTC TAGOTGACTC 09CXD33QCTA TATOCGCCQG GCGIGACCGC 420 

GACGAAAOQC TOQOQOOCAA ATAOCTCATC OCAGGTTIOC AAOQCTOGIC AOQCAACTTC 480 

TOOCAOGTOC ACIX3CACAOC AOQCCAGCAC TATATAGCCC CGC^CCCGCC AGGOGTICIT 540 

QOCAGCTCAC OQOGTCCAGC TCT3CTOGCA GCATTOCAOC TCAAAAAGIT TCACCAGCAG 600 

AAAGACTTCT OOCTICTCA ATAGCACITC TATCOOCIAT TKXTCMCA GITTK3CAAT 660 

GAGCTACACT AOCAGACAGA TIQGAGCTAA GAACACCITC GACTACCGGG TCTICATCGA 720 

GAAC330C33CA MXZVOZTCTC GCOGTITOCftC GACATOCCAT TOEACQOOGA NGAGAGAACC 780 
20 AATCTTCNAC AT93T33IQG ANAT 

(2) INFORMATION FOR SEQ ID NO: 882: 



10 



15 



804 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 882 : 

45 GATCITOCAG ACAOGOCTOC Q0OOC7IAGIC CGTOOGAGT3 CAGACIT30CT CGCCGAATAA 60 

ATAGCITIGT GOCAGGOQGT OQOOGAGGOG TTOQQQGACT CACCGCATAA AAGAAACACG 120 

so CTC30QQOOQC GOGGCOGCAA AGCAGOCAGG CGCAAOQGGC GG3CCQCAAA AGCAACOG7IG 180 

ACACAOGATA TO3CAGATIC ACRTACATAT TATACATAGC C93CCGCGGC ACGOQQCTCA 240 

55 QC0300GAAG COGTACAAT3 TOOQQCOCTC GOOCTIGAGC GCGTACACGA OGICGAGCGA 300 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: EAG1553RP 



490 
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GGTCAOGGTC TTQOQCTTOG CGTOCTOGCT GTAQGTGAOG QOCTOOOQGA TCACGGAC7IC 360 
5 CAQGAACGAC TTGAGCACCG CGOGCAOGIC CTOGTAGA3G AGGOOQGAGA TQCQCTTGAC 420 

QOQQCCAOGG CGQGOCAG3C GQ0GGAT3GC GG3CTTOCT3 ATOOCCTO GA TCITCTOGCG 480 
TO GAGGA3CTIG 

(2) INFORMATION PCE SEQ ID NO: 883 : 

1S (i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 691 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
20 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 883: 

GATOOGCAQG TOCTACAOGT TCACAAACIG GT009GGTAC AICATCIT3A ATOQCTTOGA 60 

CTTCCCCGCC GICAOCAGGG TCTOGTOQOG GAAATOCATC GAGCTGAOCA TOCAOGACTG 120 

COOOGAGAAC GTCTICACCA CQGTGTTGCT UITIUWIUC AGCAQCTOGA GCATOOOGIT 180 

CIQCOQOGCA ADQGCCATCA GTOQGITGCT CGACIGCATC AQCTICAOCT TCGACGAGTA 240 

CTOCAOCGTG TTOCTCAACC GOOCCTICAC CAQGTCCACC QOCACCAGOC CACTOQQCAG 300 

GrrrOGTOOCC CCX3CAGrrACA CCX?IGTrCTG OGAGrrocrc OQC7EAQCACA TCQCOOQCAT 360 

50 GTCGCATAGT TCTGOGATGT COGOCGAOCT TACGVGCPOT TTO3ICAOQC TQOQQCQGIT 420 

OQOGAAGTIC AATSACTOGC OQCCCAGCGA CAAGACGCCC TOCTPGTGGC TCAQCAACIC 480 

55 CAOCAOOGGC TCK30COOGA TGTPGTOOOGT CTQCOTOCTG TATAGOGAGTT ATGAOOQSIC 540 
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GIA03A03AC ACCCGTOQGT ATCK7KXCC ADCCAGATCA GATTCAOGIC CTGGICAAAC 600 
G0CATCTIOG TO303CICTT CIDCTTOOOG TOGIAAGOOC AATACAACTT QOGCAGGK3C 660 
TOQGTIGftGCT CCAO0Q3CGA CTOGTATCAA A 



*0 (2) INPORMAITaj FDR SEQ ID NO: 884 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) I^GriH: 708 base pairs 
75 (B) TYPE: nucleic acid 

(C) STRANDETNESS: single 

(D) TOPOIjOGY: linear 

20 <ii) M0LE3CULE TYPE: ENA (genccnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1553UP 

25 



(Xi) SEQUENCE DE9CRIPnCN: SEQ ID NO: 884: 
GATCCGCGCT GtQVGCCCCC AOXAATOOC TACCTCTTCA CCTOICICCA GGCICCACAC 
COGAATOGAG CX3GTCATQOG AC3CATCATOC AACCAGKX3C CCGICGIOQC TCACCACCQC 
GCAGAAGATC GftGCXXTOGT GGOOCTOCAG OCX3CTQCAOC ACGQCCCCTO 1GK3CAGC7IC 
OCACACCADC AOOOCGOOCA TCAOOGTOOC OGOC3CACACA TACACCGCAT CGCCCACCAC 
CTIOCOGAC COOGAGTACA GCAGOGACOG CTCACCOQCG TIGATOCIX3C QCACCACADG 
CATCTOCAGG TOCATCTCCA GCAOQCTOIT CTAGCACGTC AGCMGTAAC AOSAGCGCCC 
CTCOQOQCTG AAOQO0QOOC C^AGCAOXA CIOGGQCGIC ATCTACTDGT GATACITCAG 
GITCCGC03C G^TCAOGT CCTCCAACIC CAAGATGCIC A00GACO3CT CCOCATATOC 
AATTAOCCAC OOGTCCTOCA OOCATATCOC GTOCACCITC TITCGCTOGA AAACCCGGCA 
GOQGTICAGC AGCACTOOGC CGOGATACIC GTATACGTAG ATITCOQOOC OXACOCTOC 
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TPGGCZCCIC COGTCOOOGA GAATOCX3CAC TOCAGTOCAT QGOGCAATGT CATPGACCTT 
ATOCAGOGAC ATATICATOG TTEAATOGAC TATGATOOOG ATCTAA1G 7Q8 
(2) INPORMATICN FOR SEQ ID NO: 885: 

(i) SE&JENZE CHARACTERISTICS: 

(A) LEN3TIH: 705 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: Single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1554RP 



(xi) SE3JEJSICE DESCRIPTION: SBQ ID NO: 885: 

30 GATCAAACTA GGAATITICT ATAATACTCA AGAAGGIUOC ATATICAAGT CICTATCCAG 60 
OGAT3ATGAG GAAGIGQGTG AGATTGIQCT GCAOGAOCIG ATGAACAATC TCGATITCAT . 120 

35 AACTATGGAT CATOCIGACA GATOGAGAAA CCAAACTCAT CAAGAIAGAC CGATCATCAT 180 

CAAGAACTAG TTTCAGATOC CTCTQCTACA AACACAIACC TAGATTICIC ATATTTEATA 240 

4£7 CTGAATACAT ATAATATATC ATTTAACICT CTTCATICAT GAGACGICCT CIAACTICIG 300 

TGCTOCTCAA CTTCiriTIC CACTICTCAG OCTCTTOGOC CCOCAGEAOG TICACCACAT 360 

45 GCADQQCTAG CITCCTCATT CCTTTGCTCT CAOQQGTATC GITCATTCrlC TOGGCACOGG 420 

OCACAGTTIC CTCACTCACT AOCAGGGCTT OGATACCAGG TTO3CTA0CC GTOQGCCCGC 480 

ACACX3TCTIG TAAOGCAAAT ATITTGATIT CCAGOCOOGG TITC^GCCIG TGAAGGAAGC 540 

TGCACAOGIT ATOQCATOGT TOGTTCGAAQG ACTCAAGCIG CTCCCToTAT TTCTTOITCC 600 

GCAGCAGTIC TTCATCTGTA ATOOOCAOGA TCAGOCGGGA AGCAGTCAGG AGCGOGQCAA 660 



55 
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CACTCftGCAA TATTTTATGT CXX7I03ICTA ACTOGTOGAA AGK3C 
S (2) INFORMATICS FOR SEQ JD NO: 886: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 727 base pairs 
70 (B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

15 (ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1554UP 

20 
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(xi) SEQUENCE INSCRIPTION: SEQ ID NO: 886: 
GATCACTCAG G^TCAAAA OCITGAQCfiG CITCOCTOTG ACGGTTCTGGA 60 

CICT3O0CAA GITCAGACTC TOCTCCA3GC CAA33CTCCA QGCCAAAAGC TCITCCTAGG 120 
TATCTICITC GTOSSOCAAA TO3AGG00GG CXJIGAftOQOC ATCAMGAGG CICTICAGAA 180 
GCATQGATOC TOOSAOGACA TCGACACCAT TICTMOQGT AAOGAACTTC TGAACAACQG 240 
OCAG30GAOC GTOGAOCAGA TOGCTGGTIA CAIGAAAACT GGCOGCAAGTT GCCIOGCIGA 
QQ003GCTAC AAG3GCCCAG TTGTITOOGT QGACACITTC ATOQCTGTAA TCAACAACCC 
TOGTCTATCT GACCTATCAG ACTACATOGC TCTCAACGCC CACCCATACT TCGACITCCA 
OOTICTQCT GCTATO3COG G0CCITO3GT TTTOCACC7U3 ATCCAGAGAG TCTOGAGCGC 
CTGCAAC9GT AACAAGAAAG TICTCATCAC OGAGAO0QGC TOQCCIACTC MQGICAGAC 540 
TTAOQGCAAG GCCATTCCAT OCAAAGOCAA CXAGAAGATC GCCITOGAAT CTATCAGQQC 600 
CACTK7IGGT GATAGOGCTA TCCTATTTAC TOCTITOSAC GACIACIGGA AGCCAGATOG 660 
GCCCTAD3GT GTOGAGAAGT TCTO03GTAT GCEATAAGIT GCOGIt?TOOT TCITIATCAC 720 



300 
360 
420 
480 



1142 



EP0 866 129 A2 



727 



10 



15 



20 



25 



30 



35 



40 



45 



SO 



55 



CTCICTC 

(2) INFORMATION FOR SEQ ID NO: 887: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 712 base paixs 

(B) TYPE: nucleic acid 

(C) STRANDEINESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencroic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1555RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 887 

GATCATACAC QCA3TOCAGG TATACATTAT AGTOCTCATA ATTATO3GAT TOCAAATAGA 60 

ATO0Q30OCT TACCGTAGTEA CKJICTTOCT AATOCAGOGA OQCTCAGGCT TAMAMdT 120 

TTTCTIUPOC GTOTATTACT AACAAAATAA TITOCTOGAG CACMQG?d AGAGATCAAT 180 

TACATAATCC ATATOGACAC CTCCTCACCT TCX^GOGACA TTAACATTTC CITATGAATG 240 

OJCAATAATG GK3CCTAAAT GATOK3CTTC GTCTAATOOG CATEATAAAA TCTATCTOGA 300 

TTATATATIG TTICTAQCAT CTACTAAAAC CATOGTAGOG AGGflCTTTGG OCATACCCTT 360 

CK3AAGSGAG ACATAGCAAC ACTIGILTIUI' GCAGACWjIC TOCOGTOGAA ILfl ' lUXTlU 420 

AAGTAAOCAT GAGTAOCAAG ACTCICCITA ATGAAGOCAG AGOGTCCAGA TTTOGTTGAAT 480 

AGTOQGAIOG ACTTGAAOCA CTCGACATCT TCTQGOCTAA AGAACA3ATA GOQCACFGTG 540 

ACGACQ03CT TCTOGAACTT GAATGGATOG QCAC7ITAATA TCATPCTCTT GQCCAATATC 600 

0CTCTCT3GT CIXXGTTCAG GAACGTGCCG TOGOOCAOGA AOGICAGQOC CTTTOGATCA 660 

GAAGGCTTTT CITIGAAGTA GATO3C0GCT GACTQ3GTCA GGTCCAAG33 AA 712 
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(2) INFORMATION F3R SEQ ID NO: 888: 

5 (i) SEQUENCE CHARACTERISTICS: 

(A) LEInJ^IH: 689 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDECNESS: single 
10 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencniic) 

75 <vi) ORIGINAL SOURCE : 

(A) ORGANISM: PAG1555UP 



20 

(Xi) SE&JESCE DE9CRIFTICN: SEQ ID NO: 888: 
GATCIQQGAA ACAAGCATTC CAACCTAGIT QGAA1Q3CTO QCAATTAQCA QCTQCQQCAA 60 
GQCAGATAAA GCTAACTCTC GCATAGTTIC OCT3AGITIT GATrCGGTIT CICAMCAQG 120 

aatactttoc tggccgccac ggncgccgtt tttatactct cagqccagcc cgoqqcctcc 

OQGGTAATOC CTOQCAGAOC 03CICTAG3G C^OQCOGAAT CGCCCGK3AC AACGCCT3CC 
GCOQCAAGAT GAGCAOCTAA AGQGOOQQCA GOCIOOQCIA GACAACCT3A TOGTAAQGTC 
GTATICTAAT ACTTAACTEA TACAGQGTTT ATTCATEATA TEACICAGAA ACTOCOGTIGA 360 
GADQCACAGC OOGOQCQOOG AA3TCTGTAC AGIAQQOQQC AGCQ9QCCGC CCQCCGCTCT 
TAAOQCTACT TCTQGAAACC AATOIOTITC CXTTTCTCIC TCAAGCACIG ACGGCAGATO 
TKAAGOOGT ACTITCTCAT CAAAOCAGAG TGCGAAQQQC ACACGOQQCA CTOGCQGGAG 540 
QOCTTAOCCT AGTITICITOS GTOQGAGAAC CAAAOGTITIT OTIGAGOCAT CITCICTOCA 600 
sQ ATOCGITAGT ACTCTOICIG AOOGCTIQ3A AA03CKXX33 OOCIOGfTIGA GCItXXTACA 660 

0QCTO3G0GT CTO003CCTC CTCAITOCC 
(2) INFORMATION FOR SEQ ID NO: 889 : 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 700 base pairs 
s (B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

10 (ii) MOLEEULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1556RP 
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(XL) SEQUENCE DESCRIPTION: SBQ ID NO: 889: 

GATCAAOCAG T03Q00GAGT CCTATACGAC OGGGATCAOG C lXaJ U b T XUJ AACTTCTOQG 60 

TGAOOCTCCG ACCTACCTOC CTAAGGATAG TTTQOCGOCA GAACAOCCTG ATCM33CTT 120 

CADGAGTOCT TCTO0CT0OG AGCTOCAGOG OOQCnTOCA TrCAAGTOIC AAAATCCACG 180 

ACTCAOCCIC CTAAATSACT TCAOTCTAGA OGTATACOQG QOCTCAAOCT TOCAGCTOCT 240 

CAATOATAAT ATCTOCTTGT GITITCATAT TCTGAGAAGG CAGAAGKXJT GQCACACrjCT 300 

CrTATATOCT ATTICOCAAC TITIQCT3CA TCAAGGOCAG GATTCTQ09G TMGAGAD9C 360 

OOCAGCACCC GCAGOOCAAC CCCCQCTQCA COGCO30QGA TCAAGCAACA AG93CTOK3G 420 

COGAGCAAGT G0G30CGAGT CAGOCAOQCT AGQ9GAOGAA AATAT3CAOC AACITADdT 480 

AAOQGAAATT ATGAACAACT CICTGATTOC OGAAGATGAC OGATCATOGA TCAC30GCA3T 540 

GftGCTCTATG TEAAOGAGAA CTAOGTCTAT CTOQQGAOCA GGAQQCTT3C AGCTTCTATA 600 

AOGAT00GAT TCAGAGGTOG GAGGCCTITC TAGAGTCACT AAGACAGATC CTIACX7IMG 660 

TATATAATTC TCATCTCAOG CCTGCTATOT ATGOQCTTOT 700 
(2) INFX3RMATICN FOR SBQ ID NO: 890: 
(i) SEQUENCE CHARACTERISTICS: 
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(A) LEW30H: 718 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genardc) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1556UP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 890 : 
GATOOGAATA AOCTCCACAT AAG3GAGAGA CTAGAGQC7IT TCACIGCCCA CXTOGCCAAC 
OCAGGGQQQC AGCAGQCTCA GCAGCAGOCT CAACAGCAAC A3ATOCAACA GCCTAGMQG 
CCAGCAOOCA TTATOITOCA GOCAACATIG CAQCAGGAAG AOCAAACAAA TCCCT1GAAT 
AACAAAOCIG CCnTCIACaS GTCCTCTCOC CAOC33AGITC Q9GITOCCQ3 AACAGfiGTCC 
GCAGGOCACA CAOCAATCTC AGGAO3Q0CT CAG0O3ITOC AGCAGTIGAA CAATAAOQGA 
AGTATCCTOG AACCGTCATT GITOCD3CAA AAGAO30CTA TOGftGQGTOG AATOGATACA 360 
TTOGTAAATC OCATTKX3CA GCAGGAGITC CAGCAACA3C AGAAGAAACA TATOCCTTCT 420 
CAGAACCATC CTAGTTIQQC OCTOGCIACA GGACAGOOGC AGCAGTIAOC ACCOGATOCC 480 
GCTOOCAXAA TACOGQCOGA AAAGAAAGGT G090CTCTCC QQCAGITICA GAAAACIGAA 540 
CCAGAGCAIG OQQCAAAAX3 ACIGAAGCAC GAGCAGAATA AOGTTTAAGA GCAACQ3GTC 
OQGTCTCGAA TATAOCTTCG ATTAOQCACC CAGCITOCAT GGAACATICT GGICCGOGAG 
ATCAGAATCA CATICTATCT G3QQCTTCAG TOCADGCAAC CCACGIGTIA CIO0OCTA 7l 8 
(2) INFORMATION FOR SBQ ID NO: 891: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 720 base pairs 

(B) TYPE: nucleic acid 



60 
120 
180 
240 
300 



600 
660 



1146 



EP0 866 129 A2 



(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1557RP 



15 (xi) SEOTENCE DESCRIPTICN: SEQ ID NO: 891: 

GA7CAQGCGA GACATTOQGT AGAAATATCA ATT3GTT0CA. GAGGAGATCT (JTCTOCTOGT 60 

2£> CATTCTAGfiG AAG03G0CAG ATATAATICT CCAAAGIGAA CTCGTCTTTT TCAGAAAACA 120 

CQCTTFCAIA CACAQOGTOC GACTTITOOG CIAGACCATA AQCAAGGTICT ATAACTTOOG 180 

25 TOGCACTAIA ATTCCAGACC GGCGCJIXXHT GOGGOGQGAC AAGQGACTOC CACTACOCAA 240 

GTAAATCCTT OGTCATIGftG CTTTTITAAC ACAGAGOCAA CEAAGATOGA CATGGTTAAAC 300 

30 GAOGCGATTA Mri'l'lGTAOC ATITITATAG GftGAOCAGAT ACATTIACAG AAGCACCAAC 360 

CGCAATOGTT TTAATCGGTG CAATCAGT3C CATTX7ITOCA GCT3GGTOCA AACTCTAGAT 420 

55 TTACAAACCC OQCAOGAATT AQCTftWlUlT GAAOCAGCGA ACATCIAAGG AOTITCATIT 480 

CCOCACACTA TIGAAAACTA CT30QCTGAA O0CAGCTQ3G QOOQCATTAA CGOCATATAA 540 

40 CTOTOOOGIT TGATAACAAT TAICTCATAT TCICTTTTIT ACGCACAAAT ACATOCACIC 600 

ATAGAGAGCA TTAOGCCAAT QCAGICAAAT ATAAOQGftGA ATITOCATAT CMTADGTOG 660 

45 AATOGCfiGCA GITOCTGTGA TTITACTAIT GATAAO330C QCA3CAIAAG GGCTGTDGmT 720 



50 



(2) INFORMATION FOR SEQ ID NO: 892: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENSHi: 726 base pairs 

(B) TYPE: nucleic acid 
55 (C) STOANDECNESS : single 
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(D) TOPOLOGY: linear 
(ii) MOLECULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1557UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 892: 
GATCCQCGGA TTIX3GGCACC ACAG3SIACT CTQQOQQCAT CAAATCATOG CACACACQCG 
AOGTO03IAC TC^OOCCCP TATTTSATTT GAAGAACAGA TTCATIMCT CIGATCCTAT 
AGCIX7fl33QC AAAG0QQ3QC GCCTTOG03C CTCTCTQQOC (XX3W3TATC GCTI!ft3GAAA 
ATQCTOGTCA ATCTATAOTA TA0QCT3AOG QSAQCATTOO AGTCAQ3ICT CATOTATOSA 
CTK3QCTOOG ATIAACTATC GCAGCAGOCA ICIGATOCIT ATOC^CATCA ACTAGCACAG 
CAGCX^IATC ATOCTIATIC ATAO33G033 CCIMCGCXA TCITCTICAT ATAAMGCAG 
TCTTCIACAG ATAGGK3CAT roiOCICXGA ATICCAAAAG CICATCGCGA GIQCAGATCA 
AAGATCICOC TVCTTFQGTC CCGCCGC^G OOQCACCATC CT3GAATITC AGK3CACAAG 
ATCTTATTAG ICITAGOCAT CAATIGAICA AOCAAACCGA GQOQOTTIAC CACAAOTICT 
^CAAGAAAA GOCACCAACA ATIGACAATT ATATCATOCC TCTAATATftC CATCMGMG 
AAACAGAOCT GCTATOGAAC CAGITOGTOT TICICCGCAA TCTTICGCCC GATCOQGAGA 
TKXntSAAGC GTOGAAGAAC GCAACATOCA T3CK3GACGA CTQGATTAIT 
CAAAGT 

(2) INFORMATION FOR SEQ ID NO: 893: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TO: 708 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 
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(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1558RP 

(Xi) SEQUENCE DESCRIPTION: SBQ ZD NO: 893: 

GATCTATTIT GCXXSACrrCC CITATCTACA TTATICTATC AACIAGAG3C TCTTTCACCIT 60 

QGAGACCTOC TOCQGTTATC AGIAOGAGCT Q3CAT3AAAA CTAnOC'l'lC CIGIQGATTT 120 

TCMGQQOOG TQGTAAGOQC AC03GAC0CA GCAIAGATOC TOQC3CICTIC CAGCCAXAAG 180 

ACTOCATCTC QQGATAAAOC AATIOOQQQG TCATAAGCTG TTAAGAAGAA AAGATAACIC 240 

C7TCQCAG33C TCAO0QO3AC (HCTOCACAC TCAGTIAOCT TOCOGTCAAG AATCCA3ATC 300 

CAGGITCOGG AATATTAACC GGATTCOCTT TCGAT3CTC3G CCTOGAAAAT CMQOCTTIG 360 

AAAOQGftGCT TXXOCATCTC TTAGGATOGA CTAAOCCACG TOCAACT9CT GITCAOGK3G 420 

AAOCTTTO0C CACITCAGTC TTCAAAGTIC TCATTIGAAT ATTTOCTACT ACCACCAAGA 480 

TCTCX^CTAG AGQOOSTIOG AO0CAQCTTT ACAQOCTAQG CITOTTCACT GACCTOCAOG 540 

OCITXCTACT OSICAQ330G TCATATTK3C CrTCAOGGTTO GACTATAGGT AACAOQCTIG 600 

AGOQOCATOC ATTTTCA03G CTAGTTCATC QQOOQCTGAG TTCTTACACA CTCCITAGOG 660 

GATICOGACT TCCATOQOCA COGTOOQGCT GICTAGATGA ACTAACAC 708 
(2) INFORMATION FOR SBQ ID NO: 894 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 671 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: RAG1558UP 



(Xi) DESCRIPTION: SEQ ID NO: 894: 

GATO3QGTOG TCTTTICITA TCADOCACTC QQCACCTTAC GttSAAATCAA 
TTCTOGGGGG AGTATOGTCG CAAGQCIGAA ACTTAAAGGA ATIGACQGAA GQQCACCACC 
AQ3AGK33AG CCKSOOQCTT AATTIGACIC AACACX3QOQG AAACICACCA GGICCAGACA 
CAATAAGGAT TGACAGATIG AGAGCICTTT OTGATTTIG TOQGTOGTOG TOCAIGGCOG 
25 TICTEAGITC GTOSAGIGAT TIGTCTOCTT AATIX3GGATA ACGAACGAGA CCTIAACCIA 300 

CTAAATAGIG CIQCTAGCAT TIGCTOGTIG OGCACnCIT AGAQ93ACIA TO3GITICAA 360 
30 QOOGATGGAA GITIGAG3CA A2AACAGGIC TGIGATOCCC TEftGAOGTIC TOGGCOGCAC 420 

GOGOGCEACA CIGAOGGAGC CAGOGAGTAT AAOCTTOGCC GAGAGGICIG GGEAAICTIG 



35 TCAAACICCG TOGTOCIGGG GATAGAQCAX TOCAAITATT GCICTICAAC GAGGAATICC 540 



TACTAAGCGC AAGTCAICAG CITO03ITCA TTAOGTCQCT GOCCITICTA CACACCGCOC 
40 C7ICGCTACTA CCGATIGAAT GQCTTAATCA G3QCCICAGG AICTGCTTAG AGGAGGGQQC 

AACTOCAOCT C 

45 (2) INFORMATICS FOR SEQ ID NO: 895: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTIH: 622 base pairs 
so (B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

55 (ii) MOLECULE TYPE: ENA (genomic) 



60 
120 
180 
240 
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(vi) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1559RF 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 895: 

GATCCAGAAT CCA^GTTGOG T3IT0GTAQC AACQ3QQGCC TOCGCMCJIT AQ3AAGCAGG 60 

CTAAGGAAAA GQGQOCTGGA TOCOGAQCAC ATCTCAGAAG TAGTACAAOG CATAAAGGAG 120 

AAAAGCAAGC CAAGOQCIGA AAACAAGACC CTQOGTCAGC QGACICCCIC ATCCQCTOCG 180 

GITOCTGATC CIAAGAAGOG QCTAGTOGAT GIOOCAAACA ADOOGOCAAA CAAAGTATTG 240 

CIDGTACAGG ACCK3QCAAC AGACAITACC GAGCAAGAGC TOGTOGATAT ATTK3CAAAC 300 

GATAACTT3C TCCAGGTAAG ACTftCTOCAA CTOOGQCAAC TOG OjlTlUT AGACTAOGCC 360 

GATCTACAGA GOGCEAOQGC GGTCAAGAAC AAACTQQGOA CAAATTATGT GATCAAAAAT 420 

CAAACAAOCA TCATAGQGTA TGQGAAGTAC AEAGQQOOGT GG9GATATQG GTICTTAOCA 480 

CT3QGTOGGA AOOOGACAGA TCATTEAGCT AACTACAEAA TGATAGTATT TACMAGACIC 540 

CTIAAGTOQC AOGTGOCTOG ATCICATITC CCAAAGAGGA CTOITCTCAT AGCTCTCAGC 600 
AAOGACTCTT TOCTGOGTOC IT 
40 (2) INFORMATION FOR SEQ ID NO: 896: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENCTH: 643 base pairs 
45 (B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 



20 
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(ii) MOLECULE TYPE: tNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1559UP 
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<xi) SBQUETCE DESCRIPTION: SEQ ID NO: 896: 
CMTOGATGA COGTCATCTT CTICEftCAAG AACAAGCACA TOOGATOCGA CITOGQCWCG 
GQGGAACAAC AACAAGATCA ACTTOCTOCT TCACAACAAG CAGGftGATCA TftGftCATCAT 
AGAGAOQGIC TICCG03G33 CXAGG^GAAA CAAQ3QGCTC GTOGK7ICGC CX3IATGACTA 
CAACTftCAAG O30ATACAAT AGAACATTTT TTQCAGCIAG TCITCICCCA CX^AAAG 
TTTATAOQCA AOOOGQCACA QQ03CO3GST TOCTTOQCIC CACAGTTO3C GATOGAGCCT 
TGQGTAQQQC OCTOCTO30C ATIATIOCTC TCACTOGACC TIAOGCCiaT AGATOGTCTC 
T33QCICTTC AGIGAAAATT TTTIQQCTTT ADQCTCCACC GQGTTCAGQG 

CTAGQCAGCA GGATAACTAC WIAGGTCITr CK3CTICAGG CAITAXAIAA CCTCAAGOGA 
GCTTTICAGA OCiriTAGGr CAATATATCT CX^AAGIGTC G3CATCTOGA CTATTAAGCA 
GGAGGTICTA TTCCAGOGTIC ATCAftSAAAT CICTCAGAAT AAGAACCATC GCTTCftGMG 
AICT3CAACT GQ0CAQ3AAG GCTOTIGftCT TIAACAGQGA GAA 
(2) INFORMATION FOR SEQ ID NO: 897 : 



(i) SEQUENCE CHARACTERISTICS: 

(A) LEM3IH: 139 base pairs 

(B) TYPE; nucleic acid 
40 (C) STRANDECNESS: single 

<D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1560RP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 897: 
GATO30GOQG AGCTTCTGTA AAAAOCTICC ATOCACAAAC CCX^OCAT GCTCCOGCIC 
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AACTCCTTOG CACTAATOGT GCOGTOGTCC AOGACTTTAT CATIOOCGIC 120 



5 AAACACTAAG TCAGQGATC 

(2) INFORMATION FOR SEQ TD NO: 898: 

10 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 139 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 
is (D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: ENA (genctnic) 

20 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1560UP 



139 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 898: 
GATOCCIGAC TEAGTCTTTC A03GGAATCA TAAAGKX7IG GADGACQQCA CCATTAGIGC 60 
GAAGGAGITT GAAGAGGAOG AGOQQG&GCA TOGICTGQQG TTICTQCAT3 GAAG GTITIT 120 
ACAGAACCTC OGOGOGATC 139 
(2) INFORMATION FOR SEQ ID NO: 899 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 688 base pairs 

(B) TYPE: nucleic acid 
<C) STOANDECMESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ET4A (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1561RP 
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(xi) SEQUENCE DESCRIPTION: SEQ XD NO: 899: 
GATCCAAATA AGGGTOGQGT OCAIACAAAT GAAOGGOTCA GIGAAQCTAC TICGCTCQGT 
O30GTATCAT TACTOQCAOC AGGCPCK3GA TCA03CCGGG GGAGATOQCG CIQCP3CTAC 
GGCAGOCAAT ATAIACATCT 1CTATAGCTC TAATTCATOT CCGCTiriTA AAAAATOGCT 180 
TOOGTCAATT TCTATCTACT AGGCTAICTA AOGGCTCACT CGGIGGACIC GGCGAAGCGT 
TCX7IG3ATOG AAGCAAAGAG CITITOGAAC TCTQQGOTGA CCICQCGCIC GCCGCG3CIG 
GQCTOGAAGA ACITOGAGGA OGAAAO3Q0G TOITTCAQjT CQCCGGITOC CICCGACAGC 
AGQQGQCAGT TQQQGQQGTT GGACACQCTC TTTTtalGOCT Q3TOSAAGTA QGACACAAAC 
GCITTCATCA TATOCTAGGT CITCCAGAIG G30CAGAATC QJICOTAGCT CX3ACHAACCX3 
TICT3CTOCA AGAAGICTIC TITCATIAGC GTOGOSACAT CCAGTAOGAT CTICTCTITC 540 
TCAGAGAGCG O3GACTTA0C GADCAGCTGA ACAACTIQCT OCAATTOCIC QGQGITGGAG 
AGGATCTOCT TCATAOGGIC TCICAG3ACT GGGAACCGGG CTAA1TGCTA TCATOGIMT 
TGTTTAGGAC GITOGUUIMC CTTQGAGT 
(2) INPCRMATICN FOR SEQ ID NO: 900: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 711 base pairs 

(B) TOPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY": linear 

<ii) MOLECULE TYPE: nsiA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1561UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 900: 
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GATCGCAGIC TGTAGTIQCT GCTACTOGAG TCTTCACTGC TUIATOOCTC TK3CTIGIGC 60 

TAAAAGOGAA GGAGACTOQG TTACTT3TAT GTITTQCIGA OdTCTOGTC GCAAA2G33G 120 

TGQOE3DGCX3G GCT09GACAC TATTIT3SAG OQGAATC2GC CTGAGTOTTC ' ITl ' l ' KjTlTr 180 

CACCAAQ33C GQCTAACCTG GOGCCAGCCG CTQQOQGQOG AGGIGATO3G OCATCAQCAC 240 

AGCaGGTEATC CXX3QGAATAT QGAGTCTCOG GGG30Q0QCT TATCTAGACC CTtfXACGSIC 300 

CCCAGCCATC OCX3QQGAATT GOQQLTl'l'IU TAGACTCCQG CTAGQOOOQC TOCOGOQQC3C 360 

GTICAGOGOCT GTCACACAGA CAAATAAAAT TOQQCAAG3G OsAGACACAA CTOTCACAftS 420 

OX30CACK3C AOGAAQCTAT QCAOSCATTC AAGGAAGACT TAOCXXATOC OgnXXjl ' l ' l T 480 

CXXXTOGACA AT3AGGAGAT CACATIOOCC AACTACC7IQC 0CA03CATOT QCAATOGTriG 540 

CCCCACZCGT CCAAOQQGAT CQGACAGCTA CIXMAGAIA AGCaSAACCA GCGCGTX'li: 600 

CCCACATATA ACCXXXTACT OGAOOQCATS GAQGAOGO30 TCG'iUUUL' l G GOQCXXX30CC 660 

GO^fiGCTOOC ACGICGOCTC CT0QCTM3CA ATCCAQQQCA CGCACCOCTA C 711 
(2) IKPORMATICN PCR SEQ ID ND:901: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTO: 720 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENk (gencrnic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1562RP 

(xi) SE&JENCE DESCRIPTION: SEQ ID NO: 901: 
GATCATITCA CTGCAAAGGG AGAACTAGCG CITTTGACAG TAOGTOQOGT GICT3GACAT 60 
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GCTAGGTACT GTIGACATIC ATCK30CJICA GTCAGATTftC AAGTACACAA AGTCGATATO 120 
ACAK30CAOG T3ACCATATA T0CAAGAO3C OOOXAGOGC ACX3QCTQC7IC TCTOCATfiGG 180 
ACro3CTAOC TAOCAGITRC AATO33GOTT QCAACTEAAC TGCICTAATC CICACACQOG 240 
GAGTTATATA ItSIGCTAiaG GGCATOCICC TTCAQQ30CA ^GGCCTOOC 300 

ACCATOOCAG AQCAGOCATA OCAAGOGCTC CAACAQGATC QGATATCTO3 TTCMWT 360 

, 5 ATACAGATAT ATATATATAC TCTAACAAAA TOOCTAGOGA TCIOQCTCT3 AAAGGGCQGT 

ACTIAAAICA TATO3TOGTC TICTICA30C CXEATOGAC& AAGOCCGCCC ATCSnOffi 

20 AAGCITOGAA GCIO3330GC AGAAGAQCTC AACTOSftGTC COG33CATAT AAAGOQQGTC 

ATCAAGAGCA 1TCTAAATOC GCAAACITOS AAAAAOOCTC CIQ3CAAAAG CATCACIGCC 

25 AG3AGGAGTT CTAG3A3Q3C G03AOOCATC TAACTATAGT AGAAG3A03C GTATTOITCA 



30 



<i> SEQUENCE CHARACTERISTICS: 
35 (A) LQgGOH: 592 base pairs 

(B) TYPE: nucleic acid 

(C) STOM^DECNESS: single 

(D) TOPOLOGY: linear 



40 



(ii) MOLECULE TYPE: ENA (genomic) 



420 
480 
540 
600 



660 



AGCAATOGTA CTOSIOQGAA TTO3AGGIAT AOC*GCA3GA CGGAGAGB3G AAGGCCGAAA 720 



(2) INFORMATION FOR SEQ ID NO: 902: 



(vi) ORIGINAL SOURCE: 
4S (A) ORGANISM: PAG1562UP 



SO (XL) SEQUENCE DESCRIPTION : SEQ ID NO: 902: 

GATCTGQOGT GCATATATAA CX7IATCTO0G CTO^CGAC CTO^IGCQGA CTTCTTTAGC 60 
£5 OQQCTACTAA CK7TGTAGCT GITOC3GC3CTC CXTTOCQQCQC CGCCG3QCGA QCITOQCAGA 120 
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ATOOQOOGriT Q0GTCAOG3C CAGTGOCAGC OGAACAGGAC G UULTl ' l ' llT AGCAGCAGOG 180 

CITOOQCAGC GCHTICTITr TTTIOOCAGC TAAGGTOGTC TATITICIDG CAGftGGGITA 240 

GAAAAGEACA CITTACATCT GAACACAOCA CAAAGTCGTT CTCATTOGftG AGGCAOGAAA 300 

OCAAACAATT GAAAGCTATC T1GAGIGCTA AGCAGAOQCT ACACIGAGCT G3COCTCTTT 360 

TAGCAGCTOG CGGCCACCCG CACTTTCTCT TITOCOQCTC UlTlULTl l T TOCGCX3CXXC 420 

CTK3QCCTOG ATCTOGAGAG O0G0G3AGCT AOOGOOOGTC CXX3CX3CCftGC CIGQGCITCC 480 

CAGQQGQOCA GIGCTCftGAG aDQGTOGOOC AO3QCAG00G GCTCCATOQG CQQCTOOOOG 540 

CTCTGTITAC AGGGATOQCT CAOCT300GT GIGAQGCTAA QOOQGriGQOG AG 592 
(2) INFORMATION FOR SEQ ID NO: 903: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 732 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1563RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 903: 

GATCCTO3CT ACTTTCACAA CATCAGGAAG GOGCTTOCTC CAG3CTTTIT CATOCAGCTA 60 

GOGAAGAAAC OCTOQGGAGG GAAAG3CTAC ATTACTATCA AAGftCAACCA AGAOGIGCIC 120 

ATCCACCCTA GCAOQCTCAT TOQOCAOGAT GCAGAGTGQG TAATCTACAA TGAA3TOGIG 180 

CIGACTACIC AAAACTACAT AOQGAOGATC AOCTOCX7IOC GICCTGAGIG GTTGATIGAA 240 

CIDQCACCIG OGTACTATGA CCTTGATAAC TTTCAAAAAG GTCATATCAA GCICAGICIG 300 
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20 TATCACTCCA TA 

(2) INTORMATICN FOR SBQ ID NO:904: 

25 (i) SEQOEM2E CHARACTERISTICS: 

(A) LENjIH: 717 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
30 (D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: ENA (gencndc) 

55 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: EAG1563UP 
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GAAOQGATEA AACAAAAGAT GGATO3CATC GAAGAGCTAA CTAAAGAQCA A3XXAAGAAG 360 

CATAGACAGA GCQ30G0GTA NITCX7IGAQC TKjTPCTAGC TAAATATCIC TCTCATATAG 420 

C^TC^CACA ATAATAGGAC TTITCAGCTG lOTTO^A CTIOQ3ATTA QCAAATTATC 480 

GCAGAAGTTA QCAQ9CAO03 OOGOOCTK3T TGCTEXXXXTT QCAOGAA&3C AGCTQGT3AT 540 

GTIOGGOCm: GCTAAAAAOC CICATTIGIG OCTATCATAT GCCX^GCGCT ACAGAGICTT 600 

OCXMCATCA IXTITI^ GGAOGAGATA CKXXACITC A0GAGGCCAG C^CCCAAAAG 660 

ATAAAQGfiGT TQCTGAGOCT CTOOC7IOQOG CTGATCAOQG AATOCATCGA AAAGAAAGAA 720 



732 



(Xi) SBQUHSJCE DESCRIPTION: SBQ ID NO: 904: 
GAIOSSira CTICCGADGC TOCTACAGGG CTOCGATOQG TOGCXX^CA 60 

TATCQGAGAT ATQQQQQQoT GOOOGTAOQG CAAAGAATCA QCAAGACACT AQQGTCTOQC 120 
ATTCITTTTC AATOCATTAT TEAGCTTTIT 1 ITriTlTlT TmTTAGEA TftGACACAAT 
ATAAAGTAGA GTITCGICATC AGTAGOQCTC GTAAQGTTAG QQQOOGQCTT CACGCCATAG 
TAGCATCTOC GICAGACPOC TOGATTX330G CITOCICEAT GCOGQCGGAT TOCX3CAACTC 



180 
240 
300 
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CGTAGQGTCT TTCCTTAQCG GACIQGTIOC CAOCX3QCX3QC ATO33CAGQC CAOGAGQGAG 360 

5 CTOOQGTAGC AQOCTC7IGAC TK7ICIGQCA QOGAGOQGOC TOGTOOSIQC TOGAAGAAGC 420 

AGTGQQOGTr GOGACATTOG GCQOOGAATT TOCAGGGCTC GTIGATO33G TOQCQGAAAA 480 

70 AGCAATCEAT GOQOCTGCAC GCAGCQCCCT OGQ33CACAT AATGIGIGAA 0GG3CATO0C 540 

QCTACTTACA OTGTTICTIC GTOCACTIGA OGOCGAAdT ACACTGCTOG AGCGAAOQCT 600 

15 CCGCTQCTGC AAACGCAOOG GCTTOGAAGG AOGTOGOQCA GCAGCAATW3 GCIGAACATC 660 

TOGTATCTIG GACAAGGAAG ATGOGOCTIG TOGCAGTCCT CITSICACB3 GTTAGGrT 717 
20 (2) INFORMATICS FOR SBQ ID NO: 905: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 688 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDETNESS: single 

(D) TOPOLOGY: linear 



25 
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(ii) MOTiFTULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1565RP 



(xi) SEQUENCE DESCRIPTION!: SBQ ID NO: 905: 

GATCACATGT TTTOOOCAGA GAGOGAOCTC GCJGTKSAGAG A3CGATOQ3C OGTEAIAQCA 60 

CTGAGOOCTA TTAGTTOCTC GATTICTC7IT TOCAGCAGCT GCGCATOQGG OCGGATTOOG 120 

TCAAGTGTGA TTOOGCAGAT GITOGTITIG QCTOGATAAG TOCAEAAGGA AGCTOCICIG 180 

TTAGTACATC TCACATAGGA GQCTICOQCA TTGGOQCATC GCATOCAGTCG GCG3QCTICT 240 

GGOG3GAOQG GTATTCCAGT AGOCOICTOC GAAOOGTATT CAATCATCTT TOGOOCAGGG 300 

55 GTAXATAAAG OQQCK3ATGA GCCIGGATOC AATO3GGTCCT AQCIGOGGAG ACIGCACOGA 360 
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AGATCICTAG CAAAGTTICA TIOCTATIGA ATP33CAG0C TX3CX3CCATAC CACA3TO0GA 
TPmCTAGC OCAGICCAAG GXTACITIC AGCAGGAGGG TCTOGACA3T QOGCIGCTCG 
AGOOCAOGAA O00GICOGAC C7TCAD33SCT TCATOQGTOC G3GCAAGOTT GACATO3GCC 
TAAAG30GAT GATCCATADG CIO300GCIA AOTACGTOG TTTCC033TC ACTK7T3TIG 
CATO3CTOCT GGATCAGCOG TICACOQQQ3 TICIGTACCT GCGIGGCAAC GGACTCACK3 
ATACTTICAG CTCTCTTCAG GQGAAGQG 
(2) XNPTOMATICK FOR SBQ ID NO: 906: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEW2IH: 558 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
CD) TOPOLOGY: "Hr^r 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1565UP 

(Xi) SEQUENCE INSCRIPTION: SEQ ID NO: 906: 
GATOCCTTIC ATACAGGICA ATATTTTATC CAGAGACAGG GQCTQGACGT TCIAAMGIC 
TTTCATCCAG ATATOCTAAG MGOGAAATT TCATOCACGA CTATOATCAC AAAAAATCAC 
ACAGCCAAAC AAAITOCCAT TATITTTAGA GGATCTACAG TCATACAGGA TIGGATEATC 
GATtJITCTAT CCAOOCXTTAT TOCATICATT CTO3CTCCTA CCCCCTATCA GCCCGICAGT 
Q3AGCIGCAA AGIGOOCAGG GAACTGICTC AOGCACACIG GOTICIACGA TCAATTTAAA 
AAAQCATTTA AQ3ATATTIA TOCTCTITIT AAQQQQCTAA ASGACACACA TCCGGMTAT 
GAGGTCATAG TTACTOGTCT TOCTTAAGT GSOGQCTATC CTCACTTTAT GGCTftTIGAA 
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TK3CAACTTC TOQ3CTACAA QOCICATCTT TOOOOCTTCG GATCATIGOG TAIAQQCMAT 480 
AAQGACITIA AOGATTC33CT GGATCATATA TTTCCGTCGG AAGAOGTTIC GfiGAAGAATC 540 
OCAAATAATC AGATGQOC 55g 
(2) XNFOHMATICN FOR SBQ ID NO: 907: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN7IH: 645 base pairs 

(B) TOPE: nucleic acid 

(C) glTONnfECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: HCV (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORC^NISM: PAG1566RP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 907: 

GATCGCGAAA CACAACGOOC GOGGOGOQGT AGGQCOGCQG GCX3CTGCTGC AGGAOGTOOG 60 

CGACQOQCTC GQGQOQCACT A033GGTAG3 AGTEACATCAA GAGGAOSK7T 120 

GQSICTTCAA CAAOGOQGGC GGOQCEATOG GQCAGATOCT GATTCTOCAC QCCTCI^TCA 180 

GCGfiGTAOCT GATICIUITC GQCAOOOOOG TOQQCAQQGA GQGOCACAOG GQOSIOCftCT 240 

TTO03GATGA CTACTTCACG ATCCTOCACG QQGAGCAGAG OQOQQ C ACTG CCACACQOQC 300 

TQGAGQQQGA GGTDGTACAOG CCG3CTATCA OQCATCAOCT GCGCATGGGC CAOQOGAAGC 360 

AGTACGOGAT G00CT09QQC TCTTITOOGC TQGAGCTQQC ACA033GTOG AT000CT9CA 420 

TGCT300GTT CGCTTTTTCTG GACAOGTTCA ACAGCACftCT OGADGICTAC ACICPQQQQC 480 

GCACQGTOCA GCTGACAGOG OQCGACATCT TCAAGAACTT GCTGTACAAT TICAAGTTCT 540 

AGCCTAGATA CATAAOCACC AOCAATCTCT QOQCAQQOCT OQ0CXD30GAC AGWXTQOCA 600 
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GAAOCXGAOG CTCQQQCAGG TGTTAOQCXAC GCIGAOGOGC CACTC 
5 (2) INTORMATTCN FDR SBQ ID NO: 908: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LHSK7IH: 701 base pairs 
io (B) TYPE: nucleic acid 

(C) STOANDECMSSS: single 

(D) TOPOLOGY: linear 

15 (ii). MOLECULE TYPE: ENA (gencmic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1566UP 

20 



645 



25 



30 



35 



40 



45 



SO 



55 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 908: 
GATCCTCAAG TCTACGAAOG CXTIX^AAGGT CTITACGACG QCCOITTTOG CIGATOICAT 60 
CACMCIT^G GCTAAO^ ATITTCA03C GAACTCTOCr GKXX^GGIC ACCTX3CAACA 1 20 
GGGCC33CCTA OCATOGOCAA TOGACAGAAC CAGAQGAACT OTICirjGCQG TOCX3TOCGAT 1 80 
OTCTTOflC GftGGCTAAGC AGGAOSICAT TOQQGAAGCC AQ3QGAAAAT GftQGAGGCCT 
TTCACIOOGT CG^OGCC GICTC^ C03CXX3OCT CdCQGCATC ACCOGCTCCC 
AACIGAAGTT CAOCTOCATC AGQCAACTCT ACX3ACCTQGA AACAGW3TIC TCCAAGCCTA 
TOOCAAAGCT TATCCACTOS G&3QCTAOQC GCGOGATIX3C QGACCAITTA GAAGQOCGCA 
AGAQQCTAAC AGTTEAGTGT CICIX7ITIOG COCOCTOCCC CAOTAOMGr ACCACTAGAT 
AOCAOGATIA TOGATAAACT TAACATOGCA GAGTIACACIC 1CATOCACCT GCCATCIATA 540 
TAATCIGATT TTACTGADGA AAACTCmr AAAOQOQGTT GCAGQCTOCG TO3CAGCICG 
TATAAATATC TTCAOQCCAC CICGATCTa: ATTOCTSAOG AACTAOCDGT CG^ATACAA 
TAGTCCCAGC TT3CTAAG0G CTAAGCTGAC CACICTACAC A 



240 
300 
360 
420 
480 
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(2) INFX3RMATICN FOR SEQ ID NO: 909: 

5 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 697 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 
10 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA {gencndc) 

15 (vi) CRIGmAL SOURCE: 

(A) ORGANISM: PAG1567KP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 909: 

GATCAAATOC CCTTCOCTIT CAACAMTIC ACGTA L'ITIT TCACTCTCTT TTCAAAGTIC 60 

TTTTCATCTT TCCATCACTG TACTTGTTOG UimuUb'lCT CICGOCAATA TTEAGCITEA 120 

GATOGAATCT ACX^DCCACT TAGAGCTOCA TIOOCAAACA ACTOGACTOG TOGAAMAAC 180 

CITAGATOGC ACTAGCAOOC COQCCAGACG GGATICICAC CCICEATCAC GICCTCITCC 240 

AAGGAACATA GACAGGGACT AGCAACCAAG GEA CTl ' lUiT CAAATCACAA CIOGGAOQCC 300 

GAAGGOGCCA GATTTCAAAT TTGAGC1T1T GOOQCITCAC TOQOOCTIAC TAAGQCAATC 360 

ccQGrrraGTr tcttttcctc OQCTTATIGA TATOCTTAAG TTCMOQQGT AATCCTACCT 420 

GATTT3AGGT CAAACTTK3G GAATACTATT 0Q0OT33AAG GCCITCITIG 10?EACCTIC 480 

TTCAAG030C AGCICCACIC CADSAIXITOG TOGAAAOCTA ATAOGCACT3 TAGAAACTAG 540 

CTCAGAOOQC AGTQCX30GCA ACTTCG3CCC ATQQQCAQCA TITICAAGTT AACCTICICT 600 

TACGACOGAG TATCACICAT TAOCAAAOQC GAGQGITIGA GAAAGGAAAT GACGCICAAA 660 

CAQGCATOOC O0CT3GAAAT AOCAGAGGAC GCAATCT 697 
(2) INFORMATION FOR SEQ ID NO: 910: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH: 712 base pairs 
<B) TYPE: nucleic acid 

(C) SIRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: UNA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1567UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 910: 

GATOCTCAGA TAOCTTAGIC TCTATACAGC QCAAGACATG GGIGATOQOG GGTTTCTTCT 60 

ATOCAAAGIC ATT3QCTTTC CCTCT330QG OGCATACAAC AOCTOCCTAA CCTCAACACT 120 

CTCATOCTQG GCATCTAGQG ATOOCATGQG TCMCAGOQG AGGATITOTT QGATEACTAG 180 

OCAA1QQCAA TCCAAAOCAA AGAAAOOSAC TTO3Q3GAAT GCCICATIGA ATAGCCQGTC 240 

TITOSACACr GTCATICICT GAGICTAACC TCCTCTITOG ITOCOGATAT TAAACCK3TT 300 

35 CTGTGAAACA TOGSAGOQGT GITTACT3GA AAGCAACTAG AOGAACTCAA AGACT3CTAT 360 

GQCATO33QG CAGCTCTK3C GAAAGTCTAA AAACCCGAGC T0OGGTTCGC TIGACACAGA 
40 AGTTACnTC TCTATCTCIA TCAGTCTATC ACOGAAQGAC CGIQCJIGB3C TTK3CQCATT 

TTOGQGTTCT TCTTTAAGAT AGnTATCTOS TTSATCCTGC CAGTAATCAT ATOCITCICT 540 

4S CAAAGATTAA GOCATQCATC TCTAACTATA AQCAATTTAT ACAGIGAAAC TOCGAATOGC 600 

TCATTAAATC AGTTATOGTT TATTIGATAG 1TOCTTIACT ACATOGATAT CTOK3OTAAT 660 

SO TCTAGAGCTA ATACATOCTT AAAATCTCGA OCTTTTQGAA GAGATCTATT AT 712 

(2) INPORMATICN FOR SEQ ID NO: 911: 
55 (i) SEQUENCE CHARACTERISTICS: 



420 



480 
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(A) LENGTIH: 696 hose pairs 

(B) TOPE: nucleic acid 

(C) STRANDELNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1568RP 



(xi) SEQUENCE DE9CRIFTICN: SEQ ID NO:911: 

20 GATCAOGAAA CQGTCGCTAT TAQCTTCOCA TOCAAAGOQC ATOCAQOOGT OCTTAATCIC 60 

CACCTICTCA AAT3GAAACT CTCT3GCAGT CAAAGAGCAA AICTOCATOT TO3IGAMAT 120 

25 QGICTIOCTA GbCYTCGKJT GAOGGTCCAC CT3TACAG&G AGGAACICIG CC lL kTllMU 180 

OCAATOGAAG GAGACATCAG TAAOCTOCAC CAAGTIGAIG GTACQCAGAA CAOGQCGGIT 240 

50 OGGEAGCICA ATCAGGACAG CTTTACAGGA ClUbTl U' lT L' GACTCTOGAG TCCAGTATAC 300 

CATGACACTA GATGGTOQGT OGTTOGGTCT GITIGADQOC AACITCATGC (X7ITAGGAGC 360 

35 AAAGGAGAAG T0CT3AACAT OCICXMCTT CATCAOCTTA OCQCOCAACA GCTQGAAGIT 420 

CTTCICQGIC TOGTACACAG CAATIQ03QC AGQGOCAAGA CGAGCQCAGA ACTTCKX7IC 480 

40 AAAGGAOCAC TF3AOCATAG GOCATTOCAG CltXTOCTGA GQOQQCAGOG CAAAGOICTT 540 

CAOGCAGACA CCTCTTOCCA CATCCCATAT ACATAGCTOS TO300COQOG ACICGQQOOC 600 

45 GAATGGACAA GCCICGITAG GTICATCOGA GACTICEAGA GGTTTOOGAOG AAAAGCTAAC 660 

CAGGTACTIC TO3GTOGAOG ACATG3AGAT OGCCIT 696 

50 (2) INFX3RMATICN FOR SEQ ID NO: 912: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGOH: 697 base pairs 
55 (B) TYPE: nucleic acid 
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(C) SIRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLTCULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1568UP 



75 ^) SEQUENCE DESCRIPTION: SBQ ID NO: 912: 

GATCA7CTAC GIOGOCCATC AGSATAATAA GGAGAAAGAA TICGAAATIG AGCIGAGC^G 
20 GK3CT0O3CT TOGGAGAOGS ATQGCITOCA CAAQQGAQoT ACCAAAAGAG CTA3TP3VIG 

CAGQGATTGA CTTTOOGAAG AAG3AGAO0G GICAGG^ftG TCATCATCAT TCAAGOGATC 
ACAAOQCAIC TQGftQCTGAA GftGTCCTCAA CAAAGAAGGA 1QCT3AOQGT GMT3TCCAQC 
TTICATCATA ACAGOOOGGC ATTATCT3GA GGTTCATITC ATGACAATTG ACOGATCTEA 300 
CIAAGTCTAT ATEAAGTTAA TO^OOIATA TAAATTAATA ACATOCAAttS CAATITOGAA 
TITGTKGGAA AGCAGGITAA AGCATGTCTA C^CTCCITAA TCTITOGOGA AGCICTACAT 
TITCTICTIC AAGIGAAOGA ATIOTATOCA CG3CTOCGTC TOATICIAAT ITCCEACXJTT 

oGajricrcr gtaocattic oxctcagot cticiatcat taatitigaa tocigatcaa 

ATSIATCIGA TICATO3GAG OCXTOOGACA OCTOGGATftG ACXTITOMT CITCTOKCT 
TITCCTITAA CAGCAGCTIT ACATOITCCT CCACTATTGA TSATCTX3GCA TmQGGATC 
AACATATAAA TAGAATCOCA TTK^GCTOG TTICITC 
(2) INFORMATION FOR SBQ ID NO: 913: 



60 
120 
180 
240 



360 
420 
480 
540 
600 
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697 



(i) SEQUENCE CHARACTERISTICS: 

(A) UENGTO: 672 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: LNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1569RP 



10 

Cxi) SEQUENCE DESCRIPTION: SEQ ID NO: 913 : 

GATCCGATAT AOGCTGAGIG CEATATTACA AAOCATCAAT TTGATCTTAT CITOGAOGTA 60 

TTCITOGTrA ACCAGACGAA AGAAACTCTG AAAAACTTOC ATOOGCAGTTT TQCAAOOCTG 120 

GQQGACCTSA AGATTATATC CAACCCTCCA AGCACCAATC TAGTIOCICA TQCTTIOCAC 180 

AGATTTAGOG TTACAGIGAA GGTTICAAGT GCQGATACIG GrEATAAICIT TO9GAATATA 240 

GTTTATGAOG GIGSACAOQS OGAAGATGCA OGCEATOIGA ICTTAAAIGA TCIOCAIICTT 300 

GCTACAATGG ACTACATTAA GQCTOCAGIT TGTPGATCAAG CTTdTPOOG CAAGA1CTQG 360 

AATOCATTIG AAT3QGAGAA CAAAATOGTCT GICAAATCTA AGCTACCGAC TCTGCATCAC 420 

TACTTGAATA AGCIGATTGA GGTCAOOCAT ATGAATGTCC T3ACT0CT3A AGAATCATIT 480 

55 GOOGAOOCCG AATGTPCXTTTr CTTAAGCIQC AACTTATACT OGAACTQCAC CTTO33CGAG 540 

GATOCTCTOG CEAATTICT3 TATOGAGAGA GACCCTACTA GTGGTIOCAT CATOGGAGAA 600 

40 GriTOQCATOC GCT0GAAGAC GCAGQQOCTT QCTTIGAOQC AOQGAGACAG TATTO09CM2 660 

ATOGAAAGCT CC 672 

45 (2) INFORMATION FOR SBQ ID NO: 914 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 698 base pairs 
so (B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
<D) TOPOLOGY: linear 

55 (ii) MOLECULE TYPE: ENA (gencniic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: RAG1569UP 



60 
120 



1Q (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 914: 

GATCTOCAAT QCICTICAAC AATTIGCTOC AAGCTATICT (XTCATCACC TK30CATCTT 
1S GAGTCAGCTT TITGATTCCA ACAGCAAATC 7GAATAQQCC TCTAICICCT TTAAAAGCAG 

CCTOGTOCAT QQGQCriTQ3 GITTACATIG GAAAAAGCCC CAAAGAACAA GCTAA3QCAT 180 
20 GCCAAAAGEA GCCTTEAATC CACTTCACAT ITAGATAITC TEAOQCAGTC TATCTATACA 240 

AAAAATAAOG ACAAATAATA TCTITEAGAG C TC^TILTIT AGACTAAAAT AGGGCICGCT 300 
25 ATOCAATAOC TCAGATOCTA TCITCAEATC OGTGTOGAIA TCCTCGATTA AAGCCICTTT 360 

OTIGCTOEAG TITAATTCQG G003GATOIA GOCAAGGAAG CTCAACTEAA nTTGQOGCC 420 
30 ATAGAAGICT TCTKAAAGT OOTTTAAAAT GIGCAACICA ACCGICITCT TACICTICTT 480 

ATAGAAOQGG TTCCATQCTA OCGAIAACAC GAITOGAAAG ACICCACQCT CICTTICCGA 540 
35 CAGCTIGGAG CCAAAGTTGT ATATCACCIC GCTCOCATCA TTICTCTCAT G3GADCT3CG 600 

CTTCTIQGIC CATATTAGCC TTAACCQQQC CCAGOCAAAA TATACICCIG TOGCCATTIC 660 
40 GTTAACTTCC CTAGGCAATT GTTCTATIGG GAACATTC 

(2) INFORMATION FOR SEQ ID NO: 915: 

45 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 688 base pairs 

(B) TOPE: nucleic acid 

(C) STRANDECNESS : single 
50 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

55 (vi) ORIGINAL SOURCE: 
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(A) ORGANISM: PAG1570RP 

(x±) SECXJ3SCE DESCRIPTION: SBQ ID NO: 915: 
GATCCACAAC ACACACAGCT TOOQGACTCT TITICTCAAA GACAGTICAC C&GTTCCAACA 
CITOCAAAAC CATCTQCTAA OCTTTCAAOG ATIT30QCAGC AGCAAAOOCA GCCAACCQCT 
CTCTCTCAAT CTCATCCTCA QCAACAACAA QGITCACAAG CICAGCAGCA GCTACTICAA 
CAACAACAAG GTICACAAGC TCAGCAGCAG CTACTICAAC AACAACAACA GCAACCAOCA 
CCAOCAOCAC CACAACCACA GCAACAAACA CAACAADCAC AACAAOCACA ACAQCAQCAG 
CAQCCOCAAC CTCAACOQCA ACIACAACAA CAACAACAQC TTOGTITTACA GCCTCA3CAG 
CCACAACT3G GQCAQGOQCA Q30QCAACAA OCACAAGOQC A3CAGCAGAC GCAQCAGCAG 
AOOCAGCAGC AQCAGCAQCA GCftGCAGCAG CAGCAGCftGC A3CAGACACA GCAGCH3ACA 
CAACAOCAAC CACAACCACA ATTCAAAOCA CAATCACAQC AAOCACAACC QGTICCACAG 
CAAGTCCAGT CICAACAACC ACAGCAAGTCC CAGTCTCAAC AACAAOCACA GCCICAGCAA 
CTTICACAGC CTQOOCAACA ACAATOQCAA CAACAACAGC AGCAGCAQCA GCAGTCICAG 
CAQCAGAAGC 1TQQCCAAGT GCAGCTOC 
(2) INFORMATION FOR SBQ ID NO: 916: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENCJIH: 714 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETMESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1570UP 



1169 



EP0 866 129 A2 



10 



15 



20 



25 



30 



35 



40 



45 



SO 



55 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 916: 

GATCITOQQG OOOGOQGQGC OTdOSQCTA OGTOCIGA03 CICTATOOGA ACGQGCACTT 60 

CTICACAAOC ATCATOCT3A ACIUQCAOCT GGCGACGCCG CTCITOGACT ACACCATTOC 120 

GTCOCTSATC QCTATCCATA TTCAGTACAA QCQQCAIAAC CCT3AAITOG TO3AGCOGGA 180 

GQCCTICAGC QCATAOGATC TOCTCAD3CT GCTOCGOCTG GTCATCAGOG TTOCOGTCAT 240 

GGTOGTKTO CTGAOCATCC OSATICIGGG ACCTCTTCTA CIGATCITIG TCATOAATCT 300 

AAAGTITTCA TAG3ACTICT AOGAGOQCTT CTTAATICIA CQCX3GACTAA ACCftQGIQCA 360 

GOQOOCT3AC GIT3TICTAOC AGCATATCTT ACACTTK3CA TACITOQQQG GGTIttTEACAC 420 

GOTITTAAAT TTOGTOCCIC TATICPCAGT CTOQQQCITr GKTTOCTATC CGITOQCAAT 480 

CAAAAT3TOG (XGACITCCA ACATCATCCA CTITACAGOG GM^?K3G ACTCCATCAC 540 

TCAATCAAAT CATTCATTTA ACATCTCCAT CTATACATAA ASATOGftTAT AGCCAGAATC 600 

AAZAOOCIQC OCA1TAGTAA ACTAOCATOC TOIOGACACA CXXX3AATOCC GCGCAACACC 660 
GCarTOGTITC GAOSAAGGCA ACTIQGAAOG CMCA3CCAT CCCAGCCTAG TOCT 
(2) XMFORMATIOSI FOR SBQ ZD NO: 917 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTO: 658 base pairs 

(B) TYPE: nucleic acid 
<C) STOANDECNESS: single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: EMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1571RP 
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(xi) SEQUENCE DESCRIPnCN: SEQ ID NO: 917: 

OCXAGQOOGT AQ3CAACACC GTIOGATATC TOCAOCTOQC AAAGGTCCTC AOOOGQCAGC 60 

AGAAGCTOGC G03AA033^T ACTOCAOQCA TACAAGTOQC OQOGGOQCTC GftTRXJCAAG 120 

TTQCAACCCT CCTCTOCCAG OQCCACATOC OQCAGCCXXT OGCCCTCAAA <XXXGQCACC 180 

CGCAACQ3GA ACCGOGT3GA QCCAGOGTOC TOGOCCAGOC GCGCGCCCCA <JIAGTAG£GC 240 

0O3QQCTCTC CTQQCTQOQG CQOOCTCAOC GQGATCTOQG GGATCCOQCG CAGCICCTIC 300 

TKXXXTTGA TCTCCTICAG OOQCTCAAQC glOTlUHUUT OCAOCX3QOQG GTCGCGQGCT 360 

AGAATOCAGC CCTIGftTCTIG CQ3CCATTCA AGATACAOOG TOCCTXTAC TOGGATOOOG 420 

AQGAOCACOG OCftQGOCCTG GAACAOCQCC ATCAGCTTCr QCA1CTTCIC CAOCTK?roC 480 

GCATACTCCT GCICCAGTK3 GOGCGGOGAT TTCTCACTOC ACTOGTAGTIC CMCTK3C7KS 540 

CX3CTK3GOCT TCTATOK30C ATOGTTCMC TOCTCITOQC ATCATCTOGG GCTCATCAAA 600 

ACGCTQOOOC TIX30QCAAOG OQCTTQCTIC CATftGCGAGC GCCTCX30CAC TCQCA3CC 658 
(2) INFORMATION FOR SEQ ZD NO: 918: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 657 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY* : linear 

(ii) MOLECULE TYPE: ENA {gencnuc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1571UP 



(xi) SEQUENCE DESCRIPTION: SEQ ZD NO: 918: 
55 GATCAOGTGA TOQGATGAAA ACTCTGACAA ATOCAOOGGG AATATATAAG GCATGGAGCT 60 



BNSDOCID: <EP Q866129A2 I > 



1171 



EP 0 866 129 A2 



10 



is 



20 



25 



30 



40 



45 



GCQGACTCQ3 CCAGACAGTG CGAGCAQCGA AACAACAACA TCATOCAAAA TO3CCBGAAG 120 

ACCflGCTAGA TOCWXJGTr ACCAGAAGAA CAAGCCTIAC CCAAAGK7IA GGTACAACAG 180 

AGCTCTOOCA GACTCCAAGA TCAGAATCTA OGACITO3GT AAGAAGAAGG CCACCGITCA 240 

TCAGITOOCT CTATGTCTOC ACCTAGTOIC CAACGAGITC GSGCAGTICT OCTCCGAGGC 300 

TITOGAAGCC GCCCGTATCT GTGCCAACAA GIACATCACC AAGATCACCG CJIMBGACIC 360 

CTTOCACTTC AGAGTCAGBG TOCAOCCATT OCAaSCTTC AGAATCAACA AGATCITCTC 420 

GTCTOCAGCT G = AGACAGAC TOCAQCA033 TATGAGAGGT GOCTOGSSm ACCCICACGG 480 

TITOGCTGCC CGIT3I03ACA TO3GOCAGAT CATCTCTCC GTCAGAACCA AGGACAACAA 540 

CAAGGACATC GITCITCAas CITIGAGAAG AOCAGATACA AGTTCCCAQS TCAGCAGAAG 600 

ATCflTCAror CCAAGAAGTC G33TITCACC AACTTOGACC OTGCCGAGIA CGICA3A 657 



(2) INFORMATION FOR SBQ ID NO: 919: 



<i) SEQUENCE CHARACTERISTICS: 

(A) LENjIH: 625 base pairs 

(B) TYPE: nucleic acid 
3S (C) STRANDEEKESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (genatdc) 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1572RP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO:9l9 : 

SO GATCTATTAT TAGAGGTAAT ACATTTAAAC TATTATCTAA ATICHCTIC TTCmriTA 60 

TrCITAACIT TATCTTATTA GGTAAATIAG GTCAATCICA TGTK3AAGTA CCATITATTT 120 

£5 TAATAGGTCA AATTTGTACA TITOnTKrr TTGCTTATTT CITAATCITA GTACCTATTA 180 
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tttctataat tgaaaatatt TEArrmrr tactaaaxaa aaaaiaaiaa teaaaeaaat 240 

AATAATAATA TTCATTAAAT ACTTTAATAT TAATATTEAT ATATTATACT TCTTTATCAT 300 

TTAG3AG3GTT ACCTCATATT GCIX3ACIAAC AATAQ33QQG TGAACOCTAC QCAQCTAAAT 360 

GATAAGAGTT TATCATTAAA TTATATACTA TATATIATAA GTAAATIATC AAAOCATATA 420 

TAAGGTATAT ATATTAAGAA AGTTIGACIG AGTOGTTTAA AGTC1AATAT TIGAGCTATT 480 

ATAAATCTTT ATGATTICCT AGGTTOGAAT CCTATAACIT TCGIATTAAA TAATTATTTA 540 

AAATAATEAA AAATWjITAA TAATAAT3&S AACATGATOT T3GTICA3AT TAMOQCTAA 600 

CIAAGGGACA TTACACATGC CAATC 625 
(2) INFURMATiaSI FOR SEQ ID M0:920: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 677 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1572UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 920 : 

GATCOGTCTA TTTTTTATTT ACATTATCTA ATTAAAAATA ATGATTEAAA TAAATATTTT 60 

TTATAAAAAA TAATTAGTQC ATTCTTACAT GTTCAITAAA GAATGMTAT TATCAAAACC 120 

ATCAACTAAT TGTTATATAT TTATTAAATA TTAATTTCRC TTAATTAAGA ATTAQGAACT 180 

TTATCTATTA GTTCTQGQCIG TITOCCTITr GATTATTAAC CTTATOQCTA ATAATCIGAA 240 

ATATTTAATT TTAGATTAAT AATATATTCT GAGATTTAAT Al'lTiTAATA AAATAAATAA 300 
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™ TO0CTA ^^TTA AIAACIAIAC CATAIMATC A0AAIO.EAC 360 

TAACATATCT TICCTAGAAA AOCAGCIArr TGCAAATCAG ATITCftCTTT CICIACriAC 420 
CATTATTCAT CAGATAATAT T3CTACATTA AOCTC7TICAA TCGITITIAT ATTTEATEAT 480 
ATTTTAAATA TAATAAATAT AIATTTTAAT CATITCATAA TAGTAAGATC ATCTOCITIC 540 
GQGTTAATTA ATATTAACTA AATFTAATTT ATTTTAATIA ATTTIAACAT TCTTAAATAT 600 
TTATATTATT TITAATATCA TITTTTATTr TAATATTATC CIAATATTAA TIACITOCIG 
ACCCAT22A.TA CAAAAG3 



(2) INFORMATION FOR SBQ ID NO: 921: 

(i) SEQUENCE CHARACTERISTICS: 
25 (A) LEM30H: 623 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOUOGY: linear 



(ii) M3LBCULE TYPE: ENA (gencrnic) 



(vi) ORIGINAL SOURCE: 
35 (A) ORGANISM: PAG1573RP 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 921: 
GATCOGTATG GAAATTATTT TTTTATTTGA ATTA3CTITC TCCAGAACAT CCAAGAAGAG 
TGTCAGAGIG GTOQGCAGAT ATOGCITAAA CTCICCITCC AAAGATITAG AAATAGATIC 
GATAACAGAA ATCATICTAA TTIGCAGITr AATAAATOQG AAGAACK7IT TAAT3ACTCC 
AAATATTTOG TCAACATATG G0CIGATAT3 TTOCTTCACA ATK3ATADCA TAACACCTAA 
TTCTIGAAAA TAAAACTCAA GTATT3ATOG AGGACAGCEA OQCATCACAT TAATCATTCC 
TOSAA3AATT TOCTCTAGGA AGGAGAOGCA GOQGAGICCC AATOITIGGA AGATCIGCAT 



660 
677 



60 
120 
180 
240 
300 
360 
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CACK30CTGT ATCftCAGCAG IGIGATCAGA AGATAAAGAA GGATOCTTCA AAA TmC AT 420 

TAGAGTATTC ATCACGACQG TIGGATAATA TICTICATIG GMGGfPGACA TACCTK3CAT 480 

IAACAAAGCA ACATCTATQG ATOGGGCATT TPGTTT0GAOG GATATAGGCG TOCTOGATOT 540 

TCTTTCAACT TCTCTATCTT 1ATAAQ3GIC CAGMCTOCC AGAATCCCTA TTAGTCTAAC 600 

■ lUlTlO OCIC CTTATGCTTT G3G 623 

75 (2) INFORMATION FOR SBQ ID NO:922: 

(i) SEQUENCE CHARACTERISTICS: 

(A) liENGflH: 715 base pairs 
20 <B) TYPE: nucleic acid 

(C) STRANDEEMESS : single 

(D) TOPOLOGY: linear 



25 



30 
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40 
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(ii) MDLSCULE TYPE: EMA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1573UP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 922: 

GATC9GATRG GACAGCGAGT AOGAOQQOOC CTCIQOQGCT QQCMOQ0CT OGTIT30CAAT 60 

CTAAAA3TDG AGGICCICCG TCCCGCGCTT CCCA3CCAGG TICTTOGftCA TCAAAGAAGA 120 

TCAOGTIAAAG COOGTGAAOG AOGfPOQOOGA OCTOGTGTTC OCAAAGAAIG CftGAOOOQOC 180 

AGOGOCCATA CXX3CICCCGC TCTQGCOCAT ACOGCTCATA CTOCTACTCT TCmJb'lVlT 240 

GGAAGGCT3C GCAGTOQCAA TTOQOGTTOG GAACAOCCAT GftQGQOGAGT CGITAOCTQC 300 

AAATCCCAAT TTOGTCAATC CTGTACCAIT GTCCATGACA ACAGCAGSAT TATTGMCTA 360 

TGACATGCT3 TATTCCIGGT CTCAAATGCT TC7IQGTEAGAC TICTGIGftGC ITl ' lUJLTll ' 420 

QGATQQCTTG TCACITACTC GCTTAAGAGTr GCTOGCACTG GAAAAGQQGT CTAATGCQQC 480 



RN.«innr.in- <-pp nftfi8i?QA2 i > 



1175 



10 



15 



20 



25 



30 



EP0 866 129 A2 

PA G3TCATCA0C ATCAOCAAOC AOaCHACACC TCACGAAAGG CAACQCOG7IG 
CCTTCTCAAG CCAGGftGAGC OTOGTftGCT ATICOQCGGA GCCAATTOCT GOCCCICTGC 
GTTCCTOSAG OQCTCCTQCT CXMCTGOOC TCTIGACTOG TITATCAACC TTGAAACACG 
GCATATAGOG ACAOQGACTT TCTOCAGGTC TOTAGACTAG CXOCATCCG GCGAA 
(2) INFORMATION FOR SBQ ID NO: 923: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 602 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECMESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1574RP 



540 
600 
660 
715 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO:923: 

55 GATOOOGAAG CTOGTCTOTr TOSAAITO3G GATATTTTIA QGAflGTEAOGT TTCITCCAAC 60 

GAOTITOCTT CCATOCATCT TQCQG&JTTG TIGAQQCAAC ATITICAG1C TCACATTCGC 120 

1GAACAGCTT TOCTATCTAC TAGGAGTTAC TCAAGCITIT AATCICIUIT AATAAATCTT 180 

TKSAGTTAGA TAATTOQCTG OQCTACAGTC TOCATOQ^IT TICATTOQOC AACCCATCIG 240 

^ TAACTCTAAT TCAAAGGGAG AAGATCCIAT ACAQGAAATT AACAAAGGAG TCIGIQGCAC 300 

TAGTITO33G TOGOOGGntX GGACATGAGC CTOCX3CACfiG CQ3GTATCIT GQGGAQ3GCA 360 

TGTTAADCGC GQCTOPOQCA GGAGACATTT TIGOGIHXC GIOGACGGCT CAGATTITCA 420 

CIGCAATAAG GATK3CTACA AAGCAAGCAG CTC33AGCATT GCTGATOGTC AAGAACTATA 480 

55 CIGGOGftDCT TmCACTTT GGOCTOGCAA CTGftGOGIGC TO3GTCTATC GGCATIGATT 540 
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QOOGOGTGGT TATTOTTOGT GATCACGTAC TCITOGICCT PCCM&XZTG CAGGAAITOG 600 
AC 



(2) INFORMATION FOR SEQ ID NO: 924: 

10 (i) SEQUENCE CHARACTERISTICS: 

(A) UEUim: 722 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEKESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE 1YPE: ENA (genomic) 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1574UP 



602 



(Xi) SEQUENCE DESCRIPITCN: SEQ ID NO: 924: 
GATCAAAAGC GTGAAGCTX3G AGOGTAATGA OGAQCAGOCA GITCITIOGA TOGACTOQGA 60 
CCAGCTGTAC GAOGTCTCTT CGAACATAAT GGAAGAA3TT ACAAAGGAAA TOGACGAAAT 120 
35 AGTOGCAGAG CTCAACCACT QGTTCAAG3T ATGTAGCAOG ATCAACACGC AGGGCGGGOG 180 

GGTTACTAAC GCGATOQGTC CAGAAGCAAT TOCTITOQCA GGaGGOGGOG TITACCGICG 240 
40 ACTOGCACAG AGQOGOCADC OG3ITCGGOG CTGOGGAAAG CTOGATCAAG AGCAAAGAGA 300 

OX^OCTGGA ACAGAAGOQG OQGGAGCICA ATGCATCGQC QOQCATCATC AAGAGCACGC 
45 TOGAAAATTT GACGCAG3GA TAGTCCOGGC OGGCATOCCT CATOCAATGC CTTOCTCAAC 

ATTACATOGA TGOGEATTIC TOCTTATCTA CAAACATAAT TIACGCGAAT TIAGCTTTCT 
50 TCCAAGGOCT GTOCTOGGTPG TCT30GOCAT OGGOGGCTTC AGTITCACIC TCCGAGACAC 



360 
420 
480 
540 



CTCAAACTOC TCOGCGAOGT CATOGTCTTC OGACTOOGOC TOGAAATCCT 600 



55 OGTCCACAGA CTCATOGICC TCTGCAGCAG AACCATGTTA AOGIOCTCAT CICGCTOICA 



660 



1177 
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GAA0CAAGG3 CIGITIGTPG GCGCK3CTGA ATCICTTICr CITOGTITIT GAOGCGGACG 
5 TT 

(2) INFORMATICS FOR SEQ ID NO: 925: 

10 (i) SEQUENCE CHARACTEJIISTICS: 

(A) LEKGTH: 589 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: UNA (genccnic) 



15 



20 



25 



30 



(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1575RP 



720 
722 



60 
120 
180 
240 
300 



(Xi) SEQUENCE DESCRIPTICN: SEQ ID NO;925: 
GATOCACTAA ACITCAGCIC ATOGTGftGCA AOOGACGTICA OXCACCACG O3CAQQ0GAT 
ACT0OGGIQG AAOTCACCTG ACTATATOCA GIACTCTTCG AACCATCGK5 AGCAACCGAC 
35 TCCACXTTCAC CAOG03CAG3 TGAAAGTCC3G GIQGATATCA OCTGAGTACG TOCMG0GAA 

CTOOriGCGG AAATCACATC ACTATCfiGCA GGTCAAACIC CAGIQ3AAAT CSCCIGKXA 
4Q CXTrarAQTAG OXTOGACIC ATTCTOQGOG ACOGATGTCA CCICACCCOG CGCAGGCX3AA 

C^OCTOCIG AAATO3CAIC AOC^OGO^ GGOGAGACIC CAGTOGAAAT CACCIGAGTA 360 
OGIGC^GGOG AACIGOCIGC QGAAATOQCA TX^CGOG CAQQGGAGAC T0CGGIGGAT 420 
ATCAQCTGAG TOO^GCAGT AGOOT0GAC TCATIGIGGG CGACOGATCT CACCICACCC 
0CXX3CAGGO3 AGCITCCAGT GGAAATCACA TCACCA0GO3 CAGGCGAACT QCCTGTOGAA 
ATCAOC7IGAG TACITOCAGT AQ30CACGAC CCANCGTOGG CAACIGACT 
55 (2) INPOHMATICN FDR SEQ ID NO: 926: 



480 
540 
589 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENC?IH: 684 base pairs 
5 <B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

10 (ii) MOLECULE TYPE: IMA (genomic) 

(vi) ORIGINAL SOURCE: 

<A) ORGANISM: PAG1575UP 

15 



20 



25 



30 



35 



40 



45 



SO 



(y±) SEQUENCE DESCRIPTION: SEQ ID NO: 926: 

GATCAAATAT CAACEAAGGC ACTAGTTTCT GGTICTfiGCTG CTCMGCATC AOOGGATOCT 60 

CAGAAGOGTCG TAATTAACCT ACAATCT033 ACTTCAOCAC OCAAATCTGA AACACATTCG 120 

CATATAO3G0 ACAACQCITC TAGQGTOIAT CAGTOQGAAA CAACAKATAA TA1AACTAAA 180 

GATAC033GA TCTTTTCTGC AGIGAAGICA QQ C 'l'l' lUJUL ' ATATACAACA GAAAACCATA 240 

TCAGCftGGCT CTXSAACITCA TGACACTGAC TITCAGAGAA CACAAACTAC CAQCACAOOC 300 

CCACTTOCAA CTTCAAGCGA ATATOACICT GOCOCTCTGA Ca3TTCATOG A3GACITGAT 360 

ATTICTOCAA GACCACCTTC CTCTAGCTOC ACAGACTTOG AOGAGTATOC AACK3SEACA 420 

ATAACAGAGT CACACAGACG GCCTTATAAC GTTAGCCAAC TTCOOGAAAA TAAT33GAAC 480 

TCAGCTQOCA CPOGTCTGAT TAAGAGAAAC AGtfTCTOITC TCAQCTOOCC T9GAAG0GTC 540 

AOCAOCAOOC CAAT3GTTAA TCRAGCTACA GTACTCAGOG OCTCGCOGUL i AG03GTTAAA 600 

TTAACQGftGA AACAGCATAG TCOQQCATCA ICTTCAGATA TTTOCACAGC CAATAAAACA 660 

CATTOGAA3T CTATT3ATCT AAAC 584 
(2) INFORMATION FOR SEQ ID NO: 927: 



(i) SEQUENCE CHARACTERISTICS: 
5 £ (A) LENOTi: 732 base pairs 
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(B) TYPE: nucleic acid 

(C) SIKANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: IMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1576RP 



60 
120 
180 
240 
300 
360 



<xi) SEQUENCE DESCRIPTION SEQ ID NO: 927: 
C^TCTICTIG AGAACACICA ACAIt^OGTT AATK3CAGAG OOTCGGIGA CX^OGAT 
TTICITGIAC GCATIOGICA CATAGCTGAA OCCTOCTftCA GGACCTTIGA ATTOCACAGT 
TIO30CIQGC ICTAGOOCAG CAAAOCATIT G3ATAOC7TA O^ACAT AAGA3TTC3AC 
AAT3ATATQG AAATQQOOCT OGGC^AATIT GITOGAGATA GGOGTOEAGr AACX3CACTIC 
TICIACAOCA TOCAGCATCA CTTIOGCAGC TAAASGAAAG OCAGEAGCTA TOJT 
TPGCAOG^IT GAAO^AGCT TGAATCIGTA TATOGCflGCA TITITOCTm GAADGATCOG 
TICITCCAAT ICTAA^XX, TOCACTC*Tr TOC^AAir GAAGIOCITX: TICK*^ 420 
TACI^GS O^CACCTA CAAACATTC CAA^GA ATOCCT&SAA GC^CCATOC 480 
GITOCXXX3CT GADCAGGOGA TAACAAGAAC GCCCAA1GTA AAGATOOOQC TOGGGATCAA 540 
GAICXX^TGA ATOQGATCAT CCAATAICIC CAmriClG OGTTOGGTCA » 600 
TIGAAAGCIC GTQGTAGCTA TOGICTACTA AGGATGAGAC OGGTEAATAT AT^TCCIC 660 
CTAGTTCTAT AAGCAC3GAC ICITIGCAAC TOGTCAAGTA IX^AACG GTCATCATOC 720 
ATCTOOOGAA AA 

SO 732 
(2) INFORMATION FOR SEQ ID NO: 928: 

^ (i) SE&JEKCE CHARACTERISTICS: 

(A) LENGTH: 724 base pairs 
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(B) TYPE: nucleic acid 

(C) STCRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: tNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1576UP 



(x±) SB3JENCE DESCRIPTICN: SEQ TD NO: 928: 

GATCAGQOOG GACX3QGTACT TOCAQGAAGG OCTCAOSAAA OQCAMQQQG OOGAQGMQG 60 

CITCTOGAOG TITnCAAOG AGAC9QGCIC GGGCAAGmC GTOCO3QG0G OQGICTACGT 120 

QGACTTOGAG OOGAAOGTCA TOGAOGAG3T QOGCAOQQQC GOGTACOGOG A3TTCTDQCA 180 

OOOQGAQCAG TTGATCAGCG GAAAGGAGGA OQOQGOGAAC AACTA0303C GTOGQCACIA 240 

CACQGTCT33QG O303AGCTCT TQGAOGAIAT CCIAGAC03C ATO3QCAAGA TCT09GACCA 300 

CTQOGAOQQG CTCCAG3QCT TOCTCTICAC GCACIDQCTT GGOOGTOGTA tTMa:JUmj5 360 

CTTGGQGTOG CICTTT3G AGCAGdTIC TATQGACEAC QGCAAGAAAT CGAAATIGGA 420 

GITVGCOJVG TATOQOGOQC CACAGCTGTC CAOCT033IC GIOGAGOCAT ACAACACCGT 480 

GITGAOCAOC CACACCACAT TQGAGCATOC OGACTOTACG TICATOGTOG ACAAOGAGQC 540 

CATCTADGAG ATCTQCAAGA AGAACTTGGA CATCTCGAGA CX7IAGCTITG OGAACTDGAA 600 

CAACTTCATC 02CCAG2TCG TCTCCTOQCT GACOQOGTCA TTOOGITKXS AOGQCTCCTT 660 

GAAOGTOGAC TTGAACGAGT OCAGAOCAAC TTOGTOCCAT A1CCAAGAAT OCACTTOCCA 720 

TTOG 724 
(2) INPORMATICN FOR SEQ ID NO: 929: 



(i) SEQUENCE CHARACTERISTICS: 
55 (A) LENGTO: 686 base pairs 
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(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: EAG1577RP 



(xi) SBQUEUCE DESCRIPTION: SEQ H) NO:929 : 
GATCOGTriA GAGAAAAACG GIAGOOOGGT GAAATACGCA TITCACT3CG CAGftGOGQCG 
GS^GOOGTOC GAAAGGTAGA TTITCTOCftG TOGGAAGTPG ACTCJ3TITOC TTATTTOGAC 
AATCGACGTC TICAQCICOC OGTCTICCAA 0333oPGfiGC TICTTCAA3A A&3CTCEAAA 
AACTOQCPGA AGAGCAGICA C^OCAGAIA GAAGAACAGC ATCAGGATAG AGATOTAGCT 
GAOGAAGOCA GPGGAGAACT TTICAATTAC CTICAACAGC QCATAQQCTC CAGGAGIOGT 
AATCATOGAG GAGAICATAA ACACITITAG CTOGHnCXXTTT AGCCA^GCT TCACCGIT3GA 
CTTCTI^AAC CCGAATTTIT OCTOGAGCAC AAAGTTCTTAG TAATAGCICC CAAACAACCC 
CK30CAOCAG Q^AGAOGAT CAAAAAGTTAC A303ACTOOG AGATOGIOGA 

TACK3QCAOC AGCAT3QOQG QCATQOGCTC AOCIACDQOC ACTQCTAQGTT TQCACATQOG 
TO3CAGCX^G TaTTACTTAA TCATMG ATTTA^ AGGAACACCA GATCICIAAC 
CATAOGGTIAG OGTTACITO3 OOOQCTOGTA O^X^CGIC TTTTOCATPG TTICITIATC 
AATAACGCCC TCCAGITOGC TOGGTTA 
50 (2) INFORMATION FOR SEQ ID NO: 930: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LHSK3TO: 699 base pairs 
55 <B) TYPE: nucl ic acid 

(C) STRANDELKESS: single 
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<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genccnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1577UP 

(xi) SEQUENCE DESCRIPTION: SEQ 3D NO: 930: 

GATCTTOGAC ACTATGTAGG OOQOGTAGAT GAGCAACATT AOCACGCAGT OCMGAOOGA 

CACAGCGTIC ATCAQ3CATA OGiaGQOG&T AAIQCAGAOG GOCAGCATOG CAAACAGTTAG 120 

GICCACGATC ATCGAAT33C GCTOCX300QC GOTAAGATTT AOOCAOGCAG ACXTCATCAC 

CAIAAAIATC GOGCCCTOTA GCACACftGAT GAEAAOQOGG CMQQQQOCA GCAOCTCAOC 

CACAGACAAG GCGGCOGCAT TGTETG300QC GTIUCAGGAC ATCAGACK3G AGAACAAGIC 

GQQOGAOGAA TIQ2ACCATC OCACTftGGAT QQCTQOCAGA ATGOCCITCT GCXJULXJSJJ1T 360 

ODGITOQCIC GICAAGGICA OCACTTOOOG ACATAAATAA TCAGAM3GG AAADOOOCAG 420 

CMCACAAAA CACACXXTCA GATCIAGAAC CCTCAGGAOC AOGAAOOCAG GGAIAGCTTG 480 

TICGICIOGT ATAGATACAC TQGMGICTG ATOOGTOOCC ATGEACTIGG TOCATOCTOC 540 

MCCTIQCAC TCIGCCTTIC CAGGTCACTTC GIAATAGTAG TOGEftGOCAC OQCAACACIG 600 

GICAAAAAGC ACACCTOAAA CCTCAATATC TAAGOOGIGC GAATOGEAGA TOOGTITATIT 660 

AAAATGCAGT GCTTGAGATG AACAGATAGA CTGGTQOCC 699 

(2) INFORMATION FOR SEQ ID NO: 931: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 672 base pairs 
-(B) TYPE: nucleic acid 

(C) sraANDECNESS: single 

(D) TOPOLOGY: linear 



60 



180 
240 
300 
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(ii) MOLECULE TYPE: ENA (genortic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: RAG1578RP 



(xi) SEQUENCE DESCRIPTION: SBQ 3D NO: 931: 
GATCATCCTG CTOOSAGITC AAGTCAICTT GOGATTOCTT CATOGATAGG AGITOGmG 
CACCAAACAT AGGATICATT CTCAACTOCA OCTOCGTTAA COGITCTCTC CTAIACTTTA 
AGEACTOGAT GAACTGICTT GTAGftCTGAG 0CAQ3TEATT AAAATTAAAC CICTGQGAAC 
TATCCD33TC TAGTOGGATC AGATTATO3G TAATCTTATT CACGACACCC CAGTCCIOTr 
TO3ATAGACG CIGGCTAOOC GCAGQCTCAT T0O3CAACIC CTTATOSATA TCTAITCCAA 
GGATCTCGTC CAG3AGAATC CTACCATTTT TAICGITCCT AATCAACTIG CCTCTACA1C 
GAGCAAAGCA TAGGICTITA AICTGGMAT COTTAGATC GAACCCAGAC TCATCQCOGA 

citictcict atctagccca aaaccatoca tiagcagctt caagacaatc o^acaagct 

GCGATPGITC CCATOTCCIG CAAGGAAGCT TTACGACATA TOGGATICGG TCATCGCGGC 
CATCITCAAA GITTTGCAGC A2TAQCA03C AGCTAGIGGA TOQGGIGAAC ACGATCCTAG 
TAAGGAD03C GAOGAACICA AOCTICTOIG " CT^OOT A^*rW=4G AAAAPC^S 
GAACTTCOGC GG 

(2) INFORMATION FOR SBQ ID NO: 932 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 737 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencxnic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: EAG1578UP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 932: 

GATCTITTIC TOGirCTTIT CdTTAAACA GAATAATAAT TGAACAQGTA OGGTEATTATC 60 

GCCGCATGCT AAGTCCACCT TIGAOQGAGA CACTTTAGIG ATATTTATIT TOGTAGTOIG 120 

CTOCTATAOG TOQGCCACGA CIMULTJQQC ATTAATCTCG TCCTTOQCGA AGCOGICCIG 180 

GTAQCATCCT AAOGCACICA TTAATOOCAA TGAT0G03GG TIGATOQCOT CAOQOCCA3C 240 

OSAAACAACA CAGACACATA TCOGITIOCA GQCATOG3QG COCCAAATAT CAGAAOQCTT 300 

OOGTOGACTG AAATATTTCA TGTITCICCAT GAOQOCTCTT AATCIO0CT3 CCAATAATAT 360 

GTOGTnTOG TTCTACATOG TIATCAOGAT CAIGATTTCT GICCT A OQOG GTDACAGOGEA 420 

rnTAAorcrr cicaoqctaa agtictitag cigaaacica gctogctcac aogigacagc 480 

CIGAIATOOC ATCAATTTCT ATTOCTITOGT GAACTAATCT TCTCTCATOC CAOCTTOOGTA 540 

CTOOGACACT AGCICTTCAC TCACTQGACA ATCAAAGATA AAGTCTCCIC GATATAGCTT 600 

GAACTTKXJT AATACAATOC GATTTTTAQG CTOTTTOGAC TOCQCTAAAC CACIX^GAAG 660 

COGTITCIGAG CTGAGATOQC TOCAGTCGCC AGAACCTTOG GAAOOGGACT ATOCCGATTA 720 
QQ0GCTAD3C GAGAGAT 
(2) INFORMATION FOR SBQ LD NO: 933 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LBS3GIH: 663 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXMESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: ENA (genomic) 
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<vi) ORIGINAL SOURCE: 

(A) ORGANISM: RAG1579RP 



(xi) SEQUENCE DESCRIPTION: SEQ TD NO:933; 
GATOGAAATA CXACTCATOG AOOTOQCTQC CI03CTITOC AGCK3CICOG AGAGCOGCIC 
TOOGAGATAC OQOGCAGAGC ATOOCTTITC CAACACCAIC TICIOCTftCC CTTCOGGAAG 

TCAocxri^cr atactiatga taatcaoctt citcicctic agagtcccct cronrccrr 

CTCCAGGIAA AGCTGOGATT CTCOGOCAGG CITXTIAGI^ CCACGGACOG CAGACGCAAT 
COGOGICCTC CAOQGCATQG GATOGAACTA CIOCACOQGA GMK3QCOOG OSGAAGCAC 
CXMTTCTIC AOQCOGACCA OSIACTTOGA CTXTQCIOC AGCGGACACA CXTCGAGOQG 
ATACTCCTIC AGOGQCAACT OOCAGTTICTG TCACCOGGTC TTOQCAACQC TCAGCTOGCC 
CTOGAOCAGC CXTCAGAOCC OOGCTATCTC TXXX^TCTOC Q3C&33IPCT CCCTX7TOCCA 
C3CAOCAGGAG TCATTKXXr G0GCTAOO3C CT3CAG030C TOOIQCTOCA GCCTI^roCAC 540 
CTGCTiaQCA GTCAQCTGAT QGTACTOOCT GCTCIQGTOS ATCMCAGCC OGICCTOQQG 
OGTCTOOCAG AACX3QCATCC ATOCCAOCAC GCTTTCl^GA AACGAGGIGG TO3QGCGCCT 



GCA 



(2) INPDRMATICN FOR SSQ ID NO: 934 : 

(i) SEQUENCE CHARACTERISTICS : 
45 (A) LEN30H: 720 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDETNESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (genonic) 
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600 
660 
663 



(vi) ORIGINAL SOURCE: 
55 (A) ORGANISM: PAG1579UP 
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(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 934 : 
GATO3CACGG ACOGOGAGAC GAGTKXTCT ATTOQOGATC GTAGQCCGCC 60 

crcrrrocAOG tcacctoqqg acagcagact toqcctcaaa atcacxxtia gccicagcig 120 

TCATGACATC AGOCAAAAOG QCCGTCGSIA AACAOCTTOC GAGQOGTTOG TM3ACTP3AG 180 

GATCACTTTA COGTOCTTAC CC1TCCCC?T3 OQOCTITIOG AAQGACTOQC OGftGOGICTC 240 

AATATCTIGT GAGAGCICTT OCAGOGAGAT ACCCICTICT QGAACGTAGG AAACCTCIGC 300 

GOCTACOGCC AAGQCAGCAX GOCTPGOCAG ATAGCCTGAG TTAOCAOCCT GGACATOGAC 360 

GACAAAGAOC CX30GC1CTTG TOGAGQCIQC OGACT3CTTC ACAACATCAC AGTACTCCAT 420 

TAGOQCATIC AGAGCTGTCT CIGAACG3AG OGAATACICA CTOQCGGQGA CGTTATIOGA 480 

AACTGITOCT QGAATGAGTA CCATTOGIAT TCTGAAAGCT QGCTACTICT CAGQ3GCCCG 540 

CTOCAATIGA TOCAAGGAGA OGAAGGCTCG AACCCACCAA CAATAAOCAA QQQGTCAAAC 600 

TICEACTTTT GGAA3TACTA G3CAATCATC OCAATGICTC CATCTICK3G GACAGTICTG 660 

TTGGTCTOQCA ACTCQGAACA OCOOGAGATT GCCAGQCAAG CATATCTTIC C2CITCAACG 720 

(2) INFORMATION FOR SBQ ID NO: 935 : 

40 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 718 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 
45 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (genomic) 

50 <vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1580RP 

55 



to 



75 



20 
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(Xi) SEQUENCE DESCRIPTION: SEQ 3D NO: 935: 
GATCX2GTCIC GACAAGITOG TCAOGTIATAT AT3GCGCCTG OTOGftGCGOG TCTOCGTCIA 
OCOQOC3GAAC CAGCAGOQCT GOCATCTQGA AGACATCATC CTCTK30GTC TCTACIGCGG 
OGAGQOQOQG GQ3CAOOOGC TCTIGCTCAT GGCGATOoTT CAGGQGGTOG CQQCACGCTA 
OG333TOCAG AOGCTOCICT GOGAGCAGST ATIGATCATC ATTGACCGCA AGITOCQCGG 
CGGACACTCA TACIT3ATGA TOOCX3CK30G AGQGAACGCA AAGOQQOQCA TCTICACGOG 
G09G0QCTIG CPCXSACACIA TGOG3CACAC AATAOCCAAC ATIGCCGACC CX3CQGftGCCT 
GGOGCTCX3QC GQGTITTXTTIA CTQG3CTCAC GAAGQQOQQG GGIGCTGAGA AAATCTICAA 
AGACIGGIU: ATCTACK30G ACAAATOCAT ATO0O3GACG ATCCCIGATC ACTCGCCCAA 
TGQCATICIG OQCTAOCTOC 03CACTCCIG CACGCQ3ATC GAOGAATCCA TCTITC^IA 
TITCATOGTC TATTOGAAAA AAACCACIOC AOGAACAACA TTITCCACAC 

CGTICTICTC AAQCAATTCG AAAOGATCTT GGTCAAGAGT ATCCOQGCGA CQCATCCACT 
TTCTOGAITC OOGQGAGCAG CICATO3ACT OCATTATCGA GATOIC1TIC GOGAGTCC 
(2) XMFDRMATICM FOR SEQ ID NO: 93 6: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 705 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
718 



<ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 
SO (A) ORGANISM: PAG1580UP 



55 
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(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 936: 

5 GMOTTTTC AOCAACAGCT GICIQ3QOCA GCTGOQQCCT GQGATCAACT ACAAOGAGQC 60 

ACTGAAAG03 CTGAOGAACC TOGOGCTOGA CAQCTTEACA CTQOOQGQQG ACQGTO3QCT 120 

TTCOGCTGAA CAAOGOCTAC TCTCT3DOGG TAGAAGAOGG TOCTCAGATC GAGCTOCIGA 180 

AGQGCTACCT GCAGCAGTFG 0Q3CAQGAQC TOQOCAOGOG QCTGCTOGAC OGTCICTATC 240 

75 QQQOQGAAAA GGCACAGOOC TOGAACTTICr G3CT33CCTT C^CAAQQOOC AAGITIATCA 300 

ACAAGQOQCT CTAAGGOGAA ATAGGTACCT AGCTOQ03GC GCX^GGAAGT ATTTACAAAG 360 

20 TTGQCTGrEAT OGCTACGAQG TmUGTOQC fc ' iUlUULTlG TIX3G&30QCA CGAOGAGTTC: 420 

AAOQQOGGAA QCTOQGAGCT GTTTCOQC3GTC TTTCAOGATC QOGTPCAOGT CAATOCTCAG 480 

25 GTOGGIGTIT TTQGOGOGGA AGOCITOGAT OOGOGOCTOC AQGTCKTICA GCQCCTOGAG 540 

GACAOGCTCA TAGTCTOCAT CTICITPCAC GUULULTi ' lU TATCTTK33A AGGACIGAAC 600 

30 GATOICITOG ATAOOQQQCT CGACTCTOCl' GATCATCTOG ATGOQCTGGC QCAACAACTG 660 

ATOGOQGrrOG CTGTTOGQGT CGOGTOOCIA ATCATCTOCT GGftTT 705 
35 (2) INFORMATION FOR SBQ ID NO: 937: 

(i) SE&JENCE CHARACTERISTICS: 

(A) LEN3TO: 665 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECMESS : single 

(D) TOPOLOGY: linear 



40 



45 



SO 



(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1581RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 937: 
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GATCTTAATT TAAAATITTA ATTAACTATT TATAATITAG AAATATATAA TCm^AGATA 
TATAATCITA AAATCATAQG TAAAAATACT TAAGATACTA AGAATAAAAT TAGEAAAAIA 
AATAGAAAAC CATAAGTTAA TIGATICATA AAGAAAAATO GAATTATTCG TOQCA3CTTA 
ATITTTATTA TTTAATTSAT TATTATCTAT TTAACATAAA ACATTTIAAA ATCTTATAAA 
ATAAATAAGA AA1TACTTAT AGAATATITA TTAAATAGTA TTTAATTEAA TTTTAA3ATT 
AAATATAOCA TITTTATTAA TAAATAGATT ATEAAGTTTA TEAATATTAA GTCATATATA 
ATTTAAirTA TATAAATTAT TTAAJTTACT TCA3TCATAT ATAIAATTAT TAAATCTACC 
TITCATAATA THATim TIAGICIAOT AAIATTTCEA TITAAXAGIC lACCCITTAA 
TTOGATATTA CIAOCTACIA AATATTTACC TAATAATATA TEATTAAGAA TACTIAAATC 
TAATAATTEA TTATCTAAAG TATATAAATT AATTAAATCT TTTTTATTAT TATICTAAAT 
TATTATTAAT TAGTAAA1TA TATTTATTEA TTTTATTAAC ATAATTTITC A3AATAAEAT 



ATCAT 

(2) INFORMATION FOR SEQ XD NO: 938: 

(i) SEQUENCE CHARACTERISTICS: 

(A) UENC7IH; 732 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDECNESS: single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA (gencndc) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1581UP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 93 8: 
GATCAAITAA TAAATOGTTT AACTAATAAA GTTAATAATA AATCTATTAA TEATATAAAA 



60 
120 
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CTACCTCATT TTATT3AATC AAATAATAIT TICTEAATCA AIACIACIAA ATCATCATCT 120 

ATTCAGTITA TA3TAAATIC ACCAOCICTT ATTCATICAT TTAATACTCC TCTAATICAA 180 

TCTTAAAATA TPCTTAATTA TTAAATEATA TAATAAAAGT TACTQGAIAT A Ul'lTA ATIG 240 

CTAAAACATA TCTTTTAQOG ACAIATAUCT TCAGTTCAAA ACTCAATATC TACATASTAT 300 

ATCATTAATA TAATAACICT TTAATTAGAG TOGTEADCACA AGAATOCTGA AAGCATTAC3G 360 

QCToKJIACC TIAGCTCTCT AATTAAAGIT ATAAAATTAT CTTAACTAAT AAAAATAATT 420 

AATTAAATAA ATAAATAATT AATEAAATTT AAAATCTITA AAAAAAGAAA TAAATAATAT 480 

GmTATTTA AATAGATCAA AATITCAACA ATTTCCATIT CATITAGTAC TACCATCAOC 540 

ATGAOCAAIT GTTACATCAT TnAGTTEAJT A3GTTEACIA TLAACTTEAG CTTTEACTAT 600 

ACATQCTTAUT ATIX3GTAA1A TTIMCCTIT ATIATEATCT TTATTAGEAG TTTTATTACT 660 

AATAACTTTA TGATTTAGAG ATATICTAQC TCAACTTACT TATITRGCTG ATX2ATACTTT 720 

50 AACTGTAAGA AA 732 

(2) INFORMATION FOR SBQ ID NO: 939: 
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(i) SB&JENCE CHARACTERISTICS: 

(A) LENGTH: 694 tase pairs 

(B) TYPE: nucleic acid 

(C) SraANDETWESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genaidc) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1582RP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO : 939: 
GATCICAACA CQGTOGTTT3G AGAAGTOIQC AACACAOGAG TAOCTAGIAC CCAAATCAAT 60 



1191 



EP0 866 129 A2 



10 



15 



20 



25 



30 



35 



40 



i2Q 

TICTACCATA A0GTA1CT3G OQGTTGAAAA C7P3ATCAAAC QQCTCTOGAA GAICTTAGAA 

GAGO^AAC AGAGAATCAA OCX^^ 7XMCK3CAT CTTOGACTTC GOCTfiGGCCC 

^O^OCAC OO^CA^ TK^COGATr ^TO^C G0CTP3ATCA AAAGC^ 
TAGAGOCAGC ACAATOCATO AGa3Q0GGCG ACAA 
(2) WPCSPimriON FOR SBQ JD NO:940: 

(i) SE£PEKCE CHARACTERISTICS: 

(A) LENjIH: 707 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 



300 

360 

420 

480 

540 

600 

660 
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(vi) ORIGINAL SOURCE: 
45 (A) ORGANISM: PAG1582UP 



50 (xi) SEQUENCE DESCRIPTION: SBQ ID NO: 940: 

CnVCZO^ IO^at CIATOXCIC O^AAOCCr QQCCTCTCCA CC^CCICAA 120 
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CTICAACACC AOQOOGTICT OCTOGATCTC OGTOGIGAOG CTCTCAATCT TCACCTTOIT 180 

5 CTOGCCX7IXX TK33COOGOG ACIOGTQQCC GraCTCAOOG TCCICAMCT TCMOAJb'lT 240 

GAACTOCTCC GGOCTCTOGT CCITOQCOCT GTATAGCTOC TICTTTGAACA AGCTGTItSAT 300 

to CAAGGTOSAC TICCOCAAOC OCTK330QCC CACGCAGAGC AAATIGAGOT TCAACCCQCG 360 

CXTGGATCGAC TIGOSATQQC ACIGCTIQQG AAGGITTOOG AAOXEAOJr ACOCOGH3AT 420 

75 CriGOQGnQG ATGATOOGCA QGTICTOGCTG GTCI03CAGC AOCTO3QQOG OOQOSftSCIC 480 

GOCAOXAGT GOOGTCGCXA CATTCTOCTT GICGTOOQGA AGSIOCAAOC OCATCTCCIC 540 

20 CICCTTCAOG 1TCATGTCOG AGCTTC7ICTC CTrOGCXTTC QCXX7IOOCGT TOCTCATTAG 600 

1QCXXOOC30G TQCT3GTICT CACOCCICCC GCOCTCETOG CACTCTTGCT GITK3COGAA 660 
25 TOCT0CT30G AGOCTGTAGG TAACATQCTT GITCIGATIT GGTAGTC 
(2) INFX3KMATICN P0R SBQ ID NO: 941 : 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LEN7IH: 717 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencndc) 

<vi) ORIGINAL SOURCE: 

(A) CRGANI3*: PAG1583RP 



707 



(xi) SEf&JEIXZE DESCRIPTION: SEQ ID NO: 941: 

GATCAATTAC OCTOGOOCCA ACCATATTTG GATCAATAIT TGCATTGTIG CCGATAGGOG 60 

TTCOCTCATC GIGIMGTTA TAGACCTTCA CULLTICATT AAAAGQGCAT GIGATOACTT 120 

55 TCTKXJTaVC ggcagagaag gicaaacaaa ttacagatig TICICTAOOG GOCAAAACTT 180 
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(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1583UP 
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TATAAAOOCT GAAGITCTIT AACACGICAT ATATGAAIAC CTIAOGATOG CTOGAAGQCT 240 
CAGIQSATOC ACTOQOCAAA TAOQGACCAT CTOGTDGftGAA TrOGAQGTAC O^TITCAT 300 
OTIMTITC OGAAAGAGTC TICACATCAC TCAAATIGAA CMQCACAEA GAGCCAACGT 
TATCTIGAAG CAACTTATAA GTO3TITICT CICCAGAACG GTITCCITCG TOC7ITCIGAG 
GATOCTOQCT GAAGCTTAAC AGGTOGCIQG ACOQCTOGAA CICTATAGCC TOITTIAACA 
75 . AOGTAATGAG CCIX3CCCCGT QGAAOCAAAT CATPCGQCTT GATATATTOT GAAATCIGAT 540 

CAAG030CAA TIXXOQOGAG GCIGOCAGftG AOCX7IOCCCA W1 T 1W1 T GCCICIX3CGG 600 
ATICG3CAQG ACAOGTCAAA ATAGTOGTCA CTOCAGAAGA GCTCICTOQG GAGICATAGC 
OCACICTOOC T0G33CT0CT CX^OCATAGA TATOG7ICICT ACAGCCACftG CGAGTOC 
25 (2) INFORMATION FOR SBQ ID NO: 942: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEMTHi: 716 base pairs 

(B) TYPE: nucleic acid 

(C) CTRANDECWESS: single 

(D) TOPOLOGY: linear 



660 
717 



4s ^) SEQUENCE DESCRIPTION: SEQ ID NO: 942: 

GATCGACIQ3 AACTACAOGT OCAGOGAOOS CTCAAGGCCT ATCICCIGGA CGGACIQCTC 60 

so GAAGGTICnC AOGAGGTICT TGGOGATGOG GAGCAITOCT GK30GGICTG QGGCGQQOGA 120 

OQOT30QGAG GQCTCAOOGA ATTK3CITCT GCGIGTO3TC ACGIGACACT TOQGCCGCIG 180 

55 Q0000G003G GOOCDOCK3G CCCX9GAATOG CTOCCOOQOC CIQQCAOQCC GITCCK3CAA 240 
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TCACATCA3T CATCATIO0G CTTTTGOGOG GGATCACTOC GCaGOOOTT I TOCT i ULTlT 300 

5 TAGCCTOCCT GACAOOCTOG GCTOOGTCTC GAOQCAGCTC C30GQCXX3QCT GTCCQCTOOG 360 

TO3CTGTAOG TCK333GTIGA GQQCATTITC TOQGACAGOG GOGAOGCATG ACGACGAGCT 420 

70 OGGAQQGIOC QOCXTTPGAOG ACAOCXXXCT AAAQGAGTTT CTTTTATTOG ACOOQQCCCC 480 

TCAAACACTA TATATCAGCA AAGQCAGGAT QGAAGGIAGG CTAAAGCAAG AAAAGACCTC 540 

75 GAOCAAOQGT ATOGAAGTCT AAAATCTTAG CAGCTACCA3 GATOICITIC GAAGATITOC 600 

ACAAGGOQCA AOG003GAAA GTOGAGGAGG CAGIOGAOGA AATAK30AAG GAITICGftQG 660 

20 TGAOGGAGGA CAAACIOQQC GSGTTPSAOQG OGTEACITCAT OGAATOTTIG GAACAG 716 

(2) INPORMATICN FOR SBQ ID NO: 943: 

25 (i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 677 base pairs 

(B) TOEE: nucleic acid 

(C) SIRANDEXNESS : single 
30 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencroic) 

35 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1584RP 

40 

(xi) SBOTUCE DESCRIPTION: SBQ ID NO: 943: 
GATCCAAAAA G0CTIO0Q3G OGOSQQCACA TTEATCACAC CCGCTGTOCT TGAO3G0CIC 60 
GACAATACAT OCTATGACAT GOOTAATCCC TCCTATCITC TIOOGAGGOG GOGCAAAOGT 120 
GOCAGOGTCT OGAAGQCTIC GCGOQOGAQC AAGAGTTCCT O30OOCTTGA AGAGGAGGAG 180 
AAGCCA3TTA AATQCCAAGA ATOC^CCAAG GQCTTOOGOC QCA30GAGCA CTTGAAGCOC 240 
55 CATATAOGCT CIGTGCACIC ATOGGATAGG OOGTITCOGT QCACCTATTG TGATAAGAAG 300 



45 
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TICAGOOOCA G0GACAA3CT GTO3CAGCAT CTCAAGACAC ATOQCAAGCA TOGCGA3AIEA 
AAAGACAGQC CAOCAAOCAC CAAGAAAGQC TCACTITCAC ACA1CIMT3C GAA3ACCCGA 
TCITOCATEA AGAGATACAT ACAGOQCATA CAAGOTGACA CAACGTCCCG TAOOCCAACA 
GAGGAGATCA TAAATACTAC AIACICAATA TATCAATAOC TOCTACTITT GGTTAATCATA 540 

tataactcot ticiticgca cigticiggtt aaogttcica taggtitccc totigcigct 

AGCTO30CAG GATICCCTIA ATOGATSAC3G TOOQQCX3CX3C AACCAGACAA AAGITOOQCA 
QCTTAAGATA GTTO3AC 
(2) XMFXDRMATICN FOR SBQ ID NO:944: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 706 base pairs 

(B) TYPE: nucleic acid 

(C) CTRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1584UP 



360 
420 
480 



600 
660 
677 



40 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 944: 

GATOOCATTT ICTCTTCTIC GGCTAC0333 AOTGCCACTA GAGCATCCAG AATAGATOTT 60 
4S CPCCPOTPCG CTIQOCAAGT GCTCATTACT TOOOGTCACA TOGCTOCCCG 1CTACATCAC 120 

AGTCACACAC CATCTTICTAT TCATATOGAA GGTOGAAG3C CCCICGATOC GCCCAACGCT 
SO CAATCCAATC GAOQGAGITC CMOTSftCTO GCTITO3GIG TOGAAGCTIG GAAAGACTAA 

TATTQQGAAC CIGAATCATC GGSAOGTO3T GATCTICCGC TOOXATCA ACCCCAAGAA 
AGTATACIGC AAGOGCATCC AG3CTAAGCA GTAIGATACG CTOCGCACQC GCTA3CCTTA 360 



180 
240 
300 
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TCCGAAGACT AOCK30GAAG TOOCAAAGIC GCACATATOG CTCEAG3Q3G ACAATCTCAC 420 

s GCAGTCGGTC GACTOGAATC ACTIOQG30C GA1TFCGAOG UUUL T KJIUU TAAGOGAGCT 480 

GACAOQQGTC ATATOGOOQC CATOGftGATC Q3Q0QCAGAC CT3CACGAQG GCATOOGTTCG 540 

10 AOTCX3CACTT GITOCTTCAT GATTOOGGGA Q003QQGTIAG GOGAAOCTAC CGCTACCTGT 600 

ACATAGCTGA AAGACTAGAT ATTATATAAT GTP03AACAAC CTXTOCACT GCQQCAGAAG 660 

75 GATQ3CTTAA GAATOCTICT QCTOCTOCTT GAOGATCTCT GQGAAA 706 

(2) INFORMATICS PGR SEQ ID NO: 945: 

20 (i) SEQUENCE CHARACTERISTICS: 

(A) I£N7IH: 716 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEXNESS: single 
25 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

30 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1585RP 
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(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 945: 

GATOCOCX7IT GTTCTGCAOG TCTGATTCAA TATAIACATA CIQCAAGTCT CTACAToTGC 60 

TCTATTATAT ATOGTOCTCA TCTTTOCGCTT ACATTCTTIC TITATACACT TCATGTQCTT 120 

OOCTQGTGGC ATADCCAGTIG ATOCCOCTCA TACCTOGTEAA CCACAGTTTC TATAATCATT 180 

CAGQCTGAAC TGATCAATOG AGCTOOCTIT GCCGAATTTG AOQCAGAGGT TICTATACAC 240 

ATIGATOIOC QCXCTOGTAA AGCCCTTGCT AAAOGK3CAG AAGCAATTCT TCOCTTTGGA 300 

ACAOGAACTG CAAOJLTiGA ATOCTATCAA CITATCCACA T3CTICAGCA OCGICAGTIC 360 

CTTTGTGAGC AGCQCCTOCC TCAOCTOGIC T9GAAICK3G CTAAGOCACT OGTTIQCCAG 420 
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(ii) MOLECULE TYPE: IMA (genomic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1585UP 
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CTCAGACACA TTTAOQGGTC CCTGAAGCAT CTOGTIGAAC GAQCX^PGTCA CCGftQQCCTC 
C^AACAGT AITCIGATOG TO30GTCACA CITAAICriC TIGG^OGOC AGATCICQCA 540 
GCIGQ3G^ GIOOGCIGAC GCTIGTACIT OGACGCXXJIG ATAAOQGTIG GCPCCICTA3 600 
CAGOGAGTIC GSIGGOGAAC AGTOOGCTOC AOGItTOTG TPQGAAGCCC GAAGCAGATT 
OOGACATCAG O3GCGACAT0 GACAGXXXr GCCXX3GACIC TOGO^C GOGTCT 
75 (2) INFORMATION FDR SEQ ID NO: 946: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 740 base pairs 

(B) TYPE: nucleic acid 

(C) SIBANDECNESS: srngle 

(D) TOPOLOGY: linear 



CTAGAOCCAT 1TCATCAGCC ATAATACACC CATAAGOCOC CCIMTIGAT TCKX^ICA 480 



660 
716 



60 
120 
180 



(Xi) SEQUENCE DE9CRIFTICN: SBQ ID NO: 946: 
GATCACTCTA GGQGGGACAG TOGATXGAGT CCAGTGAOGT GAATCICAGA GOSICACCAT 
TTTTCAAOCT ATGACOCICA TOGQOC^CA IGAGIXXAAC CTIGCAGCCT TTTAAATTTT 
CTACATITOG COGCAGAGTC TCATAGGAAA TAATCAATAC AGO0TIX3ACT ACATTACGQC 
CCTOQQCAAT CGCCCACTOC CTGACQGACT GTOCAADOGA GCCXTTTOGAA AG33AACTTT 240 
TACGTCCA1C GATAGCCAGT QQQGAAAQ3G CATOQQCTO CAACCACTIC ACAA1CICAT 300 
TAGO0CAGIT ATTAACCAGG GACX^G3GC AGACAATCAF CXACITTICA ATTCTAGGAC 
GACXTIGaGA OOCCIGOQCT AGTAGOGTCC ACATTAAD9C TA1ACATIGC AGOCTTTTTAC 



360 
420 
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TAGCTQCA3T G9CATCCAAG ATCTCAQ30S AAGQOGICQG CCTOGG0GIA AGAATOQOCG 
TCX3GCX?ICIC CICAAQCACC TCCACAACTA TIX3QCTCACT ATCTITACTA CCOOGATCCT 
TAOCACT30C ATOGTCTTOC AOCPOGOOGG CIGOCAAGAG AG0CTGK7TA TOCAAAAAAT 
CCITCATOGC CAGAOCAGIC ACACAG0G3T ACMGAATCT TAOCCCITOC ACTTCATCAG 
QQOGTTAAAT C03CGCCAGA 
(2) INFORMATICS FOR SEQ ID NO: 947: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEU3TH: 702 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1586RP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 947: 
GATCAG3CCT AAQGQCAGSA TATGAACTAT QSAGAOCTCT ATITEAAACT CAATOQCATA 
TAAACACCGC ATATTICTIG TQGTTATGAT AACTTCAA3T ATOGAATCAG TO3CAGCGTA 
GAGQGTIOGr GAGA3TTIAC CACGATAICC AGTTGTTOCT GOGCXX3XAG CACCAAATAT 
AACTGAGAAT TTAAGTTICT CX3AAGAGAGT ATOCAAOGQG GQCTPGTCCA CIACGATEAA 
AAGAGCACCA GCTTTCICAT QCCTTCAACT ATGTCAATAT AAATATAITG CAAAAGQCTT 
AAGCICTGTA TIGSGCCCOG GAAA1CTTTC TAGCAATOIA GCTCTCTCAT CTICACATIA 
GQCTOOGAAT GK3CTCACCA ACIGCAAAAA CCCACTICATA TCCTAAATAG TCftTOATAGT 
CAQ090SATA TITAAC0G0G OSTCCAAAAA ATTGATTTOG OOCMGATCG AACTQGQGAC 
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GVTCVG03TG TIAAQCAGAT QCCATAAOCG ACTAGACCAC GAAAOCAACC TTGAAGAAOG 
CAQGOCGOGA AACCGACCAA CACAAOOGGT GGAAACCADG TOCETCACGA CICTITOGQC 
GTGTOCTAGG C333303CCCA CIOGTACTEA TTTTATAAAC CTTOSATCCA GGTOCGICCA 
TATACAGGGC GATOOGOGOC ATCTOCAGCA GOCAGGAACG CA 
(2) INFORMATION FOR SBQ ID NO: 948: 

(i) SEQUENCE CHARACTEKTSTriCS: 

(A) LHSJGOH: 720 base pairs 

(B) TYPE: nucleic acid 

(C) STRANEEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOIiBCULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1586UP 

(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 948: 
GATCAACAAA GTCAAATOCA AAATTGTOCT G3GAGAGAAA AAGATTOOGC CATCATIQQG 
CCTITICTAT AGQCATCAAT TCAACAATCG GTTAAGOGAT TTGAAGCCTT CAGCCdTTA 
TCAGGGTGAT OCTGAGAAAC AAGATGGGAC TOCTACOGAT QGAAGCAGOG GTAGTCKXA 
TOGCTATQOC ACTGATGATC ATATCATK3T CACAGQOGAG AACAOOGTTT ACMCCEAAG 
OCAAQQGATT GCATATCATA TAGA3GAQGA AGGAAACTAT TATTATOCIG GTEATCGATCC 
GTITACIGAT GCATTQGAAC AAGAGQCAGA TT3CTTATAT CATCAAAGK3 AGGEAGAAAG 
OGTAAATGOC AACAACTTG3 AOCATCTITC TTOCGATATC AAGGAAGAAA ACATAGACCT 
OGATOGTAAC ATAGAATICT AOGATICIGA CTTTCACCAC ACTIOOCTOG ACCAGGICCC 
GAAG3CTACA GAAACAATOS AAAAATACAA TAATAACCAA TACTACAAGA TCAACAOQCT 
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10 



20 



AATCACTGAC TCATCAAATT QOCAGQQCAA CACTGfEftGOG CICTCA3CIG ATEAOTSAAC 600 

AACTICOGTC CATCTTSAAA ATCTCTCTAA TGAGAATTOC TTQQQGfPCAT CAQGCTACAA 660 

QGAGATATIC CTGAAAACIA TGAT3ACEAC CTCTACGAAG G3GAOStf*3A TGATTTOGAT 720 

(2) INPORMATICN FOR SEQ ID NO: 949: 



(i) SEQUENCE CHARACTERISTICS: 
is (A) LENGTH: 678 base pairs 

(B) TYPE: nucleic acid 

(C) SIKANDEENESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (geriatric) 



(vi) ORIGINAL SOURCE: 
25 (A) ORGANISM: PAG1587RP 
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50 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 949: 

GATCATCGAG AAGGAGCTOS AQQQ0GTP3QG CAKXX33CTC AACAAGTOQC CTOCX3GACAT 60 

CATTCTCAAG AAGAAGGAGA AG930GGTTT AT03A3CAOG AACACAGK3C OQCTGACACA 120 

TTIQGAOCAC GACQ3GATCC GCQOQCTGAT GACToAGTAC CX3CATCAACA G0Q09GAGAT 180 

TOOGTTOCGG TOOGAOGCGA CAGTIGAOGA OCTGATTGAC GTOCTOGMG CTOCCAGCAG 240 

GOGTIACATC CQQQCTA1CT AOGTOCTGAA CAAGATOGAC TOQCICTCAG TGGAAGAGTT 300 

GGAGCTOCTC TADOGGATTC OGAAT3CTCT GCCTATATCT AGTOGAOQQG AOK3GAACCT 360 

AGATCAGCTC CTOGAGCTCA TGTOQGATOG OCTGAACITC GTGAGAGTIT ACAOCAAGCC 420 

CAAGQQGAOC ATCCOCGACT TCAATGAOCC QGfTTCTKTITG CX3GTCAGAOC GTTQCACAGT 480 

GOOGGATTTC TCTAACCAAA TOCACAAGTC TCTOGTTGAG GAGTTCOOGA ATOCTITOGT 540 

TTAOGGTAGC AGTCTCAAAC ACCAGCCTCA GTAOGTOQGT CTTC3CACACA CICTAGAGGA 600 
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TCftflGROSTT GTGACAATTC TGAAGAAGTA ATCTCITOSC ATTIATOCKr GSTnCAATC 660 
CACAOGTTCT CGCOCTGC 



(2) INFORMATION FOR SBQ ID NO: 950: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 702 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1587UP 



678 



(xi) SE&JENCE DESCRIPTION: SBQ ID NO: 950: 

GATCCTAATA AAAGCTmc TOCAATTOCT CIAOCEAOQC CTHQGAAGGIC GCGTAGQ3CA 60 

CAaTITICAA ATAGATCT3C AGGAGAIfcOG ACXTTGOGTEAT CACCCCCCTT AATTGAHTCT 120 

TTAGIGCAAA OCAGATAGOC ATCAGGTTIC CX^CGTITCA AAGCCAACCG GGCIAGAACT l 80 

AAGGAOGGIG OGCAOOOCAC CXTZAOO.AA CAGCX^IG TGQGCICIX3C T^ICIGAT 240 

40 OQGATOCCTA TACACAAGIT TPGACAACEA AGTCTATCGA GQGGCATOIC AATAACACAG 300 

ACAGOCTCAT CX^OOGAAAT TOGATACACT GCCTCGAAAG CCTTTAAAOC CICCAA1ACC 360 

TOGTIAGAAGG CATTOGAAAT OXTIOGIAT TCATOCTAQG TAMQQGftG QCAAACCAGT 420 

TO3GGGCACA AGncITOGC TTIGGAGAOC CACATOCX^T TITCtATIXX ACATICCCGA 480 

CX^TAAT TACAGGAGQC AACGIOOGAA GATGAACCCC CAT3ACACAC TO0CAAD3GT 540 

ACITOra OTGGAXA GOQOGOCTPG ATQCCIGAAA TAGIOQCAAA AAAQCAATCA 600 

AAATCCACGT GGAAGAOGTC TOCIO^GA QCCOGCAAAT CATITAGCGC ACCITCATIC 660 
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ATOCQGAGAT GCCICTOGAG AAACICTCQC GEftGAOXXSC CT 702 
5 (2) INFORMATION FOR SBQ ID NO: 951: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENJIH: 685 base pairs 
10 (B) TYPE: nucleic acid 

(C) SIKANDEOOESS: single 

(D) TOPOLOGY: linear 

15 (ii) MOLECULE TYPE: INA (genonic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1588RP 

20 



25 



30 



35 



40 



45 



50 



55 



(xi) SBCUHSCE DESCRIPTION: SEQ TD NO: 951: 

GATCCTITAG TTCCTOQGAG TITCMGCTA GAQCTGCCW3 AAAAGTTACC ACAGGGAZAA 60 

ctogctictg gcagtcaagc ctitcataoog acattocttt tpgaticitc gatctcqqct 120 

CITCCTATCA TACCGAAGCA GAAITCQGTA AJUUV I UM TCTICACOCA CTAATfiGOGA 180 

AOGTCftGCTG GCTTEftGACC CTOGTSSGAC AGCTEAGTIT TAOCCTACTC A3GAATCITA 240 

TCGCAATACT AATTGAACTT AGTAOGSGfiG GAACAGTTCA TTCGGATAAT TOGTTITIQC 300 

GGCTCnCOGA CXX3Q3CA1TC OOQOGAAGCT AOCATCOXT GGATEATOOC TGAACGCCTC 360 

TAAGTCAGAA TCCATOCTAG AAOQOGATCA TTCTriTTCT CQCACATEAT AGATOGAIAC 420 

GAAIAAGGTC CTITTAGCAT QQCTGAADCA TAQCAG3C0G QCAACTQGTC TICftGACQGA 480 

AAGGICIQQG CGGGTD3COGG OQGATIQCAA TCTCATACTG OSOGAGACTEA AATCAITICT 540 

ACAOGACTTA GATCTACAAC AGQGriATICT AAGCAGTAGA GTAGOCTIGT TCTTACGATC 600 

TOCTCAGATT AAGOCTTOCT TCTCTCATTT GTmCEATT TGGAACTCTC CAGGAQCAGG 660 

CTITCAAATA GAGICTTATG TTATT 685 



1203 



EP0 866 129 A2 



(2) INFORMATION FOR SEQ ID NO: 952: 



5 


(i) SE&JHSJCE CHARACTERISTICS: 

(A) LENC7IH: 723 base pairs 

(B) TYPE: nucleic acid 
fC) STRANDECNESS: single 




10 


(D) TOPOLOGY: linear 
(ii) MOLETULE TYPE: ENA (genomic) 




15 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1588UP 




20 


(xi) SEQUENCE EESCRIPTICN: SEQ JD NO: 952: 




25 


GATCOOGTAC ADGAAGAAAA TO3GftOGQ3C CAACCAAAQT CAA£t7ITCAA CTACGAACTT 


60 




TTTAACTCCA ACAACTTIAA TATACGCTAT TO3AQCTOSA ATIAOCQCas CTOCIQQCAC 


120 


30 


CAGACITOOC CTOCAATTCT TOCTCCTIAA GCTAirTACA TIOEACICAT TCCMmCA 


180 




AGACCOGTAT Q33CCX7IGIA TOGTTATTIA TIGTCACEAC CIDOCTCAAT TAGGATK3QG 


240 


35 


TAArri^ WCIOTGOC TICCITOSAT GTGCTAGCCG TITCTCAGQC TCOCICICCG 






GAATO3AAOC CITA3TCQCC GTIAOOCGTT GAAAOCAH33 TM3QCCACIA TCC7EACCATC 




40 


GAAAGTITCAT AGGGCAGAAA TITCAATCAA OCATCGCCAG CACAAGGCCA TOCGATICGA 






AAACTIMTA TGAATCATCA AAGAGTC03A AGACATK2AT TTnTATCTA AIAAAIACAT 




45 


CICTIOCAAA AGGTCGAGAT TTTAAQCATC TATTAGCTrr tniiiwvj „^^,„ 


540 




TCTACTAAAG GAACIATCAA ATAAACGATA ACIGATTTAA TGAGCCATTC OCAGTTICAC 


600 


50 


TCTATAAATT GCTTATACTT AGACATOCAT GGCITAATCT TIGAGACAAC ATATCACTAC 


660 




TOGCAQGATC AAOCAGATAC TATCTTAAAG AACAACCGAA AATOCQCAAG CACACCAGQG 


720 


55 


GTC 


723 
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(2) INFORMATION FOR SBQ ID NO:953: 

5 <i) SEQUENCE CHARACTERISTICS: 

(A) LEM7IH: 741 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 
10 (D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: INA (genomic) 

75 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1589RP 



20 
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(xi) SEQUENCE DESCRIPTICW: SBQ ID NO: 953: 

GATCATICAA GCMATTTAT TAATTAGATG ACATTAAACT A3TM3AOCIT UUTI ' IUAJIT 60 

GCTOGACTTA UJJVIXJIXXST ACTCQGTO33 TTATATATTT TTICTftGftCA GK^CCAACA 120 

CACTTGATOr ATTICTnGA GCK?IGfIQOG ATAGGCTOQC ATK3GATOOG QCACTQCTCA 180 

TTOGCATOCT QCCCCTCAGC AATAACCATA GOQQOQOCOG CTAGAAGADC GAAAAAGTAG 240 

GITAGCrrCA TCITCIGATA TTATICTCIG TTIAATTAAA TOGAACTITA GTOCTCTOJr 300 

TCTCTGOCAT AGAGATCAQG AOCTTGGTEA GATATOOGIG CXXTTATATA CACTOCK3CC 360 

AAGGATOGAT GGACTGTAGC OGAGCAOCTT CCAACTCAAA AGATOOGACA TCAATCTATT 420 

ACIGAGftGCC AGTATACTTA COGCTTATCA CACTAAAOOC CA3M0CAJG GITACGAAGA 480 

T3CTGA3CTA TCATOOCACA CAGCTOQQCA CTGTAAAOGG ACTIGAGGIG G30SACAGAA 540 

GGCCACTACA QGATCAGOGT AAATCTCCAA CAGCTAGCAA CACATOOCAT TATTCTATAC 600 

GAACAG0AAC GIGCTIGATA TTACAGAATA OCGA3TAGGT ' ITITAWAUL ' CAGACCAAAT 660 

GCTATTOCTC AAACTCAAAT TTAGTCAGQC TTACATTACC TOOGEAOCTC GAAQGTA3CA 720 

A3GTEAGQCA CICTOGCA3T A 741 
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(2) INFORMATION FOR SBQ ID NO: 954 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3I«: 696 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1589UP 



(Xi) SEQUHCE DESCRIPTION: SBQ ID NO: 954: 
25 GATCTTCTIG GOCATEATIG CAGTAGOGGT AGG0QG3CAT ATOAAA1GAG ATCQCGGACG 60 

TOCTQGQCTT GAGCAOCTSA AAAATG3CAG TAAAAAGAAA CX3ATCO00GC AACA3TTOTT 
30 OGAGTCACIT TIGAGGCAGA AGIftCAGGCT TCMOOCCGC GOIGCTTK3C TCIGGATTCA 

GAOCAOOGCT QGTCAAGGIG GTOGTACACT GQQGTICAGCT ATOdCICAC GCT3CAGTCC 
3S AGGACAGACA TAOX300CAC TATAGCAG3C OGATCACATA CMMGIMG AAAATTAGOC 

OCAGTAGATT ATIGTOGQQG TCATOCAGIG CIGCAOCATT GCGIGATOIG GKTTIGCCGG 
40 GV&TCIQCC ACCATOGIGA TACCCGGAGC OGOCAGATCC AACCGGAGCT ATAAAAACIG 

CTAATQQGAC AAAT003QGG COQOOOOGGC CGOCGCCItr GCCCCOGIAA GAAGGCAACC 
OOOQCXTTIG OGTTCCTOCA TOXy^ICTT TK3Q3CTCTT COGTOGCQGC TGT3CT0CQC 
0GTITO3Q0C TTTAGGGCIG TAOG30GGOG GCTCIGCCCG CCGITCGQCT CTTTGQQGCT 
GTADQGAQGC GGTOOQOCTT TOGGATOCTT CX33C3CIGTAC GGAGGCGGIG CTCCTTTCQG 660 
ATCCTTOQQG CTGTATGCOG GAAGAACACC Cl 'l UJU 
(2) INFORMATION FOR SEQ ID NO: 955 : 



120 

180 

240 

300 

360 

420 

480 

540 

600 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 640 base pairs 
5 <B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

10 (ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1590RP 

15 



(Xi) DESCRIPTION: SEQ ID NO: 955: 

GATCATAATC ATTTCTCTTA ATIUTTITCr TAATEATICA TTAAATAATT AATTAATATT 60 

TTATTAATAA AAAATATTKA KAKKKATOTT OSITTAJGAT AAATICEAAA ACTTIGSARC 120 

ADGAACTSAA GACAACTATG TAAOQOCTCT AATTAA3TAT AAATEATEAT AATTAAAIAT 180 

TCAAAAAATC GTAAGATTTA TOGAQGATTA TOGAATTAAA TAACATOTTC CACTOCTTAA 240 

GTCTGTAAOC GflCTATlUIT TP3ATITTTA TTAITQCTAA 03TAGICATC AGGCX9GAATA 300 

CTTTAATTTT CATTTAATTT ATICTTTAAT TAATAAAAAA TAAAEAGGttA TlCfta TOl ' lT 360 

ACTGCTAAAA CTACTOGQGT ATO3AATC0G ATTT3CTACT TTAGOCITOG TICCTCAATC 420 

TCAATTAATA TATAATITAA AnTTCACTT TATAAGICIT ATPCATATAA T TA T TAilTll ' 480 

ATCTTTACIT GAATAATTCT TAAATIATTT TTATTAATK: TAATTATEAT TTTAAATAAT 540 

4S CATTCEAOGA AOOCTTTAAG CCA3TAOGAT TAAOQCTAAC OOOCITIGIC TEACCX3CAQC 600 

TOCTQGCACA AATTTTOGTT G3GATEA3TT AA3TATATAT 640 

£0 (2) INFORMATION FOR SEQ ID NO: 956: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 713 base pairs 
55 (B) TYPE: nucleic acid 
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(C) STOANDEENESS: single 

(D) TOPOLOGY: linear 

5 

(ii) MOLECULE TYPE: ENA. (gencmic) 

(vi) ORIGINAL SOURCE: 
70 <A) ORGANISM: PAG1590UP 



IS <») SEQUENCE DESCRIPTION: SBQ ZD NO: 956: 

TTOTI^CTT IATOTTATEA a*AAATTAG GTCAATOICA TCTTCAftSIA CCATTEATIT UO 
TAATAQCTCA AATITOTACA TITATTEATT TItXTIMTr CTEAATCTEA GISOT^ 180 
TTTOTATAAT TOAAAATATT 1TO TACTAAATAA AAAATAATAA TTAAATAAAT 240 
AATAATAATA TICATI^AAT OTmT TAATATTEAT AXATTAIEACr TCITEATCAT 300 
TTATGAGGGT AGCTCATAIT OTGACTAGC AATAG3GGGG T3AAD0CTAC GCACCTAAAT 
GATAAGAGTT TATOATTAAA TTATATACTA TATATEATAA GTAAATTATC AAACCATATA 
TAAQGTATAT ATATTAAGAA AGITIGACIG AGIX3GTTEAA AGIGEAA3AT TIGAGCEATT 
ATAAATCTTT ATOATTICAT AGGCTOGAAT CCTATAACTT TOCnfcTEAAA TAATTATTIA 
AAATAATTAA AAATAGTTAA TAATAATOAG AACAltSATOT TOCTTCAGAT TAAGCX3CTAA 
CTAAQGACAT TACACATOOG AATCAAAGGT TAATATEATT AATTAATAGT ATEAATAAGT 660 
QGTCTACTCG T3AGTAAAAA TIAAGAATAA TCAACTTAAA TTTAACTAAA TAT 
(2) INFORMATION FOR SEQ ID NO: 957 : 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 720 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 



360 
420 
480 
540 
600 



713 
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(ii) M3LEOJLE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: EAG1591RP 



10 

(xi) SEQUENCE DESCRIPTION: SEQ XD NO: 957: 

GATCATAAGC ATCTTIAGCT (XACTATCCA TCOCIGAAAT TTOCftGCTCA TAATAAAGTC 60 

GTICTGTGGC CGAGOQCTCT AAGQ03CCTC ATTCAAGTDCT ATOCITACW5 CTOITAC7*?r 120 

TQGACACTCA GGTEATOCTAA GATQCAGGftG TKX3AAICIC CP0QCAAOCA ATEA ii ' lTl ' lT 180 

TTITTIGGAG TTCCAATOCA ATATCAATIC TACK3OT3CG AAAMGTCTC GICAGCAGAT 240 

AAAAGAATAT AGAAIATGTA TATTTATATA CAAGAAGOGT TAACIGACIT TTTATTCrTTA 300 

TAATQQCATT CGAAGAGATA TCGCITATTA ACAGCAATAC OTOOCIGCfiG CTOOCOGOCA 360 

50 AOOGTICTOC AGTIGATOCAA AATATATAOC TOGCAIGA3A AAGAM3CCC 1TCATATCAA 420 

ATOGCCCAGG CATTAATATC AOOGTIOQOG CG3CCTTCAA CCAAGEAGOC ATCTTTAIAT 480 

35 CIGACATAST CCA0G3CATT CIX^CTATOC TCAICAOCQC Q3CAAAACCA ATOCTTCTTC 540 

TCTTQOOQGT TCTAAACCTT CACTGTACCT TCCTOGTTAG OGACAACTAT CTTATTCAAG 600 

40 TCAAACTOGA AACATOICAC OaQGIGTICA TACGAAAATC TATCAGOCAA TtTEACCQGTA 660 

OGTAGATCCC AGATCTAATG CTGITATOCA AGGAACCACT CACAAGGTTT AGftSAAICAA 720 



75 



20 



25 
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(2) INFX^MATICN FOR SBQ ID NO: 958: 



(i) SEQUENCE CHARACTERISTICS: 
50 (A) LENGIH: 697 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

55 
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(ii) MOLECULE TYPE: ENA (generic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1591UP 



(xi) SB^UH^E DESCRIPTION: SBQ ID NO:958: 
GATCCOCAAT GATOOCICIC OQC30CTOCAA CATQGAQCAG CIOGCTAAAC AGTOCAAGAA 60 
CAAGGACAGG CIGGTOGAAC TOCXTTIATAC TGTGAAGQQG ATOGACdCT CXATCMCGG 120 
TATICTOQQC CACATCGACT OQOT0QO3AA QGACCTATTT OGTOGAAACA CGAAGAACEA 180 
CAAGCTCTIC GACXQOGAGA COT3CAAGCA GCIOCTCACC GlfcGAGGAOC TCIGCEACIC 240 
CCTACAGGfiG CWX1U1T1U CC^TOCIOCT GGAGATTAOC GAGOGTOCCA TOGCACATCT 300 
GAACTCTAAC CAGCTGITGA 1TCKX330GG TOTO33CIGC AATOTOOGAC TOCAGCftGAT 360 
GATOGCGAGT ATCTOCCAGA. GCAQ3GOOGA OaQOCAAGIT CATOOGACOG AOGAGCGCTT 420 
CTGEATTCAC AAQQGTCICA TGA3TOCACA GQCTOC3IOTA CITCAATATC GCATOGGOGA 480 
TATAGEAAAA GACTTCICAG AGftOOGITCT CAOGCAGftGG TTOCQGACT3 ATCAGGTITA 540 
OGTATOGIGG CGQGACTAAG TGTCTAOCAA GITIAAlfcGA AGITITAOOG CTCTAATATA 
GCICTTAAOC ATCAGIGGOC TOCGATCAQC TOGTOCAGAA OCTftGTCGC QGGIGQCTCT 
CACCAGQCTA OGGQOCCAGC GOCftGGTAOC CIGTCOG 
(2) INF0RMATICN FOR SEQ ID NO:959 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 669 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: TO (genonic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1592RP 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 959: 

GATCAGGAAC TOQCAGACCT TQGCTCICIG GTOQOOCTOC AftCTOSAIGA TCTOQCOCAT 60 

CTOGTOGIOC TTGACCATCT TOOOGTITOCA GCCAAAGTCC TIO0QCAH3A CCTICCAAGA 120 

TOOGCTIGAG GTOCTACTOC TCQQGGATOC OCTOCAOGGT QGICAAOGIT ITll'lU U UCJT 180 

TTCTCTOCTG GATAOQGATC TOGATGTAGT TOGAGGAQGA GOCTTCGICG TOQQQQCTCT 240 

CfiGCAAAG3G GTOGAACGAC TIGAG3TTTT OGAIAGACAT QGTOGggglG QQGICTGAQG 300 

TACAAGCTAA QCAGAGAAAA TTTTCAGCIG TCCTTTEAAA AGOQOQCAOC TOO GUIUTIU 360 

GAAOQCATIC QCnATriCT GAAOCATATT CITAICTGTIA TftOGTOITAA OOOGCATTIC 420 

TCTOCAA3TC CX30GTCTTIC TTIGGOGTITC GGACAACQCT TOC7TTICAAA CACACTTICC 480 

AGGAACTOCT T3T3TTIDCTT Q3GTAACACT GTllTllTll ' GOTGITEATC 540 

AAGGCAGAGG CT3QGATTAC AATGAGACIC GTCACACATA CTTCACCTAG CAGAACACTC 600 

CAAATOOOCT GGATK3CTTC AGCTCTTTCT TCAATACYTC ACATTCGAGT TOIQQQGAGC 660 
GAGGAAAGA 

(2) MFXDRMATICN PGR SEQ ID NO: 960: 



(i) SEQUENCE CHARACTERISTICS: 
45 (A) LENGTIH: 588 base pairs 

(B) TYPE: nucleic acid 

(C) SraANDECNESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (gencmic) 



669 



(vi) ORIGINAL SOURCE: 
55 (A) ORGANISM: PAG1592UP 
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<») SEQUENCE DESCRIPTION: SBQ ID NO: 960: 
GAIOCACITC TTAACCT09S 030O30CAAT CCTCATOCCT CCATATOEAA CCACAAGTOG 
TTTGrmrocx: AACAATIGCA GCICAATIGC CATCAAGEAC GCCTATCCCC CGQC3AGAGA 
ATOGOCAGTT ATAATIAOCT CATAGICTQG ATCAQCATCA TOIACIQGCT TAAAOQ03GA 
ATAGATATOG TTCTAQOOCA ACTTAAAITC CICATATACG CXXSAGICIA CAAAGCAATC 
TCOOCTACAC TTTCCAGQGC CACTAAGTOS CIGCTATOGA AQQOCAGGAA AAATGAAATC 
CACAATCCAA TC^GAAITC TTAOCX^OOC TCTAAAIATC ATO3AAA3CT GCITOGCCCT 
GI ^™ Tr C ^ TCATOC TOTAACK3GA AAACTOCCCG OGaSICATOT OT33ATCAAA 
AACTITAACr ACITCAGTCC ClUi W lTO ATCTAOCACT TAOOGTCATC AAAAGGGICA 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 961: 
GATO3AAATA GACAACICIG CAAD3CTGTC CAAATOQCCC AXAACITCC AGGAATAAAC 



60 
120 
180 
240 
300 
360 
420 



2s ^u^iuil^ AAAAGQCTCA 480 

GTCAGTATTA AAGEATICAC CXACTAAAOG CK3TIAGTGA GATATGACAC ATA3TICAAT 540 

GTATCAAACA TCICATCAGA GAAAGAATOG ACATCAAGGA AAAAMGC 588 
(2) IM^QRMATICN FOR SEQ ID NO: 961: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEM3IH: 718 base pairs 
<B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1593RP 



60 
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ACAACTAGAC CATAGCATCC AACTADCTftT GCTCCTOGOC TTACIATOIC TTTOGAATOC 120 

5 AAAQSAOCAA ACC7TQC7K3CA AGA0QGAQ3G AGAATICTIC AGAMAATEA CATTAIACAG 180 

QCTCGAAGGT GITSACAGOGA ACCTATCATC GllULULT l T Gl UUbTll U K CCAAAKSaSA 240 

70 AGAOCAGAOC TCITCAAGQG TCACTOCAAT 'ILXjl'lCjl d ' A AGCTOQOCAG TGACAOGAAC 300 

AAOOQCTITr CF333CAAGT CAGOGAGTTT TATOCTACTA CTAAOOOQOT TAITICCCAC 360 

75 TAGGAGCAAT GCATTCAAAT AAGCAGOCCA CAGITOOCAA TCAAA3TCAC TOGCATIOCC 420 

ATCTQGAQGA ACATTATATT GGATTAACAG ACTTTICTAC ATTTOCAATA 0IACTAAO3CA 480 

20 T2TIXXTCAAA AAIAGQ3CAT CTAGIGAAAT OCAC7ITAOGG GAGQ3CATCT ATCCATCTTT 540 

GGrrCAAIATT GITACAGTAT TAAOG3CACT TATAATA1CT TCCITOGTAA AOOQOGTAAT 600 

25 GTEAAAEACA GATCITAAAA TAGGATCATT QGOQCAATCT TOCACAACIT CTATAAATOA 660 

GCTOOCATOT OCAIATATTT CITOCTACAA TTK3QQCTAA AGITOOCAAT ATACTACC 718 
30 (2) INFORMATION FOR SBQ ZD NO: 962: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 652 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDELNESS : single 

(D) TOPOLOGY: linear 



35 



40 



45 



50 



55 



(ii) MOLECULE TYPE: EKA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1593UP 



(xi) SE&JttCE DESCRIPTION: SEQ ID NO: 962 : 
GATGGATCTC TTCTAATTK3 GACACQ3GGA QCK3CAAGCA GGGTEAACGTEA TCAG30GTOC 60 
TOTO333CCT G3CGATOGCT ATAGATAGGG TCATACCACA TCATG GL?1'1'J ' GQCQQQGTOG 120 
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TATAGCA.TTT QSAGGACAGG TTAGCCXJGGA CTCACAGCAT AGACAGGTITC AOGAGGCITC 
CAGCAGAGGA AAAGA1QG3C AAQCGATITG ACTOGCAGCC GACGGGGAGG CIOGrlQCGCG 

Qooggattat oogggogttt tkxxxtitca a303gcaocc osgcagctc cto^acaacc 

QGAACTACAC GAAOCTCTAC O0GQ333ATC A3GTGTACAG CITTCAGGAG ACOGCGGACG 360 
Q3QGAT33TG TOGCCTGTAC CAGSIGCTOC AACXX3CIGCC GGAGGACITT AICIOGACCA 
TCAAGGQGTT CTQGGACAAG CTQQOGGAQG AGCAGCAOQG OGIQGOTGTG TOOCCGAMG 
03TTIGTOCA CIGGTATGAC GACGAAGTOG TGACCTITOC GITCCIQGAC OT3CCCGACG 
AGQ33GAGGT GAAGOT3GAG GTOQOQGAGA CG3ADGTOCC GMCCIGCAC GACCTOCK3C 
ATAGGGAOGA CTTOGGGGAC CTOGAGCTAT TCXBGCAGCT GOGGOGGACG OG 
(2) INFORMATION FOR SBQ ID NO: 963 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) USN3IH: 716 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1594RP 



180 
240 
300 



420 
480 
540 
600 
652 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 963: 
GATCAAGACT GOOGAACIQC TAGTTTOCTG CITCATCAGG TTK3GAATCT TCICCACGAT 
SQ GOGGGOGTIC AOCAGGOQCT TAOGCAACIC AAAGTCGTCA TTAAAGTCGC GAGCAAACCA 

GTAGGAGGAT TCTAGAAGAC TOGTAAGCOG GAT3Q0GITT TIGAAGGGIA TIGCGITTOC 180 
55 GAAGITCTCA TOOGCAAAGA GCIOGCTAAG CGACTCTATC ATAAGCAGCT GCAGGACACA 



60 
120 



240 
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TITTACCAOG ATGGTATICT TAATACTTAC AOGGTOOOCA ATCTOCTOGC TOCITTTOCT 
GCXXAOGAGTT OQOCICATftG GCTTATCCIC TICAGTEACIG QCGITOCCAA CAIOCTOGCC 
CT7CTCCTOG OGITOQQCAC GCTOGACTTC OOGATCAACA TCACT33CAC ATCMTOQCZr 
TTCAGCACTA OOGTTOGTGT TGATICTG3C TACIGATOQC TTICITOCAC GCTICAATOG 
ATCTGACTCA AAAAGTICTG TQQCAGTQGT AAGCICAAAT AAO0G3QCAA ACGAGTTOGT 
AACCTOCTCC CAATOQoITC TOCOGAACTT GITOCTGnTC TOGAIAATCA ATIGCTOCAG 
ACAAGAOCTA CCAATOCTOG CAATOCTGOC ATTITCCTGA C2GATOCAAG AGACTAACAA 
AAOCAGGAAG CCATCCAACA TTIOGTICAG 1GAATCAAAG TAATQCGTAA CMGGC 
(2) INFORMATION FOR SBQ ID NO: 964: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH: 695 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: UNA (gencctdc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1594UP 

(xi) SB^JE^rjE DESCRIPnOSI: SBQ ID NO: 964 : 
GATCIGAATT TAAAOGTCAG ATADOOGTTT TICIGACAGA GATATAITTC 
ACATGAAATC TTCTACTCCA CATCAGAAGA QoTATITTTT GAGTICTTAIC 
QCAATGAOOC GAGAAOCTTA ATIGAATICT AOCTAAA3TA TCACTGCGAC 
CTAATATTCT QGAGACTCTT GTOGATTATT TGAOGCGACT GQOGCTAACA 
TCAOCX3CA1C ACAGOGOGOG TACTATGATG AACAACTGAA CAAAOOOCTT 



QCTATATCTC 
CAADGACTAT 
AGTAGTATOC 
CGTGTOGATA 
GCAACXJCWTA 



I29A2 I > 
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ACCTATCGCA OVTOCCTTTA TTATCCATAT CTAATCTTAG CftSTATClCT GITOCICCAC 
AGCAACTOCA ATT0003CT3 GAATITO03C TTAAAATGAC CTOGTIGAAA 1CTATCITOG 
003TQCTAAG A1CACTAAAT TCTK3QG00G ACAAGQCGAC QCCICCAAAT QGCACAITAA 
AOCACAATAG GGCATCTCIT G3CTOCMTA OGATIGAAAG GAAGCACICT TO3QCTITEA 540 
GCTCTTTCAG TCACACTATC AACACAACAC ClCTftQGAGA CCAGAAIftCT GICCAACAAT 600 
OGGAAGOGAG TCAGGAIArr GATCATOXA CACAGTITCA AAATITCAM TEAMGAAAA 660 
CAGAACIQCA AAAA1CTATT 037TTATTCA ACTTC 
(2) INFORMATION FOR SBQ ID NO: 965: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEM3IH: 709 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETMESS: single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1595RP 



360 
420 
480 



695 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 965: 

GATCTIQCIG CTATOCAGAA ATOQGAAGIT CTTAGACAAC GQGGAAITAA GCCOCinTC 60 

45 CAATATTITC AGOCTCXTTTT CATAGOTOQG AAGAC3CAQC AGAAGCCCCC CCACTftGTOT 120 

CTCTTCATOT TCQCICATGA AACCTCTCTC TATCAAA3CT AGCTOCATCA TCGCAGACTA 180 

SO GITATTATCT TIUITOCAAG ACAGACX3ZAC ATO003CAAC TIOGICAGGA TTACAGTEAAA 240 

ATAATOGTAG AACOGOQGAC TCACAGAAGC GAOGACG3CT CGAAATCAAG TCGGCCOCTA 300 

55 GAAGATOGTG OQQOOCTOCT TCICIATCAC AAGATOGAAC TOCGAAAGIC TCITCACGQG 360 
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GGftCAOOGTIG OOCAIAAC3T GCTTCVOCKT GAftCAGCIQC GCTAOCA.TCT OGCTCTICAT 420 

CCGCGOGAGC TCACTCTCAA GCTCGTCGAT (XX7ICQCAQC AGCTOCACAT TOGQOGTOGA 480 

GCTGAACAGC TOCCGTCAGT TCAOGTOGTG OCTAAACTCA GACB33EACA CACAOTOGQG 540 

CAGGCCTTCC CAATACATCT AGAGCACTTC QQOOQCGOCT TCTIGCACTT GftOTQGCCGC 600 

TTOOQQCAGA ACAOGCAOGA CITOCTCAOC ITOCX30CTOG TTTICACAAT CTK3CCATCG 660 

75 GACTCT30CA TOOOQOCft3C TTCAAGCAAA ATCACTAQQC TATATEATT 709 

(2) INFORMATION FOR SBQ ID NO: 966: 

20 (i) SEQUENCE CHARACTERISTICS: 

(A) LEW3IH: 731 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
25 (D) TOPOLOGY: linear 

(ii) M3LECULE TYPE: tNA {genomic) 

30 <vi> ORIGINAL SOURCE: 

(A) ORGANISM: PAG1595UP 



35 



40 



45 



50 



55 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 966: 

GATCQCQGAC GTC3GAGCACT GGCXXSGftGAT GCGCX3DGGCC ATOCTQGTOG TTICTOOaGA 60 

OOQCAAGQGA CAOGOCATOG AO3B3O0CTA TOCAQCAGAC GGTD3CACAOG TO3GACCICT 120 

TCAAGGAGOG OCTOQOGAOG GIGGTQOOQC QSOGS EA OGG AGAGATO30G GCQQCGATCC 180 

QOQOQOQOGA CTTOQOGAOG TTK3O3CX30C TCAOGATOCA QGACTOGAAC TCCTTTCAOG 240 

CGACCK3CCT GGACTCATIT OCOCOGATCT TCTACATCAA CX3ACACTTOG COCOQGATTC 300 

TCAAGCTGTD3 TCATCIGATC AAOGAGTTCT ACAAOSAGAC CATOCTQQOG TACADGTITTG 360 

AOGCQOGTOC GAAOQQQGTG CTCTATTACT TGQOGGAGAA CGAGQOQOQG CTCIQCOQCT 420 
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50 TOCK3CAOCX3 AGATCK30QC GCITOGAAGG GAAAGQCQ9G OCC^AICCC CAGICTATOT 300 



TCAAGAGGGC GAACAGCAQS OCCTCATO3C ATICAATAAG 0GAAT33QCA CTCGAGOCTT 
65 GGCACATCAT GIGCTC3ATA GCATCATATA CTACACAGAC AAGGTOoTQG TCAAGGGGCT 420 



480 
540 
600 
660 
720 
731 
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TCXTICICTOC CX7ICTTTOQC QOCAAOGAOG QCTOGGAGAC CACGITCTOG ACQGAGCAGC 

PCG^KTT GC*CAGAAGA ATTOXOOX TCA1CITCAC GAAGGTCQGG CXM9GCCCA 
GGACACTAAA TCCTCOC^ TCGAOOOGAG A03GGCCK3C O0CX3CTGACG CTOTUIOCT 
GCTATTTTCT GCTCICTATA CXTTOCX^GA OQOGCIMOT ATATAGAATA TOCA3TOOGA 
1S CXXTTTAOQCT T 

(2) IWFYDRMATICN FOR SBQ ID NO: 967: 

20 (i) SECUaSJCE CHARACTERISTICS: 

(A) UElJim: 672 base pairs 

(B) TYPE: nucleic acid 

(C) STRAMDECKESS: single 
25 (D) TOPOIjOGY: linear 

<ii) MDLBCULE TYPE: ENA (genonic) 

30 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: EAG1596RP 



35 

(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 967: 
^ GATOGACAAT CTGAGOGAAA TATITAGCAC GACATOCIAC ATOGQCTCTA CGGTGATAGT 60 

ATO3GAGK3G ACSAAO033C TCTOCAIACT G3AGQCCAGG OGCCAGGOGC AG^CATICT 120 
O3GG0GG0CG GTGTATGAGG ADGAGGAQCA G3QGTACAAC TITOCGCGAT ATOOQCTCAA 180 
GATTCAGACC GCA1TCACCA QCAAGTCAGA T3AAGG0GAC ACCACATCAG GGACIfcCCTT 



240 



360 
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TOGAAATTIG TOOXGAGCT TACX7ITCCAA GAOCTOCTOG GCGACAAGOG TCMGQGTOG 480 
TCTAAGGAAA CQCATIGGTPC TOGAAQQOQC AAATGATCTC TTK7TATACC QCACAAAftGA 540 
CTTOGEATIC GAEAGIGATC AAGATATACC CAGAAOCTAA CTftCTKJTGT OSA3ATITCT 600 
CACACXDQOCT GGTGCGGAAC OGQG33CATA CATICCTTTT ACACAAGAQG G3TTIGATOCA 660 
TAAAACGCGC IT 

(2) INFORMATION FOR SEQ ID NO: 968 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH: 722 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencnric) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1596UP 



(xi) SE&JENCE DESCRIPTION: SEQ ID NO: 968: 

GATCTTOGTA TCCATCTOGC AAAGCTOCTC CAAAATCTTT TCGTCTOCAT CATCAGAGGC 60 

40 TCCTACAGCT TTTGAGCCGA TAGAATK3GA AATAOCATIG GAGATIOCTA TEAGTAGGAA 120 

GACAATATAA GIAOCATCIG TOGAT30G3C AGAGGCTTTA TCAAGAAGGT CCATCAGCTT 180 

45 GnrdTQGAT ACAGCAGICT CATTTAATAA TAATGCCT3C TTZACCACT3G GCAAAAATIC 240 

AGAAACATK3 AGCAGTICAG AGAGTCAGIT OGACTCAAAG TTTTOGGTCA TIGICICEAA 300 

50 CAAGACAAAA ACAAOGTCCT TCCKX7ICTC ATGAACATCA TAAGOCTIGA AAACCICGAG 360 

CAAAATACTA TICTOCIGGA TCAOGTICAA AAATAOCTC7T AGAATTAATC OCTTOCTCCA 420 

55 CAATAAAGT3 TCAGATTTAG GAGACAGAGT GK3GATTAAT AATGATAAAA TAACTICCAA 480 
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TTCCAATTOC AQCAATCTCA AATACTGAAC CITTATGAGA ATOIAAIACA TCIQQCQCTA 540 
CGWXZCZA TTOCAAAATT TITV^ GAAATGTAOC TCAAIAQCAG CX3C3CAOCX3CC 600 

Tnunax^ acagaaataa c^^tiosg ttoaaaa ataasaattc ai.^at 660 

AAAAOCAGIT CTAQGAQCTC TAATXXATAC TCCTCATTEA TOCAATTOCT ATOCMCAAT 



GT 



75 IMXJRMATTCN FOR SBQ ID NO.-969: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LEM3IH: 688 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: FAG1597RP 



720 
722 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 969: 

CTATCAQCAA AAQCTCAACA QCATRCACX3G CTOQCATOQC CAQCAAAAAC ACMOCAQCG 120 
TCAGAIIAAQC QCTOGCAR03 CACTQ3ATGA QQQGAAIAOC ATCAOQ3CAA TOGTOCMCA 180 
TTIGAroOQC AAGAAGAAAG AOCfiQCCADC QCAQCAACflG Q3BD0OIR.TG GCICTOOQCC 



240 



AAACTCTOQC AACAOC7DQCA 03TKDQQCX33 CAQQOCTOCT Q0CfiO0QO3C CXjICTOCKTC 300 
03TAAATOCT O0OGOO3O0G ATGAOQ3CCA AAAGQCTCTC CCACfiGCCGC ACAGCGCCCC 360 



TQ33CTATCC OCTAAO^ ACACAQCCCC TATGTO333A AACICGSTTA QCCTTAGTAA 420 
TGXTCATCA 0^003 GmTTTCACA ACAGTCAAAC TCICTO3ACT OGAAQCAGAC 480 
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ACOQCCAAGC AGTOG03GAA GOGTAAOCGA AAGAAAGOCA AAGCTCOCIC TATTOQCTAA 540 

GAAAAAATAA TATCATOQGA OCTATCATTT ACACATATIC TAACGTIOCA CCKglUI'llftG 600 

TCTACTCATT TAATTAATTC ATIftGIQCTS CCACTOCTOC AGACATGTIOG CAftGAGQCAA 660 

AAATOCTTOC TAGOGGGATC GAAOOQCT 688 
(2) INFORMATION FOR SBQ ID NO: 970: 



(i) SBCKJHSJCE CHARACTERISTICS: 

(A) LENC7IH: 712 base pairs 

(B) TYPE: nacleic acid 
20 (C) STRANDECNESS: single 

(D) TOPOIjOGY: linear 



(ii) MOLECULE TYPE: INA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: RAG1597UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 970: 

35 GATOGAGGCA QCOCTACOGT CITTTOCTAC GCAT30QCAG AGTACT300G GAXACMOGC 60 

AACATCTTAC GCTCACTACA GIT0CT3GAC ACADCAOCTT ACAGdTTQG GCCTOOGTTA 120 

40 TTGGIGCTOG AAGATATSAT GTTOQGAATT TTICACTOQC O?I\30G90CT GATGAAACTC 180 

GAAGACAAGA CCEACAGTCA TCTAGOCAAC ATAAOQQOCT GTAGTOQQQC TCTOGAAOOG 240 

AGOGTAGAGC GEAQGAGATG CICCADQCGC OOOGGTOOGT ACAGAGAAGA ACAAGAOOQC 300 

CQQCATTCTT TTTATTTACT TGATTAAACT CTIGQOCAGT CTOGITTCCA CIGACAAAGT 360 

GCOCACCAGA TOGATCGGGG G030QGTCAT CCTGCCCOOG OGATAGOQGG OGAOOGGAGC 420 

TIGOGIQQGT TTCAOCTGCA TCTOCACAAG ATCTTGCTAC GGOCTAGAAG CAGOGQGTOG 480 

GAGGOQCAGC G0G03CAAAC AGGAOGTCAG TCTGAOGCQC TACITOGOOC G0GCTOCK3C 540 
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TTATOQCATC GICTTACTOG OSITOCAOGT C3CCACACIG TOQCXjICCTT TTOQCCCACA 660 
GATCAAOCIG CCATCAGOTC Tra30CAGSA CQGTCACAAC A33CAGCAC7T AC 7l2 
(2) INFORMATION FOR SEQ ID NO: 971: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEM3TH: 740 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1598RP 



60 



3Q ^) SEQUENCE nESCRIPTICM: SEQ ID NO: 971: 

GATOCTCATA ATCATAGTAC AATATCATTT (XAATAAATC G^TAGCACT AAATAAATTA 
GTAATAACAG TAGCACCTCA ATCK3ACATT TCHXXATATA CTAAACAATA AO^AAA 120 
° CIOT ^ TA ™ AAT A^^TA ACACCAACIG TICATACAAT AACICIAGGT 180 
GATTTATAAG AAOCATAATA TAAAOCTrTA CCAATATCAA TATACATACA AATAAASAAG 
AATGAAGCAC CA1TAAGATG CATA3ATCTA ATTAATCAAC CTAGTICTAC ATCIdCATA 
ATATGTTCEA CIGATCAGAA AGCTAATICA ATATTAGATG AAIIAATOCAT AGCTAAAAAA 360 
ATACCAGTEAA GAATTTCAAT AACTAAACAT AAACCEAATA AAGAACCTAA AITICATCAA 420 
TAATTAATIG ATSATOGITC AGGTCAAICA ATAACATAAC TAXIAACTAA ATTTAAATAT 480 
AAATITCATT T1CTATATOC CATATATTTT ATTATTAAAA TATTATTAAA TTA3TATTTA 540 
ATAAATA1TA GATOATAATA TAATTCTTTA TAATAAATTA TATIATTTAA TTAATATATT 600 



240 
300 
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AATTEATTAT TTATTATTEA TTAATATTEA TATAATCrrr ATAG3GAATT GAACCTAATA 660 
AAOCATIAAG ATTTAATEAT TEAATEATTT AATTEATTIA ATTATTEAAT TTATAAATEA 720 
TTAATTaG&G AGATAM3GT 
(2) INFORMATION FOR SBQ ZD NO: 972: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 688 base pairs 
rs (B) TYPE: nucleic acid 

(C) STOANEECNESS: single 

(D) TOPOLOGY: linear 

20 (ii) M3LEEULE TYPE: HQA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) CRGANISM: PAG1598UP 

25 



740 



(xi) SEOTHSCE DESCRIPTION: SEQ ID NO: 972: 

GATCTEATOG TCTAATOGTT ADGACATCAT CTCTTCATOT TCAAAATATC GGITCAATIC 60 

CGATEAAGAT TATTAATATA TTTTAATAAT TATTATAATT AACAATAITA ATEAGAGQGG 120 

TAOCAACATA TTOCTAACEA QCAATAGGGG TCTCEAOCTT ATCTCICEAA TTAATAA3TT 180 

ATAAATEAAA TAATTAAATA AATTAAATAA TTAAATAATT AAATCTIAAT GGITEATEAG 240 

GTICAATEOC tataaagatt atataaatat taataaataa taaaiaataa ateaatatat 300 

TAATTAAATA ATATAATTEA TTATAAAGAA TTATATEATA ATCTAATATT TATTAAATAA 360 

TAATTEAATA ATATTITAAT AATAAAATAT ATOGCATATA GAAAATCAAA TTTATATTEA 420 

AATTTAGITA ATAC7ITATCT TATTGATICA CCTCAACCAT CATCAATTAA TTATTCATGA 480 

AATTTAGGTT CTTTATTAQG TTTATGTTTA GTTATTCAAA TTCTEACTOG TA Tl ' l ' lTl ' lA 540 

55 GCTATOCATT ATTCATCTAA TATTGAATEA QCTTICTCAT CAGTAGAACA TATTATGAGA 600 
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ATTTGTATCT ATATTCATAT TOQGTAAA 



(2) INFORMATICS FOR SBQ ID NO: 973: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 625 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECMESS: single 

(D) TOPOLOGY: linear 

{ii> MOLECULE TYPE: tNA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1600RP 



688 



(y±) SEQUENCE DESCRIPTION: SBQ ZD NO:973; 

GBTCEAAAAG AATQCA3X3TA TCIRCACATA TTAOQGAGQ3 GAA03GEBGC 60 

TAC2G30CTA TftAATCTOaS TTCCTTIXXA AAAGTTCATC CAACTCftlCT QOGRCGTIQC 120 

^rcrrc ^ 

GTTCXTrAGC CTTCTITAAT GREACTQQ3A TATAATCTIC 1ATTAACTIC TCIOOGIftIG 360 

QSQSCAfiGTT TTTOOGOCTC TBGTOC30OCA CA3ATITOCA OCTQCfiCTAT ACftSftOCAAT 420 

TCCATTO3CA ATTmATCT TCAATOCTTA TQQ03ATGAA CMCMTICC ACHAT^X 540 

AQQCAATCAA CTCAAATATA CTCTITCTTC CATCTCCAIC GTICTITOCT 03CCGGA.TEA 600 



55 



TACATCTCOG GAAGGAAOQC CTOOG 



625 



1224 



EP0 866 129 A2 



10 



is 



20 



SO 



(2) INFORMATION PGR SEQ ID NO: 974: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 656 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencinic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1600UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 974: 

25 GATCAAQCAG CTACIQCTCA OCTOGAAGAA QCAGQQOCAC AAG3CCCTOC TCTTCACCCA 60 

GTOCAQGCAG ATOCTOGACA TOCTQGAGQC CTACATCTOG CACAAAGAOC OOGMCK3GC 120 

30 AQQOCEACAG TACCTQ03GA TQGAOGGAAC CACAAACATC GCACAO09QC AGQOQCICGT 180 

QGAOOGmC AACAAOGGOC OGTADCACCT CTTTCTICTG AOCADOOQOG TOG9GGQ0CT 240 

35 OGQOGTCAAC CTCAOG3QOG OGAACAGAAT CATCATCTTC GACCCCGACT GGAACCGCTC 300 

CACGGAOCIG CAGG0CO3QG AG0GO30CIG GOGCATAQQC CAGAAGOQOG AOGTGACEAT 360 

40 CTAOCTOCIC ATOCTOQCQG GCTOCATOGA GGAGAAGATA TAOCAOOQOC AGATCTICAA 420 

gcagottcic aocaacaagg tcctcagoga COCCAAGCAG AAGOQCTICT TCAAGAT3AA 480 

45 OGAGCTOCAC GAOCICTTCT CCTTCQQCCC G9GCG0CGCC AGOGACIOCT TTOOCICIGA 540 

GATOGAGCAG CAGACOQOCT OXTCOXCG CCAGOOQQCC GCCCAOQQCA COGAOGACTA 600 

OGACTOOCJIC CAGOGTTTOG AGGGOGTCTC CAAGCTQGAG GGCTICTICA AOGOCA 656 
(2) INFORMATION FOR SEQ ID NO: 975: 
(i) SEQUENCE CHARACTERISTICS: 
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(A) LHM3TO: 715 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECMESS: single 

(D) TOPOLOGY": linear 

(ii) MOLECULE TYPE: ENA (gencnric) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1601RP 



60 
120 



<xi) SBQUHsCE DESCRIPTION: SEQ ID N0:975: 
GATCTITTTC COCCGCAAAC CQCACACCTC GTVCCK3333 TACTItSGQCA ACAAAA&33C 
GAQ33AGAQC AAQCTTCTAC GCGATOTITT CMGAftGQGA GAITOCATOGT ACG9C7ICMG 

OGATCICITC AAATQOGACA AGTACGG3CA ATOCTACTTC CT3GAOQQGA TO333X3ATAC 1 8 0 

CTAOOQCT3G AAATCG3AAA ATOTCTOSAC TACX33AQGT3 GAGAA3CAGT TOCTCTCXjIT 240 

CAACAAQ3AC CTCITPSACT GTTTQ3TI1GT AG1T33QOCTG AAGATTOCAA QCTAOGAQQG 300 

TAGAGCCQ3G TTTOCTGTTA TCCAACTGAA TCCAGCGOGC CI3CGGACK9G AQCATOCCAG 360 

TTTOITAGAC GAOdTtTPOG ACTATTIGAA ACATOOTCTT CXH03CTAOG OCTTOCCGCT 420 

GTTCATCAAG TICACAAAOC AGCIO^ AAOSATAAC TATAAGTTOG OCMGAAACA 480 

GTACAAAAAC CAQCAGTTOC CTCATGGTOC QSAT3Q3GAC GAGACAA3TT ACT3CTEAAA 540 

AGACTACTCC CAGTACAAAG TCTK^ CGAOGAC^ G^A^T CAACCGGAAA 600 

OOC^AAGCIT TAGADCAGAC AA1QCOQ3GA TIGACACXX30 TAQQGAGCTTC AAAATAAAAA 6 6 0 

AAATACCTOG GAAGOCATOC ATAAAAGOCA TEATCAACTA TAGAAATAGA AAACT 7l5 
50 (2) INFORMATION FOR SEQ ID NO: 976: 

(i) SEQUENCE CHARACTERISTICS: 

(A) 699 base pairs 

55 (B) TYPE: nucleic acid 
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(C) SraANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1601UP 



15 



20 



25 



30 



35 



40 



45 



50 



55 



<xi) SEQJZHCE DESCRIFTICN: SEQ 3D NO: 976: 

GATOQCCCTG TOOOGQGACG GftGAGOQGQC QCT3O0CTAG CftEAAAAGCA G3CAGGTICAC 60 

TSKXATGAA ACTOGAATCG AAO30CGTAC TOGATOGTIAG AACEAAAOGG GCTCCGCTTC 120 

GAACTAOGCA CAGTIGftGTC AAATOICAGT GT0Q3CX3CAA OTCGCCCAAG AGCftGAATAG 180 

CATOGACA2C GAACAGAGGT CATO3CAG0C GACTCGAAGC AACAGCCAJG CAQGATCGCr 240 

GQ3GTACGAA AAAGTGCAGC 03CIXJIATOC OGCAGAGAAC OSTIOCACGG AGACTOCCCC 300 

GACftGOCAOC GGCCTGTITC ATAGCTO3CA OGTICTATOG GTCIU3CAAC C3GCGCGGACT 360 

CIX300CXTTC TO00OGAA3T OOQQGACQCA OCTCTCTATC OOCCGOGGGT 420 

CAAAAAGCTC ATOCTOGPCA TOGIO30CIT TOCA3CTATT CTOQGTOCCA TOQGGACCAA 480 

CATCATCTAT OCTOCGATOG GGACTATCAT QCAQGATTCT GQCACITO3C G GlTll ' lU^ l' 540 

CAGTOICTCT GTAG3CAOCT ACCTO9CTOC GCTOGQCATC TICOX K 11T GGTOG'IUJIC 600 

QCTOGOQGAC AAAAAOGQCC GOOGAACAGT CTACCT3CTC TOC7TKX3CQC TOCTOGIX3CT 660 

C3TTCAG0GIT QQQCAOQQCT 1CT030GCAA CATOGAGAC 699 

(2) INFORMATION P0R SEQ ID NO: 977 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LETCIH: 704 base pairs 
<B) TYPE: nucleic acid 

(C) SraANDELKESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genomic) 




5 


<vi) ORIGINAL SOURCE: 

(A) ORGANT^M* pari ^no-D-D 




10 


(Xl ) SBCUEW2E DP^HPTP 1 ■ 1 i . crcr\ m 




15 


GAICCAA3CG CCCGCACAAT r^Yram inn rrv**-.*.^.— 

^^alaac CAGOSATOTT TGCAACAXftT TO33CTAGTA TTCIOOG1TC 


60 




W ^ rAGOG TTO333IVJiG ACTGCTGftGC CAOSAftACIC GQOQaQCCAT 


120 


20 


TCAG33CG0C ATTTTfU «ir ■ rrw>A/-»i> » «■> 

AlTOX^H, 0C0CAGTO3T TCICTICATC AAGQ3CA0QC OGftGITCCC 


180 




TCAAT3TT33C Tl't'irr^aary rrYw^^rTTrv^-. 

TTITOGftAQS OT30CKTTCA GA3DCTOQ3C A3AOG3G0G TO3ATCCTOC 


240 


25 


^ TOCTO3AG3A TTCTCfiGCTC CXGAOnGGGA. TAAAGGAATA 


300 




IIOCGfiGTOG CCTACAATTC CACfiGCICTA 03ICAACAAG GAftTITCITC GQ3QGTOCGA 


360 


30 


AACATOGOQC AATC0QQO3A GCTAACTACT ATOCTOGftOG A33CATCCCT 


420 




TCI'ILjIGODG HATimmmi nMirvww™ 

^ ^TACTCAGT GATOQCGOa-r AOGGCTO00G ACTATATTTA TAGGAATACA 


480 


35 


^HUIAATT TAOSACITCT ATICICATOC CTTTAGACTr CTAAATCATC GITCITIAAT 


540 






600 


40 


AAAGAQQCTT CIGATQGAGG AQQQ3TQCAC AQGQCAQCAG AGAAAGICTC TCAAAAAATO 


660 




^GTVCTPOT GGAMGGOGG A03CAATCAC CCITCAATOC GCGA 


704 


45 


(2) IMFORMATICN FOR SEQ XD NO: 978: 





(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 476 base pairs 

(B) TYPE: nucleic acid 
CC) STRANDECNESS: single 
(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: DNA (gencmic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1602UP 



(x±) SEQUENCE DESCRIPTION: SEQ ID NO : 978: 

GOGCTTOIGC TIGTQCCCPG AGITCTOCTT CTQOOCfiGQC Tl ' l 'l UUiUJL ' 60 

TOOCT0OGTC GCIGOOOQOG GQCTSCTACA COOCGAACTG CTICAGCOQC AGOGQGCCGC 120 

QGAAGTOCAC OGTCAGCTOC TOGTT0CAGO3 GftGAGAGACT GCOOGAGAAC TOCAATTTIC 180 

TCTOCTTACA CTTOCAQCTC TTCTOCTOCA TOCIGCTGAC GIOCM3TAC GTOCCQCK?r 240 

AGOCCACATT QGCATAOOGG ATATTTICTG CCTTCGAGCZA GTAGTAATIC CCTCQGATCA 300 

AATCACAATC QCCCAGCACC TOCTGOGCAG OGAQCAQ30C ACCTOCAACG ACK7IOGACA 360 

GCTTCATAAT TICTAAACQC TTCTAAAAGA A3GACTAGEA GITAGAACAG ATAAAAGACT 420 

QCTITOCTOT GK3QQCTGIC GCOOGTOCAC GOCTIDCGAG CTCACCCGCC TTCTTA 476 
(2) INFORMATION FOR SEQ ID NO: 979 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGflH: 724 base pairs 

(B) TYPE: nucleic acid 

(C) STOAMDEOSESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1603KP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 979: 
GATCC3GCAA GATCCTCGTT O^ITGAOOG GCAGATTGAA CAAGflGOGGT GTCATCTCIC 60 
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CAAGATICAA OCTCAfiGMC AADGA03KX3 AGAAGTOGftC TQCCAAOC1A TTOOCfiGQCA 120 

GACACTTO33 CTAOSTCATC TIGACCACCT C09CQ33CAT TATO3AOCAC C^GGA(33QCC 180 

ACAGAAAQCA 03TTCCTO3rr AAGATTITO3 CTTTTCTCIA CEAAG033CT QCTA1ATACX: 240 

CTATCTAQCT CTAATCIftOG ATACTCSGIG TCTMTAOSA. OQ30000GRG CTCCAO30QC 300 

CACAOAC^ CXX^OCX^ GAOGQ^: m^^. 36Q 

TIAGIAGrEAT ATATOEACAA ACAQCATACA CATCAA033C GTCXXXXjATC ATAATCTTCT 420 

■AQCICTPCTA OCAOQCTICT TTCTOCTfiGA CJID33AH33G ASaoSAGIGA GCTOCTOGAT 480 

ACQQCCGATT CICAAQQ03S ATCTO3CCAA AQCTCTCAAA QCAQXTC1AC CACCTOGROC 540 

GACCICCITA CACITO3CAG O^KTTC ATO3CA033T ATO3AGAQ3A 660 

C'TCJjTCTCTC TCQ3CCTTGA ACITCATAOC ACCQGTAACT CTO3CAATAG TICICTOCCA 720 



30 GACA 

(2) INFORMATION PQR SBQ ID NO: 980: 

55 (i) SEQUENCE CHARACTERISTICS: 

(A) LE3SDIH: 721 base pairs 

(B) TYPE: nucleic acid 

(C) SITONDECTJESS: single 
40 (D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: ENA (gencmic) 

45 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1603UP 



724 



(Xi) SEQUENCE DESCRIPTION: SBQ XD NO: 980: 
GATCTATTIG TQQOGTQQQC CATTAAQCAA GOOGCAAGCA T0GATOCAAA TCATOAGAGTT 60 
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ACCCTCQQQC TTICACTTIC CAAGOCTTIA TCAACAAATC TOGTEACAOGA TACATCCATC 120 

GCGACAGCAC ATATACCAGA AGQGGAAAGC OGACAAGA3G GCACEftGACT CIGCTAQGTA 180 

ATCTGAGTIC GAOCATATCC ACTTCXJTTAA TOCTGATAGT TGAIAAAAAG AAACGATACT 240 

GAAAATTTTA. ATGCTTAOCA ATCTCATCTC ATC3CCATAC TGAAAGAATA TIGTAGGTCT 300 

CQCAGTOGAA CAAGGAICAA QOCCA3QCTA AGACAAIAAT GoTTOCMCG 360 

75 AQGAACTADC CXX^GATGAA GAAGAACTOG CCTK33OTAA GCTAGTCGTIT Q30GACACAG 420 

CAGACITOCA TCAA303CTC CGAAATOCAG AOCTTAATEA TOlTllTIUft . GATCAAGTOG 480 

20 TATATO3CCA Q3AGTOCT0C AGIGATCAOG AAGAG3QGAC TGAAATIQGT CACCTGAATC 540 

ATGACCAATT GnTTTTOIG GAOGAQQGIG CAGATACCGA GQGAGGAGCA GATOGAGAAC 600 

25 GGAGQQCATC GAGGTOGAOC AQGHTTAGOGA QGAAAGQGAC TOOOGAGAGG AAAGOGCTAG 660 

CAGOQCIX3CA TOGTCAGAXT CGGATCACGA ACACTTAAAC GTTACAAIAG Q3CAAACCAA 720 

30 T 721 

(2) INF10RMAT1CN FOR SBQ ID NO: 981 : 

5S (i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH: 638 base pairs 

(B) TOPE: nucleic acid 

(C) STRANDEHSESS: single 

(D) TOPOLOGY: linear 



40 



45 



50 



(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1604RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 981: 
GATCCCTATT AGAAGAQGTT ACIGGGQCTC CAAOCTTOGT CAGOCAGACT CICEAGCCAC 60 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTO: 710 base pairs 

(B) TOPE: nucleic acid 
3$ (C) STRANDEENESS: single 

(D) TOPOLOGY: linear 



40 



45 



50 



55 



120 

180 
240 
300 
360 



GAAGAOCTCT QCTAAGTCTC GTTOQ3TCAC TCIQOTTTTC ATOQCTOOQC CACGIGGTTC 
OQGTATOGIC GCCTC^OCAG CTCTCA^A QCITCTACAG CITOCI^ TCGAGGATOT 
CTACACTIOC TOCAOOOGTIT CTAO003TAC OCTAGAGAAC AOCTIGAAGG 
TOCCATTOGT AACAOCTAC3 OTTCITCAC CXXSGACITC TOGQCAGAGA ACCAGITOCC 
A^TITITCCT CTAGAOGTCT AOQQQGAOGA QQCX3GTTOQC CAGAAGAMA GATTCTAAGT 
AGMCTA CATACCAACA CITI^TICT riO^i^ AOCGODCGCC TAAGCCTTEA 420 
C^C^T ACACAGACTG CO^TO^ QC^A^ TOICITCCHA CGCID^ 480 
C^CIOO^T O^ICIOC GGCIO^ M GAIA^GOGC CCKXXX^A 54 0 

OGGCAAAGAA TCAGCAAGAC ACTOGOCHCr CX3CATKTIT 1TCAATOCAT TArmGCTT 600 
■iTrrm-m 1 TTITTTTTEA GTATAGACAC ATATAAGT 
(2) INPORMATICN FOR SEQ ID NO: 982: 



638 



<ii) MOLECULE TOPE: ENA (generate) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1604UP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 982: 

GATCAGftGCA TCOGATGAGG TQQCAOQQQC OGCXjKXX3CT GIG1CTTTCT TCX3CGCTATC 60 

C3GCHTO0GAA ATACTTAGCT ICICAATACT TOGGACIGCC TOAICTICAG AGGAAGOQGT 120 

AGCATCXHCA dCTTAGGAG OOCXCTCTOC QCTOCICTTA GGCICCKCT TIGITOGCTC 180 



1232 



EP0 866 129 A2 

Qccicnerr tctpogogac agchtictia qcaccaacta qcttgaiacc 240 

5 GGAGOT3GAA QCCAACTTCA G3GTCTTCIT TOCTTTTOGA GCACT03CAT TO30CACAGT 300 

TCOCTTOICA AAGITGTTCA QOGTCACOQG AGOQGIQQCT GACP33CXXT GIOQGTAAOC 360 

70 ATftGCTCIQG TTOOOCTTAC GCJITCCCCIG TOOCICTGAG TTCTACTOCT 1CTA3CTCIG 420 

ATAOCCAOCT TQOQCATTCT ATTOCTOGTA AOCTTOGTftG OCfiQCITOIG CIQQGTTCIA 480 

75 CTOCTOGTAT (X3CTGATAAC OCTOGTAOOC G0033CTIOC TOGTTCTftTT GOQCAIAQOC 540 

TTOGTAGOCA CCIX3C?CTGriT QQCCAIACCC CTOCTAAOCT ODCTGftGQCA CATAOOCCT3 600 

20 GTAATTCTOG AAGTTACTTG GGTTICTAGTA. TK3Q00GAAA T l ' l UJlUUUL' CTCAOCTIGA 660 

TlTlGACCTT GATOCTTOQC TIGOGAC3X3G OCTTOCTOCT T3CXTT3CGA 710 
25 (2) INP0RMATICN FOR SBQ ID NO: 983: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 688 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1605RP 



(xi) SEQJWCE DESCRIPTICN: SBQ ID NO: 983: 

GATCTTC7ICA AAAGTAGCAT TTACAATCTG OGTEAG03TT GCTTCTQCAA TTOOCTQGTT 60 

GGAOGAGCTT AGTCACAGGA TGAAAATATT ATAGATTTCT CT3ACG3CCT TTAATACTGA 120 

TQCADOGTGA CAATTOCAAT AAGGCTCATC TGTCAATATA CAQCTTGOGA GQQOGGC3GAC 180 

£5 TACCK3CAAC TOGftOCTTOC CATCAGTT03C TTCTCCAICA AAACAGIOQG TIATOGTATC 240 



8NSDOCID: *-EP Oflfifi129A2«L> 
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AACQ3CAGCA TCTATCAGOT GCATICTIQG AGGTOGTCTA ACACCftGAGT CTOGCAACGT 
OCTQCrrroS TCXTTTITSATC CT30GGAATT TGGSGXTITC actaaaacat tctcgiciaa 
030CTIAAAG QCAAACAACT TTCATAGACA ATCAAGAGOG CTAACCTOEA TITCTOGAAC 420 
ATTAGTTCTA CAGCAAGCAC GTPCXVCCTC AAAGAOCAAC AGAGAATOCA AAAACTITOG 480 
ATOCTTITCA GATTOCAGSA GITOCTO33T CAACJITTITC ACACTTnCT CAACCAGTIT 540 
1S TKXTTATTA OGATCTTICT GCATOGATTT TOCTKJIBCT AEACCCICIA ACCTIAGITr 

CACAAGATOC ACraCGGATT TCATOGTOCA TO3ACTAOCA GJO^ASTOS AATATOCOCT 
20 TCICTGAOQC TIGAGATTAT CCTOCUAC 

(2) INFORMATION FOR SEQ ID NO: 984: 

25 (i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 725 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEHSESS: single 

(D) TOPOLOGY: linear 
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300 
360 



600 
660 
688 



(ii) MOLECULE TYPE: EMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1605UP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 984: 

GATCAGAGCA TCXX3ATCAGG TQQCACO30C OG0GTO03CT GTCICTTICr TO3CQCTATC 60 

GGCTTOOGAA ATACTTAGCT TCTCAA1ACT T33GACK3CC TTATCITCA3 A3GAAG0GCT 120 

AGCATOCTCA CTCTTAGGAG O300OTCTOC GCTQCTCTIA GOCICdCCT TICTTOQCIC 180 

CIOOXCTIA OCCTCTICrr TCTIO30GAC AGGTITCITA GCADCAACIA GCITCATACC 240 

GGAQCTQGAA GOCAACTTGA G3GTCITCIT TOGflTTTOGA GCAGTCCQCAT TCQ3CACAGT 300 
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TCCCTTCVCA AAGTTCTICA G0GTCACXDQ5 AGCGGTOQCT GACTOQOCCT GIOOCTAACC 
ATAGCTCTOG TICOOCTTAC QGTTCCCCTG TOQCTCTCAG TTCTACTOCT TCTAGCICIG 
ATACCCACCT TOOGCATICT ATTOCTOCTTA AOCTK3CT#3 aCAGCTPGTC CTOGGnGTA 
CTOCTOCTAT COCTGATAAC OCTO3TAOCC QOOGQCTTGC T3CTTCTATT GCOCATAQCC 
TT3CTACCCA CCTOCCTCTT G32CATAD3C CIQCTAAOCT OOCTGAGGCA CATACOCCIG 

gtaatictog aagttactk3 g3itgtagta tto3003aaa ttitoctoqc cctcacctig 
attttgaocr tcatoctix3g citoogacig (jult i uji uu tigccitoog atigaatttc 
atctt 

(2) information for sbq id no: 985 : 

(i) SE^JENCE CHARACTERISTICS: 

(A) LEN3IH: 678 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: ENA (gencraic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1606RP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO:985: 
GATCAAGCAT ATCAAATTTC OQQCAA3CT3 OGGOGflCAJT TITITOGACA ACAGGOGICT 
OCACAGQGIC CATCICCATC AGOQGAGCTA TACGTTIQOGA CACT33CCTC AGCTTGGTAC 
TCTOOGAGAG AATIGAGAOG CCCITOGAGC IGQCTGTATG GTAACTCTCG TCCGIDQCGT 
AGOT3GICAA AGACAGOGAC TCTGAATACT OGCATTTOQC ATO0CX3GTTG GQCOCTAQGTT 
ATCOGTO30C OSIOGACTIG ATOOCAGTOG TGIOQGAQCA OSAAGACMC GAAGCJEAGTC 
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TCAOTO300G OSICQGOGAT AOGTCGIACr O^CAGA CICCTTOICT COXTOXX3G 
TCATCITCTT OT3CTCAGTT OGQSACAAOG CTCCOQACCA TOCCK3C0CC CTCCCCTICT 
TTCTCIGGAA GCXXXX^AAC ATTAAATCTA GCTQCTICTr CCTOGTACTC TCTICGCTCT 
GrmCTOOQC QQOGAGGCXC TO3GATTCAA TCIX7TOEACA QOCTTTAIQC CGCACTK3CT 
OGTCCTAATT C3QCTOCCACA CTCCTOCTOC TCGAAQCTAA 03CGICICTA CCGAAOQCTr 
TOGTIGACIT GAOOGITOGG GCCTAATCTA TTATIQGAAC CTTCEAAAAG OQOTCTICIG 660 
TAOQCTATIA GITAGCCC 



(2) INFORMATION FOR SBQ ID NO: 986: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LETCTIH: 703 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLEXTULE TYPE: IMA (gencndc) 



(vi) ORIGINAL SOURCE: 
35 < A ) ORGANISM: PAG1606UP 



40 <xi) SEQUENCE DESCRIPTION: SBQ ID NO: 986 : 

GATC03CTIG ACTACIGAGA TATTAAGICA ATAOCAGGAT AAGCTITCAA AGCACOGIAA 
TOCTACTCTG CAATOGTOQG GAOCIACIGA TITCICGCAC TACGICCIAG CGCCIGAAAT 
TTTATCATAC GTICTQCOGAG AOGAACTOGG CCITOCAGAT ATOGATGftGG CITOGACTTA 
CATOGAAAGT AOCAOGGAAT ACX3GGITAAA TCTOQQGGAC GAAGAGCCIC TAGATATITC 
GGAATTAGAA TAOGAAGAGA AAAAQCTQCA AOQGTTAGGA TEAGGACCCA ACTACAGCAG 
CATGACTIAC AGAAAGCATC CIGCCAQGGC GTCQQCTCTA TTOGAXACAT CCAAAAATOG 



360 
420 
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600 
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TICTAAAGAG CAIAAGOCTA AAGGAAAGCA ACACAAATTA AAAAAAGGAC AOCaGTIOTAC 420 

5 AAAGATAAGG GTTATCAAAAA AAAGQOGAOG OCTACAAOCA CACAGCAI&T QOGATEAAIA 480 

ATCTTACAAT CGTACTAAGT AATACATACC GOQCITA23*S AAICTQCTGC TQCAOQGAAA 540 

y0 GTTOCATATC CGAAAACATC CTATOCAGTG GATGATOQGG TACCACITIT TAATOOGATA 600 

AAAGK3GACT AGCGATAAAT AGTAATTTCA ATAGOGAATC TGAA2TTGAA TTGAGAATTC 660 

15 QGATAATOCT GTOGATTTCT GTCMTATAA TACCATAAAT ATA 703 

(2) INFORMATICS FOR SBQ ID NO: 987: 

20 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 622 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 
25 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

50 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1607RP 
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(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 987: 

GATCACACGA CAGT3CCAGT O3GG3CAG0C GGTAOJLXflT O3CO0CATOG TCAAGCTCAC 60 

TCCGAAGAAC CCCTTCTACA AttTIUCCCGA GAOGGAAGAC CICT0GAOQG TCAT3GQCAT 120 

OCTT3QCTCC QQOGTOCAOC GICTC33CCAT TGTOGACT0C AOCTCTTCftT ClKlULXJiUi 180 

CATICTCTOG CAGOGAOCTC TCATGAAGIA CCTOIGG3AC AAD300COCC AGTTCAGCAA 240 

OCT3GAC32T5 CK3CTCAACT OGTOQCTOCA AAAGITQQGC ATOQoTCTQC TOGATOCACA 300 

TACCCCTCCT ACITD30GGC AGTOGOGnXTT TATTTOCATT CTOGACACAG AGO03CR3CT 360 

CACAAGATQC ATACAGAAOG GAIATOCT0C ATOQCAGIGA TOGAOCAOCA 420 
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Q33CATOCIG CT03GGAACA TCTCTCTCAC OGSmCQC OCACCTOQCA 480 

5 GIATQOGTTG CTOCACAACA OCIQ30QOCA TTICftTCfiGC GTCKTCCICA ACAACO30QG 540 

OCIGGftGATC QQCAAG3ACT CCTIQO0CA.T CTI0Cft03IT TfiGOOCfiGCT OGTOOCTQQC 600 
10 COQCAOQGIC QOGAAGCTQS TC 

(2) INFORMATION FOR SBQ ID NO: 988: 

75 (i) SEQUENCE CHARACTERISTICS: 

(A) LESK3IH: 674 base pairs 

(B) TYPE: nucleic acid 

(C) SIFANDECNESS: single 
20 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

25 (Vi) ORIGINAL SOURCE: 

(A) ORGANISM: RAG1607UP 

30 

<xi) SEQUENCE DESCRIPTION: SEQ 3D NO: 988: 
GATO3GTOOC OX^CCIOOG OOOGATICTT OXTAGCICG TTOGCAA1CT TO3CTATCGA 
CITCntCTlC TTCATOCCAT OCAOCTOOGT O3XO0GCK3 TCCAAAGCIC GCTTTOGCTOC 

^ G0CX30CACIC GIAOCK30CT (XCGTICTIC ATCTTCAA3A ACTATCACIT QCATCCCGIT 

AGTIfcCXTOCA Q3CTQCAGAG G3CTCTAAAC CKXXXTCAG CCCTICAAAA CGCCCCACCA 

,5 CATAOCTICT OCT0CTO3AA TCATGATK3C OCXTOCTAAT CITCAOQCTA QCACTAATTT 

<^^^ 

50 CTOCATTICT GOOGATCITA AAATATO33T TIOOGAAAAA GCCCTOCITG CCCTIGACIG 

ATOCTCGACT CACAGAGGAC TCACCAGAQC 1TCAACCGCA GCCAGGAAGC A3TCCTOICA 
55 TAOCAGAAAG GGOOCACQGC GAGAATCAGA ATOGATCITC CATfiGTCG93 CAGCAAGAGT 
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10 



15 



20 



25 



30 



674 



GCTOCAGOQC T0QQ9GTC0G CAAGOQCAGA TOCAACAACT 003IGCACft3 CATCACAAGC 600 
GGTATAGCAT G3CITCOOCA AGGATTCOQC A3CTQQ0QGA CITCAGCAAG "EATIOOOGAC 660 
CTGQOOGGIT ACAG 

(2) INFORMATION FOR SBQ ID NO: 9 89: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTCH: 733 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1608RP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 989: 

GATCAAAACC ATCAOCAAGT TTATICATGA AGTOICOGAC GATTICAAGG TCATCATAAT 60 

35 OGAOQCAATT OGTACTTTCTT COCTAAAGTT COCAGATG?^ TOGAAGAATA TICTATCCIT 120 

TITAATIGAC ACTITGAAAA GTQCAGAQQG TO33IATACA TICAAAAATA ATATOCTAGA 180 

40 TSCXJL'lUlTr GAOCTGATOC AACATCTACC TCAGICAAGG GAACAGQCIC T3SAACACTT 240 

GTOIGAdTT ATTCAGGACT GCGAGTTCAA 1GAAATCTCA GICAGGATCA TTEACITAIT 300 

45 GGCTAAGGAG GGOCCCTCGA CAGAAAAGOC TTOQCTTTAC GITAGACACC ATTACAACAG 360 

AGTK7ICTIG GAAAA3TCAA TCATCAGATC T3CT3CTOIT AQ03CATTGT OCAACTTTIC 420 

50 CTCTOOGAAG AAAGATOOGT OGTTAGCITA 1TOCATOGAA AAATTOCTAA AGQCTATCCA 480 

AACOGATCAG GATGAOGAAG TCAGAGACAG GQCAACCATT CTAGTAAAGC TCCITCAGGA 540 

GAACAAGGAA AAGOCTGC7IG TIGOOGATCA ATITATCCAG CCAAAGCATA GTCACGATCT 600 



55 
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10 



is 



20 



25 



ACITOOOCTC GAAAAGTAAA TEAAOSAACT ATCTCCACCA MTCMGKT Q3CTITOCCA 660 
CAQCMTTCA CGCGTC&GC MTOCAAACT TftCACAGMG MGAGCICAA GGCTATTAAT 720 



TIGAMCAGA AAC 

(2) INFOTMATICN POR SEQ ID NO: 990: 

(i) SE^ENCE CHARACTERISTICS: 

(A) LEN3IH: 723 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1608UP 



733 



30 (xi ) SE&JWCE DE9CRIPnCW: SEQ ID NO: 990: 

GATCTOOQCA AGGAZAAAGG TCTTCATCAA GICATTCIGA ATCACGCCQG CAGCCICTX3G 

35 OQQCTIAGIG CCATTICTGA TOGICCATIC TCTGACITCG TCGGQCCOGC AGGIGAAGAA 

OSAGATCAGA TCCAGCTICT GICTCATOGT GGTGATGATC TTK3GGAAGG GQGACTOGAC 

40 CXX^TCTIC TOGC^TOCT OGACAGOCTC CT093CGCIC ATOIGOGACA GICICICCIC 240 

C^GGCACAOC GAGAAGGGTA TAATEAGATC GQCAQ3GGAG TACITCIOGA TCO^CCTT 
C^TCTICAAG AGGIGCTrGT TCnCTTIVr AATGTAGICC CGCICCGATA GGITCATCAG 
GTAGATT3SAT GGCTTGGCX3G TTAGCAG3AA CATOGAGITG AIGACCIOCA CCTOCTTQGT 420 
GCTOCAOSAC TGGITIGOGA CTCICIGAOC OGACTICAAA AGCTOGAXAA TQDQCTTCAC 480 
CAGCIOGGOC TOTtXTICT TCIGTITCAC CIOCAGGGAC TOGQOGCCIC TCTIGGIGAT 



55 



60 
120 
180 



300 
360 



540 



™OCAOG GOCTOCAGGT GAACICAATC TCCTICAAAC GCAATTCCOT 600 
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30 



35 



40 



45 



723 



GITAATGATG TCCAGGICIC TGAOOQQCTC GAOCTCAGQC TCAATCIGGA TCATCTOGGC 660 
5 GTOCTOSAAG CAACGCACSA OCTGCTAGAT OGAGTCCACA GATCTGATOT GCGATAAGAA 720 

GGC 

70 (2) INFORMATION FOR SBQ ID NO: 991: 

(i) SEQUENCE CHARACTERISTICS: 

(A) UEUJIH: 692 base pairs 
is (B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

20 (ii) MOLECULE TYPE: ENA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1609RP 

25 



(xi) SEQUENCE DESCRIPTION: SEQ TD NO: 991: 

GATCAGAOOG TAATGQ030G CATOCTOQOG CAQGTOGAGC AOGTAOCEftS CGICCATOCT 60 

CTCTTOCTGT GGTOQOQQCG QOQOQQCAAG G3CX7TOGCT3 OGOGAGAAAT ACAGEftGGGA 120 

TCTGTIOGOQC OOQOQCAOCA QQGCAOGOQG GGOOQCGAAC AGCGCCGTIT GGCCCTEAAT 180 

OGGGACAAAC GCATATAAGT AGAGQCTEAG QCQCTOCTOG AGGGAO30CA GAACACACAC 240 

AAGGAOCAAT GAACACGATT ATCAACTTCC AGGAAGGCAG CGOGCAGOCT CICAGOGAGC 300 

ACAGCATCIT OOCAGATGIG CIGGTGTOCA CTQCTGAAAA CX3GT0CAICA GGACACCTTG 360 

TAGK3GAGIA CCXX3Q30GAG TCTACAGOGG TGADGCT3QG GAACCTTA3G CCTCIGGAGG 420 

so CTAG3CAGAC GCT300CAAC CToATGTIAA TCAOGAOOGA GOOQGGAATC GTCAGGGAGG 480 

QQGACCTATT CAOQCTOGQG ATGACAGACC CAGATQCIOC CTOGOGSTCG GAOCACAAGT 540 

55 GGTOQGAATA CTOCCACTTT CIGGAAAOGA ACATAACGCT GQGCKX3GAT GACGG3CT3T 600 
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CICAOCQ3TA CX3TCTOGTIG TT 
(2) INTORMATICN FDR SSQ ID NO: 992: 

(i) SBQUHOZE CHARACTERISTICS: 

(A) LEM3IH: 720 base pairs 

(B) 1YPE: nucleic acid 

(C) STOANDEEMESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencxidc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1609UP 



660 
692 



25 



30 



35 



40 



45 



50 



55 



(xi) SEQUENCE DESCRIFnON: SEQ TD NO: 992: 

^^^^ 

AOGTGACTGA ATOQOQQQQC CACATCATAC CATO33ACAC GAD000GACT ACCOCCOCCC 

^o^accx^^ 

C'K^AAACTTA AAAQCGCTCA GCAC>K33CAA ATOCAOGC7IG AGAATAATPA CAQ3AAAC&3 



60 
120 
180 
240 
300 
360 
420 

480 

540 

600 

660 
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10 



is 



CGGTOGAOCA GCTC30QGAAC TAGACGACQG GITOGTTCTOG CACQCAIAGA AGCTATOPIC 720 



(2) INTCRMATIOa FOR SEQ ID NO: 993 : 

(i) SBCUEMZE CHARACTERISTICS: 

(A) L£H3IH: 731 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS; single 

(D) TOPO3J0GY: linear 

(ii) MOLECULE 1YPE: ENA (gencnric) 



(vi) ORIGINAL SOURCE: 
20 (A) ORGANISM: PAG1610RP 



2S (xi) SEQUENCE DESCRIFTCCN: SH3Q ID NO: 993: 

GftTCAATTIC CTTTOGTATA GITOGCGICX: O*3QCT00GA GATAGQCOCA CA3G&EAAAT 60 

30 TOCTATOGCA CATGATOIOC T3JTTOICAT TCTICTOCAA ATIGCICAAA TCAAAAAIGA 120 

AACEAOCATC ATCT3GTTTC ACTTICAGEA AACTATOGTT vnXJiXJIXJVV GOK3GGIOGA 180 

35 AATCCATATC ATOOOGTAGA TATICTATCT ACAGCAGAAA GGGAACCTIC TCK3CT3AGT 240 

TCAACACCIG AGCTTCGITA GCftGCAATAT TIACAATTOG ATOCAGCTTG OOCTTCTIAT 300 

40 TftGQOaGCAA CACTCTAQQG ATAICTAOCT CAGCT3GCAA GPOOCTATIC ATCAIAGAAA 360 

GCTCAGCICT CAATGAAGIT AGQOGAGCTT CAGT33GAAC TTOOQOCAAC TTCCTOGA3A 420 

4£ TCCTTTCTAG AGCAATCACA AACTOCATCT OQCAGOQGAA GIAATTTOOC TKZAAGATTT 480 

TGATITTATC TGTOGCT3AT AAACK3GAGG GCTOCAGCTrT ATAGATCTIT GCIOCATOCC 540 

50 GAGAT3TCTT OOGTTICTGG CIXTTTCTITA AATCAIT3GA OQGAGACIGC CTGATOCTAC 600 

CACTTCCATG CTOCTOCAAT GATT3CIGAT CXTTEATAOGA GIQGftCTGAC GTOCTOGATC 660 

ss GAGAATTCAG ATOCAAATTA GQCATAGAGT TIGIGTATTC CTCTMCTTA GCAOCATCGT 720 
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TATCTITOQG C 

731 

(2) INFORMATION FOR SEQ ID NO:994: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LEKGOH: 729 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDETNESS: single 
<D) TOPOLOGY: linear 

<ii> MOLECULE TYPE: EMA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) QRGANI34: PAG1610UP 



25 <Xi) SBQUQCE DES2RIPTIC8SJ: SEQ JD NO: 994: 

GATOGATCIG TACfiGAQCOG TEACAACAQG CACTKZEAAA AAQCAATATC GITOCITITT 60 

OGACAGAAAA AGIGAAAACT TK3AQOGGRC ATOC3CAAOCT QOTDCTIfiGT AQCWXTTAAG 180 

GCTATATCAA AAAQG3CAAG ACTTEAGfiGA ATSACA2TCA GCTACAGTQG GTOAGQCCAG 300 

QQCTCTTCAT TOIGATTOCA TOCX309C7IQC QGACAQGGQG QQCAGIGQQG TOQCTGTPP3G 480 
OTTACATCTT CATO3GTACG GltSGK^ GTD0QCTO30G GAGATOQOGA 
OTITCAmr TOIGACKXT CGSIGAC^ ATTTTCAAAG OGGITICI^ CGCCTOOGIT 

™CCGKGCA AACGGGEATA TCTACIGGTT CAACTOGGCG ATCAOGTTTC CICTQGAGCT 660 

TXCTCIGGIT GGCCAGATCA TACAGTACTC GAOGGA003C GTOOCAATOG CGGCGK3GAT 720 



540 
600 
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TOIGAHT1C 729 

s (2) INPORMftTICN FOR SBQ ID NO: 995: 

(i) SBQUEUCE CHARACTERISTICS: 

(A) LENGTIH: 666 base pairs 
70 (B) TYPE: nucleic acid 

(C) STHANDECNESS: single 

(D) TOPOLOGY: linear 

is (ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1611RP 

20 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 995: 

GATOCATOGT QGJXJTOJTTC ATTACCTGTA ATTOCATTGA TAT0CT33CT ATOCW3T3CT 60 

GSAAAOQCIC CTOCAGOQOC TCTATTTTCT TATTCAGCTC CAAGEACIOC GOGMCTTAA 120 

AGGTCAADGA GAGOGAOCCT QGATIGCAOC TGAO3G0GAT CICAAGGACC TKITCG'IGCI 1 180 

OOT1C1031C CACAAACAT3 GCGTMTICT AOCATATCTC OQQOGCAAA3 CACAT3IQCT 240 

GCACAGCCTG GCO^TGCAOG TATTCCAOQC GCTGQOQCAG CAOGACTTQG QQCMGIOGA 300 

GCTTGTK7IC C^GCTQOCAC TGGATOCACT TOGTOCAGAT CIGCAGCTQG TACICATOGT 360 

ACTGADOQQG QQCAGGCAGG TTCTQCTGTG TOQQCIQGTT TAGCITCGTG GGCAGOGftGC 420 

GCOQCAGQOC CTTOGICAQG TTCGACCACT OCTQGEACAG OGAGO0O3CA TICATOIftGC 480 

TOGOOGAGftG CTCTCCGATG AACTTCOGOG OOGICAACIG GTPGACCTCC TGCTCCCACT 540 

so GOGTGTTATTT CTCOCAGTAC CGCTCCAGOG ACTCCACTOG CAGQCACMC AGOCGCTTGT 600 

ACAGCTTOCG CAGAATCTCG ACOCGGCTCT GCTOCTCCCA CTIX3CTCACC GQCITOCACT 660 

55 GCTCCA 666 



25 



30 



35 



40 



45 



1245 

BNSDOCID: <EP 08661 29 A2_l_> 



10 



25 



30 



40 



SO 



EP0 866 129 A2 

(2) INFORMATION FOR SEQ ID NO: 996: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 623 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 



60 
120 



<ii> MOLECULE TYPE: ENA (gencmic) 

75 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1611UP 



20 

(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 996: 
GATCTAAQQG ATOQ3H3ACT GCTOCXX33TC CICACAQCAG TOQCAOCTAG CTACTAATOG 
TOOGAAATQG ATCAAAGAG3 G33TACAG3C AGAAAGCAOG CCCGCCCATA 

CAAGTTCCAG TTCTACAAQC AOCTQCAGTT CCAQ3GIAOG AQSTACCAOG TOHD3ACTIC 180 
QOQQOQ3TAT CTGATAGAQC QCTAOQ33GA G33CAAQ3DG Q0GAOGATCA Q3TCGTTIGT 240 
CAACTQCATC CA20Q3AAAA TCAAOGAQ3A H7P3ACAG3G ATCAQ03AOG AGOQGGIGAC 300 
QCACX3Q3GIG TOGAAGTO3G AGAAGTOGAA GCTCTTOCIG CTQCTO3TGA 03CIOT03C3^ 360 
O03333CQ33 CCO^GVACT Q3CTO3ACAA GAOSMOG TOCXSGMCC 0330003030 420 
^GAOQQOQOS OQGAAGAQOG AOCAOCTQGA QGAQQQ0Q3G AQQ033C033 GQCAGAQQCT 480 
OCTCTOCACA CIT33IT33AQC AGATCATOQG GSAGAACATC AOQGAQGACT A0GAO3AGAG 540 
GSTOCAQGAC GAGAACEAOG TCnCTOGTC GATATO33Q3 AACITCATOG AQQQ3ITCAT 
AAACCACTAC CTAGAGAAGG TCT 
(2) INFORMATION FOR SEQ ID NO: 997 : 
(i) SEQUENCE CHARACTERISTICS: 



600 
623 



55 
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(A) LENGTO: 708 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLETULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1612RP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 997: 

GATOCATOQG ATAAATCTCC TAGTOGTGTC CTTICACAOG AAGCftGCTTC OGg lU j l ' l UlC' 60 

GTOGTTTTTC CTGCAGCTCT GTICGAGCTT GATTTTOGIG TTTTTGGGGA CCT3GAOCAC 120 

GAGGriQGOQC GAGCTT030G ACAOGTnTT TGMQCTCTC ATAGATCAG3 AAOCTATTAC 180 

GGGTO3QGCT GACTCTOCCT ATCATOGCAG TICTCftGAAC AGACMCftST TTGftSATGAA 240 

QGACTTQGAG QCACAGAAAT AGQCEACATT ATAAATAOGC TTCftSATCAT TCTMOQOCA 300 

OTGTPGAGACT GATCATTOGT AAAIAQCA1T TIAATAAOGT AATAIATCAT AOQCTOGTEA 360 

TTT0OGATQC AGGACICOGA AAIAGICT3A CAATTATGTA CTOITAAGTr ATTTA3TTIC 420 

AGAOGGOCTA TCTOGCTTGA AACCIUTICC AGIGCACAGC AGATOCAGCA GCTCGAATAC 480 

TGATTTTTIC GTATIGTTAC C7GGT0GACA GATCTOCAAG OCAOOCTOCA ATOGCTOGOG 540 

CAGCTQCAGC ATK3CTACCG TAGACTCCAG OCTACTGACA AGATCATCCA ACAAQGATAT 600 

OCAATCGTAT TOOGTGTETCT G3CICAG0SC TTEATCAACC TTTTEATCAC GAGICATATC 660 

TGTGGGTKJT TGEAGGACAC TATK7IOGAT TTCGATCAGA CCGOOGJT 708 
(2) INFORMATION FOR SBQ ID NO: 998: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 732 base pairs 

(B) TYPE: nucleic acid 
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(C) STRANEECNESS: single 




(D) TOPOLOGY: linear 




(ii) MOLECULE TYPE: ENA (genomic) 




(Vi) ORIGINAL SOURCE: 




(A) ORGANISM: EAGL613UP 




<xi) SEQUENCE DESCRIPTICN: SBQ ID NO: 998: 




GATCAAATAG ATGTOQGCTG CCACAIAGGA O3GAGTO30G QCEAAGCTOT GTCTITiacC 


60 


TOGAGGCAAC TGTK3GACIC CTCIGTCAGC AAT0QO30OC OGAGCIGOOG AACAAGCGAC 


120 


TATATAACAA GOGAGGAAAC CACCTIGTGA TAOGCACGQG GACCAAOGAC ACAGCAACGA 


180 




240 


GTATGAATCG ADSAACCATC AT^TGAT AC^GGC AAG3CQCICT 


300 


QCEAGTOQCA CAGGOGAIftC TQG03TOGTT CEACTITCIC OOCAGGGACT TIATTC03CT 


360 


CTOQGTOCAC TGOCTOTTCA TG3IU3303G AGACAATOCT ATCAAGACGC AGTAOGAGGT 


420 


"rcAACQQCTC CGGAAG3QGA GCAACTTOGC QCACCIGTIG GIG0Q0Q03T ACCAGAAGGA 


480 


CAAGGAGCTG TTCACAAIGC AGATCATCTA OO33O30GAC CT03QCAAGC AGOOQGACAC 


540 


S7H3CA003C AAGGACAAOC T33300C7GT GGA0033TOC CAOCTOGAGG AOQCTO3CAC 


600 


GCTATCCAQG CGGGATCIAC TCTOCAAOOG TGAGAACCTC CAGQOSGTGA G0303ICTTC 


can, 


GAGAO^ AGGSOCTTAA TAACATTCTC GAG333TT03 ACAACAOGIC GTCOGAGTAC 


720 


AGGCTOOCTG GC 






732 


(2} INFORMATION FOR SBQ ID NO: 999: 





(i) SEQUENCE CHARACTERISTICS: 

(A) 727 base pairs 

(B) TYPE: nucleic acid 
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(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

5 

(ii) MOLECULE TYPE: ENA (gencrnic) 
(vi) ORIGINAL SOURCE: 



15 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 999: 

GATOC303GCG ATQGACOCGT GCTIOGAC30G CCTTCTOGOG CAOO30G0QG IUT1LT1UJC 60 

20 O30QGrP3CftG GfiGCAGSTOC AGOGOSftCEA OCX3GGOG A JG GAACftSTTOC ACAAGTIOCC 120 

CGACACGATC CCToTOGACA AGITOCTCAC GTEATATA.TGG OGOJlbTlUJ AGOQOGTCTG 180 

25 OGTGTAOCOG OOGAAOCAGC AG03CIG0CA TCTOGAAGAC ATCATOCTCT TOOGTCTCTA 240 

CTOOQOOGftG GOQOQQOOGC AOOOGCTCTT QCTCftTOGOG ATOGTTCAGG T^yj 30 0 

30 AOQCTACGQG GTOCAGAOQC TOCICTOOGA QCAGGTATIG ATCMCAITC AOOGCAAGTT 360 

QOQOQGCOGA CAGTCATACT TGATCAIOCC GCTOOGAGQG AAOOCAAAGC O30GCATCTT 420 

55 CAOQOQQOQG O3CTTGCT0G ACACTATOCG GCACACAATA. OOCftACATIG OQGACOJUUU 480 

GAGQCTGGOG CTCGCQOGGT TOCICACTOC GCICAOGAAG OQ0QOQ9GIG CTCAGAAAAT 540 

40 CTICAAAGAC TOGTOCAHCT ACIQOGACAA ATCCMATOS OQGMGATOC CTCATCACIC 600 

GOCCAATOQC ATTCTGQQCT ACCTOCOGCA CTOCTOCACG OOGATOGftCG AATOCATCTT 660 

45 TCAGIATTIC ATOC7ICTATT O3AAAA0O3C AACAQCAAAC CACTOCACGA ACAACATCTT 720 

CCACACC 727 

50 (2) INFCE^JATICN FOR SEQ ID NO: 1000: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LEN3IH: 726 base pairs 
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(C) SIRANDECNESS: single 










5 


(ii) MOLECULE TYPE: Em (gerxxnic) 






(Vi) ORIGINAL SOURCE: 




10 


(A) ORGANISM: PAG1614UP 




15 


(xi) SEQUENCE DESCRIPTION Truvn.mnn 






GAICCTTTIC £OCAACAGCT GTICIQmrra rs-ro-rry^ 

vj^i^,u\ C*-1w:u^jlt GC3GATOAC9CT ACAAGGAGQC 


60 


20 


AGTCAAAGCG CTGACGAACC TOQaQCTtrai rwr™m ™- 

i^-WJIOGA CAGdTEftCA CTOCXXX39GA OQGTO3QGTT 


120 




■RXXX-'iuAAC AACGTCTACT C^VCTTcry-rx^v rpr^»/vw« 

1 ^i^TOOOGSr AGAQ3A093T GCirZAGATOG AQCTOCTOAA 


180 


25 


QQ3CEACCK3 CAGCW3TP3C QQCAfiGArrr fw^&rrvw, ~, _ 

WCAGGAGCT G3CCA0Q0QG CTOCTOC^CC GTOlCTftTOG 


240 




v~*-^va.i U^AAbriiui^ 0_K**XTIC AGTTEA3GAA 


300 


30 


CAAi330^Jl<3 TAAGQOGAAA TAQCTTArrrra ry^Trawv^r^ 

J-ftWjiACGIA ^i«3CU30G (X&G3AACTA TTTACAAAGT 


360 




TO^AIC TTO^ TCiraGT TCJ3W32QCAC 


420 


35 


A033CGSAK3 CTOQSAGCTG TIO^nnfTTT^r Tnr&rr^nry, 

i ^ uv ^ UiUI TICAOGATOG 03TTCAOGTC AATOCIGAGG 


480 




IVXjWl^J.-ri'i' TO(3a3rTra\A nrr r rrrr:7i i 7r^ mrm r- * 

^-liQSATC GCTICTGICftG OQCCTOGftQG 


540 


40 


ALAOGCICAT AGICK3CMC T1CT1TCA03 OSCICTITCT AnjITTOGAA QGACTGAGOG 


600 




ATGTCTTCGA TAC093GCTC GACTCIQCIG ATCA.TCTOS& TOQQCTOQOG CAflCMCTOA 


660 


45 


TO303GIQQC TC?riO303Tr 0Q03TO3£1A ATCATCTOCT GSATITOSIC A30Q3TCASG 


720 




O0OGAT 








726 



SO (2) INP0RMAT1CN FOR SEQ ID NO: 1001: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 704 base pairs 
55 < B > TYPE: nucleic acid 
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(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

s 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
in (A) ORGANISM: PAG1615RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1001: 

GATCATICAG CTOGAOCTCA GCCGACTACT GTTTOGACCOC ATWTPCACTj T000O3AGCT 60 

GCAGAAOGAC ATOGTOGAGA TICTOOGCCA GTAIATGCTC GACTOGGQQC GQOOGEACAA 120 

GCAGGGTTIC CATGAGCIAT QOGGCATGIT CTACATQCAG CTTTAOCQCA AOQOCTACCG 180 

GGAOQQCATC CftGCACACCA OGCTACATAT GITCAAGGAG TTCATOQCfiG AG^EAGCICT 240 

GACCTICTAC GAOGAGQGAA AOCICATOGA CTQGfiOGAAG AACACX3TTIG AAOOGAIACT 300 

TOGACAOQOG TIQOCftGGCT TGTAOGAGCA GCTICTAATC CAOCATGAGC TOGftCAACIC 360 

GATATGGdC ATCOGCK3GA QCAGGCK3CT CTTTCTOCGA GftGITOGAGC TGGf^TPCPC 420 

GCTTIGCTKS T3QGATCACC TOCTGACATT TAGATACOCA GEATOOCAOC TOGTAGCAGC 480 

CAITATOGTr GOCICTCIGA CACTCA3TCT ACAAGAACIG CATIUCTSTC AAGACCAOGG 540 

OGAOCIGATO TCTATTCTAC T3CACTA00C TCCTOGAAGC TOCTGAGOQC COCCAGATGA 600 

TOOGCICOQC COQGACQCTr OCTGATCT3T GGCTOGOOGA ACAATATCAA GACATQCAAC 660 

TCATCTOOGA TTCACTAATT AACTOQCACA AOGQOGOCTC GTIC 704 
(2) INFORMATION FOR SEQ ID NO: 1002: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 706 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 
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(ii) MQLHTULE TYPE: DNA. (genonic) 

£ (Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1615UP 



10 

(xi) SBQUENZE DE9CRIFTICN : SEQ TD NO: 1002: 



15 


GATCTO3TIA TICraGACAA CTO, T pa^CI^r OCTOCTTICT OKM^ 


60 






120 


20 




180 




QC&TOCTTIT GftAQOQCCIA GCn\CAOGftG CGCTOQGAOC AlOQCfiGQCA CXQOaOCOCT 


240 


25 


AOKXXafiGG CQCCTOOOS CAATflOSXA QGQQOGIQQG CCOCTriTCG 

V ^*^ J V " V - V "^-- 1 1 J- J-VAjr 1 Aflb i BATATA. 


300 




^OG^ GCXXX^ GCX^m, aXXX^OGAC AATOGCTPCT O^n^CA 


360 


30 




420 






480 


35 




540 




CAT Sax^SAC C^C^C^ T^^t^ C^GAAOXT GOUmrT* 


600 


40 


TCAAQ30CTA CTOQCXX3C3AC CIGA3GCT3C AQ00QCAOCT G03OGACAGT AQCTQQCTOG 


660 




CQQ3CQQQCT GGAGCOQQOC ACAGAAQOOG TOOQCQOQCT OGTOGA 


706 


45 


(2) INFORMATION FOR SBQ ID NO: 1003: 





(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 687 base pairs 
50 (B > TYPE: nucleic acid 

(C) STOANDEENESS: single 

(D) TOPOLOGY: linear 



SS (ii) MOLECULE TYPE: IKA (gencmic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PA31616RP 



(xi) SE&JENCE DESCRIPTION: SEQ ID NO: 1003: 

GATCTOCTIC AAGAGCTCCT TCTQGEAGGA OGAGOOCAGG ATGAAAATCT TOGAGAOQGT 60 

GACAGQGICC AQGAAOGGCT T3AACAGGCG GAAT30GQOG GAGAAGOOGA ATGQOGCGTT 120 

GATCATOTAG AACTTGOOCA TQOGCTOGQG GTAGIAGTIC TO30CGATCT TCGAGQQCIC 180 

QOGCAOGTAG CIGAGCAOCT GOQOQGCTGC GGAGATQGAG A3GOOCITGA QGICTAGGAT 240 

GGTIGCAGGAC GICTOGAOGA QGCAGTOGQC CIX330033CA AGOTGEMXG 300 

OGAGAAGGAC TOGTACTOOC ATATCAAGTT CITCAGCATG OGCTOCTOCG TCGTCftlCTT 360 

GTACATCTOC GICAGGTCCA CXX30QOOCAG CTOCTOGAT3 TACAOOQGOC I XXO^JOCIT 420 

CTCOGTCTIG TOGEAGTACT GOGGGTAGAA CITOGOCAGC AAOGGCTTTT OCTOGTAGTC 480 

GAAGTCCTOG AAGATOGTCTT OCACQGOGIT TTOCTTAOQC CACTTCTOQC AGTICICAAA 540 

CATIQOOOQC GCAGOOQOOC AOGTTOGAAC TTGOQOQOOC GCAGAAAOOG CAAAAGGGTC 600 

GAGTQGTCCA GACGCTP3GT GAATOOQGCC TQCTICAGCA OCTTOOQCAG CICCTCCAQC 660 

gocxxttoog tgctccgcic cxticagg 6 e7 

(2) INFORMATION FOR SEQ ID NO: 1004: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 685 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDECNESS: single 
so (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

55 (Vi) ORIGINAL SOURCE: 



10 



15 



20 



25 



30 



35 



40 



45 
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1253 



EP0 866 129 A2 



10 
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25 
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35 



40 



45 



50 



55 



(A) ORGANISM: PAG1616UP 
(»> SEQUENT DESCRIPTION: SEQ ID NO: 1004: 

^TCADdTT T39CAOGAAC gocacagaaa atccattaog cgatickxc qqitcattic 

TCTACGAATC QQGAAATGAC TO3TCQCCAT G3CACAG3TC ACTATCQCAT TIOGTITO3G 120 

OOC^TTIT CITOTAGAAA CXTQCC^CCC IXXXZ3GAT*; QQCTmcCT 
CACATCAQQC O^AAGOGAC AATAAITCJQCA GAGCTOCTIC TI^TIC^T CICI^CO^ 
CTAAQGTAAT O3AT0QGACA QGCACACTOC TAOQGTAATC CTCTCAGA3A (XIAGATIOQG 
TIQCATAATC ATCTOQOCTA CAQ3Q00GTC TTICTTOGAG CXXM3VICIC ATOCAAGATC 
GCX^TOOO^ ^AO^XA OCITCA<XAT TEACTQGTIT CITITK^ TTTICAAAAA 
GAAAOGAAAA G^AGA^ AAAGCAAACA TTACIAa^ CATTIAAAAT AQOIO^ 
CAQG^C'ICTA CCTCATTCTC QQQCX7EAACA QCAOCAGCAA TCITTICTTjIC ACCOCTIX3TG 

OOOOOAAICT Cn^tXTO^ CC^OGG^ A^GCAACT CATCACTCXTT TOCICCGA TC 
GCTACACGGA CTOGAGACTS GCCTG 
(2) INFORMATICS FOR SBQ ID NO: 1005: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 703 base pairs 

(B) TYPE: nucleic acid 
<C) STOANDEENESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1617RP 



60 



180 

240 

300 

360 

420 

480 

540 

600 

660 

685 
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(Xi) SEXJJQQCE DESCRIPTION: SEQ ID NO: 1005: 

GATCITCACA CCAATCGACT TCXX9GAAOGC CTCACTCAAG GCX7IXXCTCT TOGATA3CTC 60 

CAAOGAGAftT AIT7ICTGACC CTOXATOQC TCTGAAGG9C ACATCT3CX3C CCAGTCACTC 120 

CGACAAGOOC ATOQCCAGOG OWiTl'lUOC QGTOGAOQGC GGACCAGCAA CCAACACQQC 180 

COQOOOQGCA ATOGTACOGT TCTOCACCAT TTIGftGAATC AOQOCTQOQG CCCTCCQOOC 240 

CTCTAACIGG CCCAOCATTC CXTOOGftOCT CQQCTEAGQC TOIAGCTTCT GGICCftGICC 300 

CAQGOCAACA AHX7T3CGAAT GICTCQCAAT TAGOGACAAG GACTTCAGftG ACATCTDQVTG 360 

CQOCTOCICT GTITCAATOG ACAIATTATA GAICTTTCAA ACTTTCAAAC OJICAAGAGA 420 

GTCCAATQQC CTITCTOGAT GAOOGTXTAA CTCTICAAAC QGTTCTOCAA CATACCAAAT 480 

TITQCCGGAG CXTCAGGACT AAAAOGCATC ITAIAOGAAG TCAAGAAGAA GCATCCTITC 540 

AGCTQCEAGC AGTTOCTIGA CTCTCAACTT GCTQCGAGCE TOOQGTCTCA TOCTTOGCAT 600 

GGGAGAGTCAC ATATCTO3IT GCAAGOCACT TH3GAAOCTC TOQGCTAACG AICTACGCAT 660 

CAOOGflGAAT QQGAAGOGGT ACITOGTIGAC TOQGCTOL'IC AGT 703 
(2) INF10RMATICN FOR SBQ ID NO: 1006 : 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 696 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1617UP 



BNSDOCIU: <€P 0666129A£J_5- 
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(3d) SEQUENCE DESCRIPTION: SEQ ID NO -1006- 




£ 


GATCAGTTOG TOSAAGAATT CATCTTCATOC AGftGAAATOG GMfr^ 

— ^- ■r M -] k a rttt rtj.vAj ^rftfyacAATTr ATOCTCAQCT 


60 




COCIOOOOCT CTTCTCTTIC TAOOGCCAGG CCATOCflGOC ATOTrarr^ 

— « v-\^viv*-hl**_ AIUTCAGQOS CICAACACAC 


120 


10 


CTAGTCACAA ACTOGOOGTr GTCCTCACAG OCIATGCGTT rrjnuuwrw ™, 

WTAAATCTT AAGQCCATOT 


180 




GATCTICGAA GAGCT3ACAG AAATICCCGC TCEAAATICT PA^^^r^ 

v-^n-^, ivji>4ftftj CAAAGAAACT GTCCAAQQQC 


240 


15 


CHATCCTICA CAAAGTCX3QG GOQCCGCTOC AQCACMTTT rr™*^^ 

^ «^ALA3Urr aZftGCTItET CTCTICCCCC 


300 




GAG3COTIOC TCATOCTOGT GGQGATK3CA OTQnrrvr -rrr^r-^-, 

^ Lil ^i^ TOa^X'l^TC CAACTACGTA 


360 


20 


ATTTTAQCTA TO3AAAATTT TCCCTOCTOS OGATCAGTTr 

^-vaftHaAGCTC AOGAAGTCTA CAIA0O3ATT 


420 




GACTAAGACA CTItXCAOCC CTTIQCX3CCT CMTrr-ar-ra 

<-ATOOCACI?V C^OCAAGGAC CICIGGACAT 


480 


25 


OGAGGATCAA CTTOOCATCA TK3CGGACQC rrr^a^o^ ^ 

^ jALJ ^- °^3CATAG3C GATCTTCACA QCCTCAAGCA 


540 


30 


AAl.Tm^ G^TOG ATOCAAAQCT CXTIO^ TOC^CX^C C^CGCT 


600 


cia^c™ cn^cA^ crooa.ocAA a.GACAaxr aa^oax gciaaci^ 


660 


35 


GAGOOOTOOG 0333ACGCGA CIX3Q9G 
(2) INTORMATICN FOR SBQ ID NO: 1007: 
(i) SE3QUE3SCE CHARACTERISTICS: 


696 



(A) LEM3IH: 360 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEONEESS: single 
<D) TOPOLOGY: linear 



45 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

50 (A) ORGANISM: PAG1618RP 



(Xi} SEQUENCE DESCRIPTION: SEQ ID NO: 1007: 
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GATCOQQOGT Q33GAAGAGC AXTTATOCT GAAG33CTAC CEAAGQGACA CAATCCOOOC 60 

COXCOCAAA AAAAAAAGCA TGAGACICIG TATCAGIAGG AftSTCTATOG CAflCTPCTIA 120 

TTTMOCTGT ATAICTCCTT TCCGCGICTA GACAKK30GTT 1QGACGAGIA TOCT0GA3QC 180 

QGAATATAAC CTAtJiTrrrr GAAGAGTAAT ATOGACTTIC GftOCIGCAAA GTftCCJCTCTS 240 

raGnroOQGT GTCAGACACT CATOQGAA03 CAATICTIGC GGGATCACX3G TATOCTTCTC 300 

TTOEATOCTA TOCTAQCTAT AQ3CTCTQGA Q33CTA1UCA GAGAGATATT ATCOCATEAA 360 

(2) INFORMATION FDR SBQ ID NO: 1008: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEM3TTH: 637 base pairs 

(B) TYPE: nucleic acid 

(C) sraANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

{vi} ORIGINAL SOURCE: 

(A) ORGANISM: EAG1619RP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1008: 

GATCAACAAT CTQ00Q033C TOCTCCTCTT CO3O0O330C QGIGATCIOG ATAGCTADGA 60 

OCCTCTCG33 ATICCGTCGC ATACAGOOQG OQCAOGGGTC OQQQOGATCA TOGACACCCT 120 

CAAGAGTEAC ACOGGCATCG AAGACTIOGA CTAOCAOS\A CCWSTGAACT QGC3GOCAGCA 180 

TOCXXXTATC CICATGAT33 CXOTCCOOGT AGIAATCATC CTO03CAACT ACK3CTD3GT 240 

TC7IX3C7ICTQC ATOQOOCTIT TCCX3QCCICT GIQQQGSriC TOCTOCCTCT CGATOGICAT 300 

OGCACTK7TG AGO33QG0GA TCTTCAMCAA GATTAAGGAC ACTCDCTAOG TOG3CTOGTC 360 

0QCTGAT3QC AATTAOGTOC AGTACTTQGC AATCAG3CAG CAACftGGTIC AGITOGGQOT 420 



55 



DNCDOCID: <EP 08661 ?9APJ_> 
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GGAAACICAA ATCA'TCTCCG TCATATATOS OCOCTCAGC QCAQ3AGT03 MCTTOC 
CATTOQCACC AAAAQCATCA GAQCTT!ACI& CATCAAGiaC AACEAIAQCA TQCACGCQGT 540 
03K3CACITC TITOOOC TO300QCAAT ACTOCTIMC TA2ATCTCCT TOQCOQQCCT 
GCICOCAGIC TTQVAACTGA AGAACTnGA CTATICA 
(2) INFORMATION PGR SBQ ID NO: 1009: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 720 base pairs 

(B) TYPE: nucleic acid 
20 (C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: IMA (gencmic) 



480 



600 
637 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1619UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1009: 

G&TOGCTK3C TO3AGACCAC AGATTTTCTA GCGTTGTCGG TAAGG3CGAG ATOGCGTCGA 60 

CAACCACGGA GGAAAAQCTC ATGAAGCTGA ATOCAACAQC TACAGATOCG AACAAITrACA 120 

TTAATACTGA TACXTACTQOS AQCAAGCCGG CTOCACCTTC CTCAACAGAG QCK33ACAQG 180 

CAATIGAACG AGAAAAAAAA CTAGACCGGA QGCAGACTGA GAAGGACAGT GTAGAGAQCA 240 

CCAAG3TTGA GCGOQCGGTA CTAGATOCAT CGTAOGTAQG GT3GAAGCAA ATCGGOQGGT 300 

G3GAAGAGCG CGACCGACTC ACCGAAGATG ACCTOCACTG Q3AGCTIGAC AGAGAAACCT 360 

TITrAAOOCA rciGCraeCT GOTOCTOOCT ATOQCGACPG CTATCACTCC GtfGGGGATAT 420 

tcttcctogg axMrrriA tcgttto tgqgctactt CAASTTCAST TIATCACCTC 480 

TATICTTOGT AATGGTITTG AOTQCTTIQC TATAOCGTAC ATCGAnTOG AAGTACAGAG 540 
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GGTCGATAAG QGAACTOGTC CAGAAGGAGC TCACAGTOCA GAAAGTAGAG GATGACEACG 600 

AGAGCATOGA CK3QCTCAAT AACTICTK3G ATAAATICTG GAOCAGAATA GAGCCCAACA 660 

TTTCOGIGAT QCTTCT3GAT CAGGIGAACC ATGAATIOGC TAAGAACOGT CHGTOOCQGG 720 

(2) INFORMATION FOR SEQ ID NO: 1010: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 664 base pairs 

(B) TOPE: nucleic acid 

(C) STRANDETNESS: single 

(D) TOPOLOGY: linear 

(ii) M3LECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1620RP 

(xi) SEQUENCE EESCRIPTICW: SBQ ID NO: 1010: 

GATCAAACTA TITCITGTrr TOITOGTOGA AGCAIEACTTT OTIOGTACT AACTTCTTOG 60 

CTCCZCIOCA TAAA1TOGTA TTCCCThVlXJ GGATTAAATT OOQGACCCAA GGTAACGACC 120 

AAAAACATEA GAGCAATAGA IXXOCACACA AAATAGGOCA TAACTCTACC ATAA3CAIAC 180 

AATTCTITAT TOQCATTATC GAGTTGGAAAA TTICTTOCAA GaJlOLTl'lC AAQCAACGAT 240 

GAGOOGCTAG ATOQCAAGfTT TCCCAA1TCA TATOCCAOGC CCACGAAAAA OJlTi ' lUJlG 300 

TCTGAGITTC GAGCTAAGCA GPGTAAATGA TCTOQGACAA G30CCCATOC TCCITCAACA 360 

AAAAACIGTA QGAAGAACAC GGACACTATA ATACTICEAT CATCTACAAA TCCCCACGGA 420 

TAAACAAGAC AGQCAQOCAA CAAAATACAC ADGAG3ATAA CAACICITCT AGAGCTIATC 480 

CIQGAAAAAC GIGAAATGAA AACTOCACCT ATTATAGCAC CAACGTTG9C TQCACAATTT 540 



BNSDOCIO: <EP 08661 29 A2_l_> 
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20 



2S 



GTGADSacnG ACTGA.TTO3G AGAATAAOCA TOM TCAGCATOGT TO3AAAGAGA 600 
CTIXBAGAOG CATCAGAAAA GTEAATTATAA OTOSICAraA QCAATATCAT CTAGAT3ACA 660 



ATGT 

10 (2) INFORMATTCN FOR SBQ ID NO: 1011: 

(i) SBQUENZE CHARACTERISTICS: 

(A) LEM30H: 727 base pairs 
75 (B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY; linear 



(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1620UP 



664 



3Q {x± > SEQUENCE DESCRIPTION SEQ ID NO: 1011 : 

GATCAAATAA AAATAGAAAT TAQCTTAATC CTAGAGCA3T OGTTTEACAC ACX3AATAATT 

OS TCICAAATTT CTAAATAATA ATTAACAATA ATTTAAATIT GQGEAAAAAT 

TAATAAATAT TAAOGTAIAT AATAATTATA TACTTTAIAA AA3TACTCAA ItHTAOTAAT 

4Q AAATTTATTT CTTATCATTA ATAATGATGT AOC^ACICCA TATAATATAT ATITICAAGA 

TICACIACEA CCICATOAAG AAGCTATTTT AGAATTACAT GATAATA3TA TATICTATAT 
GTTACITCIT TTAGOTTAG TTIUITCAAT AATAATTA3T A3TATTAAAG ATTATAAAAA 360 
TAATCCTATT CTTTATAAAT ATATTAAACA TOCTCAAATA ATTGAAATTA TITCAACEAT 420 
TTTACCAQCT ATTATTTTAT TAATAATIX3C ATITQCATOA TTTATTITAT TATATTTATG 480 
TCATCAAGIT ATITCAOCAG CTATAACTAT TAAAGITATT G3ITIACAAT GAXA3TGAAA 540 
ATATGAATAC TCAGATTTTA TIAATGATAA TOGIGAAACT ATTGAATATC AA3CITATAT 600 



60 
120 
180 
240 
300 
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AATTQCIGAA GAA3TATTAG AAGAAGQGIC AATEAAGAAX GTIAGATACT GATACTAGTA 660 
5 TKJITAriOC TGITGATACT CATGIAAGAT TEftTlUl'ISAC AGCIOCTAGA 'lUl'lA TTCAT 720 

G&ATTIT 727 
70 (2) INFORMATION FOR SEQ 3D NO: 1012: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 665 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY': linear 



15 



20 



25 



30 



35 



(ii) MOLECULE TYPE: UNA. (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1621RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1012: 

GATCCACCCA OOOGTACCIC CTACITOQOC GTAICPQCGfr CICCGTCGQOG Cl'lUJUUL'lU 60 

AGATOCTC1G GQOCOGAAAT GTACTCTCAA ATOGGCTICT TCAGIQQOOC AIACAGCICA 120 

TTAAGCICAG TQQOCOOGAT GCTTAGTAGT AGCTOOQOCG CTCTTCATAC TCC ' lUllTlt? 180 

4Q TATTATICAT CITCCTOTAT TITCTCTLIU TGTOOQCTCA OQ0CT9CAGG QQQGACIGCC 240 

TQQOQOGOQC OXCICTCCT GCTITCTCGT CT3CTGTCAA AATCGACAAA CICCAAAAAA 300 

45 TOGAATTTGG OGO0OOOGAC AGCTGATEAA GCTOQQQCAT CICTATTCTC TATAAATICT 360 

TAAATTAACC ACACICTGAA GOOCTQCAAT CCX3CAOGCCG COQCAQCTCA ACTCTTOGTC 420 

50 ACAACCTAGC OOQ3QGAGTC CAGTCTCACA AATACAAGQC CIGG3ATATC ATGTACIGAG 480 

G0CICCIGAA CGITTIOGCr TITTTCTAAA ATOGCK?ITC ACACTTCTTAG OGCAAAAAAA 540 

55 ATAATTTAAA AAAAAAATGT AAAGICTEAG TGAAAT3AAA AAATAAAATA AAAXAGACGG 600 



BNSDOCID: <EP 08661 29A2J_> 
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CCAGCTQCAG AACAOCICTT CAAMCAXftT AACTAQCATA OQCAIAAACA TATOCITCTA 660 
TACIC 



665 



(2) INFORMATION FOR SBQ ID NO: 1013: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LE2K7IH: 666 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
75 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencraic) 

20 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1621UP 



25 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1013 : 

GATCICTIT3G TICIOQCATC GAT3AAGAAC QCAGOGAATT QCGA3AAGIA TTOIGAATIG 60 

30 

cagatitiog tcaatcatog aatctitcaa cx5cacato3c gtccictogt aitccaggog 120 

GCATOOCTCT TTCAGOGTCA m vJLTJfH; AAAO0CTQGG GTITO3EAAT GAGTCAIACT 180 

OGGTOSIftAG ACAAGGTEAA CITCAAAATC QQ33AACTIG CXXX33ACTOC 240 

QGICTGAQCT AGriTTCTACA CIGOCTATEA GGTTTOGACC AGATOGTOSA GTOGAGCIGG 300 

OQCTIGAAGA ACGTA03ACA AACAAGQCCT TCCAGOOGAA TAGTATTCCC AAAGTITCAC 360 

4S ^TCAAATCAG GTAQGATTAC OOGCTSAACT TAAGCATATC AATAAGCGGA GGAAAAGAAA 420 

CCAACOQ9SA TTOOCTIAGT AAO930GAGT GAAG03GCAA AAGCTCAAAT TTCAAATCTC 480 

£0 GcxsccrrosG coioogagtt gtaatitcaa gaaagtacct tositocirg TCOCTCICEA 540 

WtiGG AACAOGAGCT CATAGAGGGT GAGAATCCX33 TCTOGOGGGG GTOCTAGTOC 600 
55 CA.TCTAAGGT TCTITO3AOG AGTO3AGTTG TITO3GAATC CAGCICTAAG TGGGTOGTAA 



660 
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ATTCCA 

(2) INFORMATION FOR SBQ ID NO: 1014: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 676 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECTJESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1622RP 



666 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1014: 

TITITTATIT ACATTATITA ATEAAAAATA A3GA3TIAAA TAAAT AITIT 60 

TTATAAAAAA TAATEACT3C ATICTTACAT GITCATEAAA GAATSATEAT TATCAAAAOC 120 

ATCAACTAAT TGTTATATAT TTA3TAAATA TTAAUT1CAC TTAATEAAGA A2TMGAACT 180 

35 TTAICEATEA GICTQGQCTG TTTCOJl'IUT GATTATIAAC CTEftTOOCTA ATAATCIGAA 240 

ATATTEAAIT 1TAGATEAAT AATAIATTCT GAGATTEAAT ATrTTTAAEA AAATAAATAA 300 

40 TEATTOCCTA AATAATATEA ATAACTATAC CATATATATC TAAEATTEAA ATAATCATAC 360 

TAACATATCT TTOGTAGAAA AOCAGCTATT TQCAAATCAG ATTTGACITT CICEACTTAC 420 

45 CATTATICAT CAGATAATAT T3CEACATEA ACCToTICAA TOGITITEAT ATTTEATIAT 480 

A1TITAAATA TAATAAATAT ATA7TITAAT CATTT3ATAA TM3TAAGATC ATCTOCTTIC 540 

50 GGGTTAATTA ATATTAACTA AATTTAATIT ATTTEAATEA A37ITEAACAT TSTEAAAXAT 600 

TTATATEAIT TTTAATATCA 'I'l'l'lTl'ATIT TAATATEATC CEAATAHTAA TTAdTQCIG 660 

55 AOOCATEAEA CAAAAG 676 



1263 



EP 0 866 129 A2 



(2) INFORMATICS FOR SBQ ID NO: 1015 : 

5 (i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 718 base pairs 

(B) TYPE: nucleic acid 

(C) SIT1ANDECNESS: single 
10 (D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: ENA (genomic) 

75 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1622UP 



20 



(xi) SEQUENCE DESCRIPTION: SBQ TD NO: 1015: 

25 GATOCAGTITA CTCACTAGAA TCATAAAATT AATAAATATT ATTEATEAAT ATriQoTEAA 60 

CAATAAAA3T CAATAA3TEA ITIAAATAAT GATEAAATAA TCTCAAXATA AAATTATEAA 120 

TATAATCftGA TA1MMTIT TAAAAAGAAT ATATAATEAA ATAATCQCAA CCAAAATITC 180 

TOQCAGC^GC TCXX3C7IAAGA OWKGGGST TAQOGTTAAT CGTAATOGCT TAAA3GGITC 240 



35 GTAGAATCAT TATTTAAAAT AATAATTAGA AITAATAAAA ATAATTTAAG AATEATTCAA 

CTAAAGATCA AAIAATAAOT ATATCAATAA GACTTATAAA GIGAAAATIT AAATEATA3A 
4Q TTAAITCACA TIGAGGAAOG AAGQCEAAAG TAGCAAATOG GATICGATAC CCG^EACTT 

TTAGCACTAA ACAATGAATA CCTATTTATT TTTIATTAAT TAAAGAATAA ATEAAATCAA 
45 AATTAAAGTA TIOCQCCTGA TGACTAOGIT AGCAATAATA AAAATCAAAA CAA3AGACGG 

TTACAGACIT AAGCAGTOGA ACATOTTATT TAATICGATA ATCCTCGATA AAICTEACCA 
so TrrriTGAAT atttaattat AATAATTTAT AATTAATTAC AG0CGITACA TMITOICTT 660 

CAGTTOGIGC TQCAAAGTIT TAGAATTTAT CATAAAOGAA CATAACTCTA AATATTTT 
55 (2) INFORMATION FOR SBQ H) NO: 1016: 



300 
360 
420 
480 
540 
600 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH; 747 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDECNESS; single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencrtdc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1623RP 



(Xi) SE&JWCE DESCRIPTION: SBQ ID NO: 1016: 

GATCACAAIC GCATQGTATC ATOGTTITEftG AATCAAOGAA AIATGACAAA ATCAAGGAAC 60 

ATATIX3CCAT AAGGACTTCA GCTATEACAG TOC3CAGATAT TCEATCGAAG TOCACI&GT 120 

ATQGTTTACT AOCTATAOCA AAAGAACAAT TTGAACAGAT TAAAATOGAA TI2GAGCATC 180 

CAAAGTITAC TAGAGAGATC ATICTT3AOC AOQCIGGTGA CTTOGACTEA ATIGCAGK3G 240 

AATTAAAGGA ATACAATOQC CICAAAAAGC AATOQCAGtfT C I lX T r iUbT GACATTITCG 300 

ATAGCATTAA CACTCAOGAG GAAAGIGAAG CATCTGA3TT TCAATATCAT GAT3AOGW3A 360 

TAAAGCAQCT TAACAAGACA GOCAAAOC3CT TTQQCTTAIIT ATGTCATTOCA GAAGCTGOGTT 420 

TEATOQCEAC TICOGTOQCT AGCAOQQCTG ATGTCGAIAA 1l?IOL?iajlG CTACCAATAA 480 

GCTACTAIAA TAAGTTGATT GCGAATGAAG CAAAGAGOCT OGAAAftGCIG ACTCACTOQG 540 

ATCTICAGTC AGAAGCTAAA AAACGTQGCT ATCATATAAA TITCAQC7ITC CAGAAGGAGG 600 

ACXXTCCACC GOCGOCTTCA ACOCTATOIC CTCCAOQGAT QOOGAAGTTT TOCOCAAAAC 660 

OGirCGACIT TCICACTAGA CICAAAAACT ACTAGAAGGG OGnTAATCA GQCTQCTACr 720 

GTOQOOQCAC AGAGCGAA3T TCAACAG 747 
(2) INFORMATION FOR SBQ ID NO: 1017: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LEW3IH: 758 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genordc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1623UP 



(XL) SEQUENCE DESCRIPTION: SEQ ID NO: 1017: 
GATCAGOQCA AAACACAICT CTATIOCCAG CAGCATCIOC TCCICCACCT GCCQCATOGC 
CTOC3TITOCA AAGOOG7ICCA CXTU300CTC AAATCAAATG CTCITO3GAA TSOTCIOCAG 

CTCGTCTOOG OXaOQQOCT AATOCTCAGC TOCQGAGCCT CCTOQQGATA 

COGCTOCX3GC AGCGIAATOT OCACCACCAA GJX3CTTQCVCC TTOCTCATCG CW30CGCCGT 
GAATGAAGAG CTIQCCAGOG GGATCAGAIC CTO TCCACITCAA ACTOGMTTT 360 



aXGTACIOC OCGCACAOCA QOGTCAAdC ATOQOCATfiG ATOGACICAA GCACTICCAG 
CKXTOCITT TOCTCXTOCT GATAGTCCAT AOCTATCQQC TCGACCAACT ATCAGCCCAC 



60 
120 
180 
240 
300 



420 



40 ^^UuHHLT A^UAUUOCAC 480 

Q03CAGCTTA «**^AOC GITACAGCTG CAG7K3AOQG TCC0333GAC GATOOGCTAT 540 

ATTTTTCQOC TATACCADCA CTTATC1TAC OOSGICIATA CT3CTC3CTCT 600 

OOGADCICAC TCATOGTOCT GTO0O3O3Q3 GftCIGCTOCC TO3IG03Q3C AMTCCCCAC 660 

£o CXXTCTCAAC GCTOGITCCA TCTOOGICAC Q3CITCACCG MCGQGftATT QCGCGCOCCG 720 
AGAAATC7ITC QCGAACCATC CIGCftCTEfiG OCTTACTC 

758 

£5 (2) IM^MAITCN FOR SEQ ID NO:1018: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 690 base pairs 
5 (B) TYPE: nucleic acid 

(C) STRANDEONESS : single 

(D) TOPOLOGY": linear 

10 (ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1624RP 

15 
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(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1018: 

GATOGCAOCT CATTTEACCT ACAGQCTOGG CTTTTGAAGA AGACGQCT3C ATOGTACAAT 60 

CTOOTAGOCA GGATOCCADC TGT3AOCAAG TTOQOCBGAG AAOOGAAGCT GCAT3AO0CA 120 

GTTAGCG3CA AGTACAAG9S CGAGCTOSAT ATAATGADG3 AT^SATTAAA CAGAAACACA 180 

GAGAOGTACA AGACACQ09C TOGGACTTQC GAOQGGCAGA 0QG0G30QCT GCACAAGOCT 240 

TCTAAGCIGC QGttTTATOGA GGACAAGCTG OGoTOQCTCT TITIDCAGCA GCAIOOCTOG 300 

GAGCTCTOQC GGQOGAAGGT GCTOCTTOGfiG AACATQG3AA ATCW3CACTA CGACTOCTOG 360 

OGGATCTIGC AGCTAG3CAA GCOQCTTCAC GCTSAGICTC TOCTGCAGOG GAOQCT GTA T 420 

CK3CTGAAGT CQQGCGCGCA O03GGAGATC CTOGOGGCAT AOGAOCAGQC QOQGTTTGAG 480 

TTCTATOGTC TCAGGATGCA GCAGGAGCTG GAGGAGCAAA TAGOGTADGA QGAGQOCAOG 540 

ATQGTIGQOG CTCTGTTCAA GACAACOGCT GIGGAGCADG GTCTOCAGCA AGAGCAGAAG 600 

GKXTCGACA AGTQGAAGGA GSAGGTOC?IT GCOGGGTITQC AGCTGOTCTC TQOGAAGAAG 660 

AACTCTACAA AGCAGTOGTC GGCCGAAGCC 690 

(2) INFORMATION FDR SEQ ID NO: 1019: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 742 base pairs 
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(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
5 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA. (genonic) 

10 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1624UP 



15 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1019: 
GATCATATAT CTIOCK^ TA^ICTOT Q9GAAGCAGC TCTOCTQQGG GAATCACACT 60 
^TOOCAOGA TQGTAACTOC AOTGATOCAT GOCTOGITAT AACTGAGCAG 120 
A^TOZAT GOGAACAGAG GOTITIOCTr GnCCTIGCC ^ITOXCCA TICCCCA*^ 180 
TOCACIGGAA AATtJPGAATC ATPGATOICT TOltCTO^ ATOC3CT3QQC TCAAAGATOC 240 
^TCOGGm GACXX3CATIC TCICA^ AACK^X GGCGO^A G^^CAGAT 
®TCAAICIG AAGTTGAGGC OCAGCADGTG TOCTEAAAAG ATK3EAATOG GGTOCTOCTT 
TOK^TOC ACATOPGGAA TEACAAATGC CAT3CAQQCA AATCICCICC CTOCTT^GAA 
TCAGATTOCA ATCACCTTAT CTCTDCCICT G3TAAGACAA TOGTACXZAGC CXXTICTOOCT 480 

aorioocra cix**ci^ t ctatcicgaa aciogcicct q^actiog 5 40 

OCCIt^ ACAGICCAOC TPOGCATAAT TOTCATCCCT TAGATGAAOC TOCCCCA 600 
^I^ATCA C^IO^GAA AACTK^ TO03GTAAAA ADGAGATCftG GACATTCT3C 660 
1ACAA3GATG ATOItS^ TI^GAOOG TOH^AAGC CATIGICCIA TTOCAATCAC 720 

TTCTOOCAAG TTOCCTCTCA TT 
50 742 

(2) INFORMATION FOR SEQ ID NO: 1020: 



20 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LETCJIH: 725 base pairs 
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(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 
5 (D) TOPOLOGY: linear 

(ii) M0LE3CULE TYPE: ENA (gencmic) 

10 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1625RP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1020: 

GAICAACTAC GAGGACTTGA CGAOCGCAOG AOQQGAGCTC G03GO0G0QC TOQQCACTTT 60 

QGAGAAIATG TAGCQCACAA CATCAGCAAT GTTACAGEAC AGftOGTCiaT CX3GOQQGC?IA 120 

CGGCTATGAT GAATAGAAAT ATATRCACAG CTOOCTOCftG CXMCTEAGA MOGCftSAGG 180 

CTIGGGCTTC TCCCAOGftGT ACICCTOGIT AGTGAAGTOC OOGTEAOGAOG OQCTAGCTH3 240 

GTAGATO3GC TT3QOSAOCT OGAGCTCTTT GACAAGAACA OCIG3ICT3A GCTOS^GTT 300 

GHGCGGATC ATCTOGATCA GCTOGTOGIC QGACTTOGIG CIQGTAOOGT AflCTCTO Gft C 360 

GTGGATQGAC AGGG3CTCGG CAATAOCAAT QQCCTAQQCA AACTCAAOCT GCACA03CTT 420 

GCACAGGOOG GO390CAACA GOGACTTOGC GAOOCAGOTC GCAGOGTAOG CftGOOGAAOG 480 

GTOGAOCTIC GAATAGIDCT TTCCGGAGAA OQCAO0G0CA O0GAO0QOQ3 0G3CAC0QCC 540 

GEAOGOGTCA ACAATGATCT TTCEAOOQCT CAGAOCTGOG TCAOCITCIG G0CACXX3ATC 600 

ACGAAG03GC CGAAGQCTGC A2GTAATACT T3GTCTTTTC GICTAGCATG TOQ3CAG3GA 660 

TGA0CTT30C TAOGATQOGA TOGCQCAAOG CGGAACGCAG GTOCTOQGTC GftGATOTOGT 720 



OOQOG 



(2) INFORMATION FOR SEQ ID NO: 1021: 



725 



(i) SEQUENCE CHARACTERISTICS: 
55 <A) LEUGTH: 726 base pairs 
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(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
5 (D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA (gencctdc) 

10 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1025UP 



15 



20 



25 



30 
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(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1021: 
GATCTOQCTC TOOQCCATCC CAAACAAOCT GQGTOITCAC AAGAAGTACT ATCATCAGCA 
CAAGAAGGAA T3QGCXMCT ACX3GGAGAT GATCAAGCAC TATOCCAAOG AGGACCTICT 
GGACAOCAAC ATQCAQQGOG GGrlTEAroCJr OQOGOOQOCA CTCCACGAAA TM3AQCTOGA 
CAACTTOCAG CIOGGOGTCT ACMGGAGCT OCTAACIAGC ATOITOOCCT GAdTCATOG 
AGTKX^GCAT OOOOCATCI-T TEATOOOCAA TACTTTTGAG ACIMIftCITA TATIfcmZAC 
1GATAAACAA TITOC30303C TCTCTCAOGC CtSCIACTIG TICIOCOCCT AGAAGAACTT 
CAGQQOCATC AACIOGAQGT TOTICTDGOC GQCAAACTOG OOCACAOQCA CAGQQQQCOG 
CTICIOSCTG TAQCCQCAGT TCAOGOGACT CK3CAGQ0GG GIGAOCTCCT CCKX3CTCAG 
TICEAQQQQC COQQ3CIX30C GAAACAACAA OCACAQSEAC CQCTGMOCC CICTQCOQQC 
OGGOC330GCA QGGOXATCT GCTCC^^ 

CXXCTCATOC GAQOCCMQG TOUIW TTOCAGAAAG TOGCACTAIT COGACCACTT 
CT3SICOSAC OGOGAQSG^ CAICT33GTIC T3TCATCQQC AQCGT3AAIA QGICCCCIOC 



CIX3AOG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
726 



(2) INFORMATION FOR SBQ ID NO: 1022 : 

<i) SEQUENCE CHARACTERISTICS: 

(A) LHflSTH: 643 base pairs 
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(B) TOPE: nucleic acid 

(C) STRANDEDNESS: single 
5 (D) TOPOLOGY: linear 

(ii) MDLBCXJLE TYPE: ENA (gencndc) 

10 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1626RP 



15 

(xi) SEQUEjqCE DESCRIPTION: SEQ ID NO: 1022 : 

GATCOGTOGG GACCATOCQC AGATO30GCC CTTAATATAA GCXXXTOCTC QCAGQCA'IGA 60 

CCTCTOCCAA CTOOGAOCAT TCTAAATOQC CAGCTOCTQC TTPGATOGTEA 0031030003 120 

CIQGOQCAGA ACTAAATATA QCCATTAATT OOOCTICEAA ATATACATTA CATACCAGQG 180 

CTCCAGAGQC GCIOOOGAQG OGCICOOGAG G03000CAOG TCIUXJOQCA GOGAOQCOOC 240 

TOOGAGCIGG OCCTCIG3QC AQQCAGACAT G0Q0300GAC OOOOOCAOOT TATAIACAGC 300 

CTOQOCIGTC TCATATQCAG ATO3GTCTGA GOGAAAGAAG TICCTOGCIC TOQGAGAAGC 360 

AGTCGTCGTC AOOCTCGOGC TCOOOGOOCA ACCGGQCAGC AGAGAATCTT OCAG0QCTIC 420 

OOGCOGAOOC QCACTOQQOG TAOQOGIQCA QCTAAQGATA Cl'lUAJUULXJ OCOQOGGCAC 480 

CAOQQOOCTC AGCCTGACTT GOGCAAOQQC CATACGCAGA GGACCCDOCT GOCTOCQCGC 540 

TITCCTQCCT GTOCAOOIGA 1CTCAC03CC TGQCTCAGCC QQOCTOGICA AOGATOCGCA 600 

CCAGAOOCIC CAGAQOGTOC CITOGIQOOC AACTOQGAGC CCA 643 
(2) INFCRMATXCN FOR SEQ ID NO: 1023: 

so (i) SEQUENCE CHARACTERISTICS: 

(A) liHSErra: 704 base pairs 

(B) TYPE: nucleic acid 

(C) STTRANDECNESS : single 
55 (D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1626UP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1023: 
GATCCATOCA TATITOOGAA CTAOGAAAA AAQQQGTCAA GftGSOQGAAC CTAAOCTAGG 
TITOGAAGAA TTAATCAATC ACAACATAGA CCITCITACA GGAGAAAATA ATCAA3AACG 
CCAQCTGAAA CAAAAGAAGT TGITAGAQGA QCAGTIQ3CA AAGITOG^SA AATCAAAGGA 
AAGAGGACAA GCAQGCAAQG CX3QOSAAQ3A GAAGAGCAAA GAT3QCAAAG TOGTCAAAGT 
AAAAAACAOC AQQOGAOQCT QOQCAACAIG OQCT30GATC QQQCAIATCA GftACEAATAA 
ATOCroOOOC ATCTACAATC GK3GOGITOC AGCAAACGCA AAOTCAAACG CGAAIQ3GIC 
GACT3CAGCA QCTOCMGIT CITCAG3GAT QOOCTCAAAT AA3AGOGC7EA CXAGCAAG7IC 
TMAACIOCT AATOX^IA TTOOQOCGAC TTCAITCGAC TftGCTOGCAG TATAATATAT 
ATCTAATAIG TACCAATICT ACTICTITOG ACIGCTA^ AACITICKr TCTICTTOCA 
TCACATGTX3C AGC^CTOCAG CACOGT30QC CTOQCAAmc TTATOGACOG CGGCACQGK: 
GQOCTOCTAT CCAGCCTACG CTATCTATOC TOQGQGACCC TIASTCGIGC GOGACACGGG 
ATAGTOCACA GACTCCACAG AAGTSTICIC TACAATOCAG AAGA 
(2) INFORMATICS FOR SBQ ID NO: 1024: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LE*J3ih : 713 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1627RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1024: 

GAATTTACTT AGCAGCTOCT TAATTTCCIG CI ' lUl ' lL ' lUJ TCTCTAMCT 60 

GGAAICICTA AAAGPOCIGC TK33CCTICT TOIO^OCAT QCIGGGAGQC TT C TOLT IU: 120 

GICTATOCTT AAGAAGIGGA TTOQQGITCA GAATOCTAOG CX7ITAT9GAG TITAACGATT 180 

TTSIGTTCTT CCCTACTACA AGICTGAACC OCTOCTOCTC CACAATACKT GAIHGAACCT 240 

CATCCTOOQC AAGnTGTTOC OSITOCICAA ATAACAACAT AIGCTOGIGA ATCICGCIGC 300 

GCAACTACIC AAGGIOGAGT G3CTTATAGA AGCTCTOGAA GGTO9CTATC C^AGGAGACT 360 

GGAADGOOCA CPOCACCAAT TCCTTTICTT TX7IX30QCGTA TTTQ09CAGA QCAGCCCAGC 420 

AGTTCTOCAG AGATOOCTOG TOCACAAACT TCAACAGAGC ACTSITICTC GGTCTAIACC 480 

TICTOIOCTC 03CAT0O0OG GIGTCTCIGA AATO3GAOCT CAGOQCAOCC AAATOCAOCT 540 

CGIGCAATCC GAACTOCTCG TCATCTTAGCA GCICIGOCAC ATOCX30CACA GICTOGTACT 600 

GOQOGCAAAT CCTQCCAAAG CTCTCCTIGA TAGACTOGAC CICTGTCAAC AGAG3TAAAT 660 

TCACAATAAA CAGQCAATTA GOCKXX3ATT CCACCTTTOGT CltSATOCITC CIC 713 
(2) INPCPMATICN FOR SEQ ID NO: 1025: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 736 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1627UP 
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(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1025: 

GATCTTTCflG ADQO330CIG GAGftGTTEAG AQCflGftTTCT TGACCAftOQC ATMCfiGATC 60 

CTKaCCTC* C7TCATACACC CICOG1CTIG QGftATIOCTEA AA3TCAAAAA 120 

TAAAG3AG3A GGCSGATCAA GTCATTGAQ3 CTATAAO30C AGCTGAfiCEA CAA^QGAftG 1 80 

TTOOSGfiCTT QCTCIATITC CTCATQGTE& AAATCAGGftG CAATAAHSIG ACTITRSMG 240 

AOC7IQ3AAGC «*™"C ATGAAGCACA TGA^TW GAGAD33CCT GSftAfiOQCGA 300 

AAOCAAACTA CCTACOQQCX; CAGGSCT33C AGASGASCAA QSAAACTOCT CTAGAIATIT3 360 

CACXMCTOC CA.TTI7CTK3 AAa^TOT CXMa TTGAAftflCfiG 420 

CAATTftCMG GOCAATTCAG AAAACEACIG A33¥EftTT,fiQG TCTTCTIGflG OOTAERMAA 480 

AAAAfiGTCAT AGfiGSfiGQGC GftCAATOQGT TGACTGAACT AfiCflGOSftGG TITCftTOGftG 540 

*EAAflGAIfiGA AACAOCflGIA CTftGSQXTC CTTTTOaoGA OSftCTAITIA AAAQGATTAA 600 
COCTAQ3QCC ATAGMMTT CGA!IT33ftGAA TCKXXJEftAA TITCATOOCG 
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CACAGCTCAG AGACGATATT CTCAAGGTOS AAAQGCAACC Q3QGGTOCTA 



(2) INFDFMATICN FOR SBQ ID NO: 1026 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 707 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: RAG1628RP 



€60 



35 — ^ «««i-uuftfluj «3QGJCT3GIA TCTAOGAGAT 720 

CCOGAG3QCA T2GAGA 



736 
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(xi) SEQUENCE DESCRIPTION: SSQ ID NO: 1026: 

GATCTQCCCC TTTAAQCAAC CACATATTAA G0O3CTCACA CACAGACICT CAQ OJLT1IA G 60 

AAATACITOG GIGRGlUJ'Ii: AGAAGOOOGA G09CT0QGAG TTATICATCA TCAOC7IGATC 120 

QGTATTGAGC TIGQGATOCA CAGACAGGOG GAAATATOCA TATATCTEAAG (XAAGATOCC 180 

QGCAACCAAT TOGTCTAACT CTAATOCATA ACACTGTATT OOGCGAAGOG GCICTGAGCA 240 

TGTATOGTAT TOGGOQCTAG ATICTCAGOC CACGTATATT TCCACCTGAC GQCCIGATOC 300 

TATTTACAAC ATAATCACTA TTGAOGAGCA AGGATAGIX33 TOQCAOGTIA OGAAAAAGAA 360 

ACGTIGAAAA ATITQGATQG TOoIGATGAG GTftGAGATAT TAAOGTTTAAT GQQOGMCAC 420 

GAATTTQGTC GAAGTTCCAT ACTGCCAAOG AOGTTOQCAG ATTOCTGftGT TCATOQGTIC 480 

CAAAAGTATT AAAAAQGOQG TAGTOCCIAA ATTATOGGAA AAAQCCAAQ3 AGGAAGAGTT 540 

GAGCACTIOG GGCTCCICTC ATICTACTTT AGAATCAAGT TCATCTTCCT CGTOGGW3QG 600 

CAGCICCAQC AGCAGCTCTA GTICCTOOOG ACAGIGAATC GAGCTOCTOG GACA30QGCT 660 

CCAQCTCTTC TAGCAGCA3C TOGAGCTOCT OOQ3CGAATC G3QCTOC 707 
(2) INFTORMATICN POER SBQ ID NO: 1027 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 733 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDE3KESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1629RP 
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(XL) SBQOEICE DESCRIPTION: SBQ ID NO: 1027: 
C^TCTOCCAC ACTAGQCTO3 CTCITACTCT CCATCAATAG CATTQGASGA ATCGAQGAAT 60 
03GTCTICAA GTCAGCX33GG AAATTITCftG Q3CAATATAA TQSITOQCAA 120 

cncraAcr gitcicagta cnoaxocr ttaaatcqsc: t^itccccit 180 

AQCATTCATT GCACT3IMC GIAQQQ3AAA AATIAGCAGr AATO3CACIT QSAACATCAT 240 

CCQ3AATCGT CTAAQCACTT QCAAIAACTC AAAQCTrTCTT AAGAGfiG3TA AAAATOSCTG 300 

CXXXXX3TTGC AAAATK3TOC AATKGK3AGA TTIGriGft.'rC TTCATTAGQC CEftCTOSCXA 360 

GTIGCACraG TSATCTAAQG 03XTEftTrT C&CTQ3ITAG AAftTTTRTOC TldCAGflTT 420 

^^^^ 4go 

ctoctcag^ titooctict gaaataacat gttojt tow; gctocaatcc 

ATQCOGITAA CICITIAaAA CTOOTTOCTT QSAAAATIAA ACTACO^S TIATTASAAT 
ATICrrcCTC AG3TCAAGAA GTEAATOaG AAGAGAIACT CATTOSAAAG CAGTA3TEAC 660 
GK3QCTCriC TOS^rosraC ATOGCACTCA GTAAXAATAC TCCAAA1CTC TOOGTTICTT 
OQACD3CAGT TTT 

(2) INFORMATION FOR SBQ 3D NO: 1028: 

(i) SEQUENCE CHARACTERISTICS: 

(A) 742 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
<D) TOPOLOGY: linear 

(ii) l^JDCULE TYPE: ENA (gencniic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1629UP 



540 
600 



720 
733 
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<xi) SEQUENCE DESCRIPTION: SEQ ID 10:1028: 

GATCTC33CT OQCTQCTOQC QCTOGAGCXX TACTO3QCAG AGOGCTftOOC AATAAACAAC 60 

QCCCTAAICG QOGCJIQCAGA TAAATTQCAC AAGCTCTACT CAACOGftTIT TO0QCCCA3C 120 

GTCQCCQCCA GGACTTTOQG CTTCAACCTC CTDGACAAGC TTOGflOOGCT GAAAGftOCIC 180 

ATAATO3CAA AGGTTCAG03G OCCAAATCAA TAGICAOGTC TACATAAAGG TTTTCCEAAT 240 

75 AGCTAmCAG CTIGOCOQOG TCCTCftGCTT GCAGQQOGCA AO03Q0GTQC AGCCATCAGC 300 

GTOCTACTOG AAACTAOCAT TOQOGAOCTT CTACTAGAOC TOGACEACAA GACATOCAGC 360 

20 QOQGAGAQCT ACAACTTCCT CAAACTCTQC AAAACTO3CT TCTAOGACIG TCSCT3CATC 420 

TACGACCICC ATCCTSAAGG CTCAGCAQ3C CTO33CGATC CACAGGTK3G3 CTTTOCftTTC 480 

25 OQCAOOGATT TQOCTCEACA CAATADCTOG ATOGAAGGCC TO03CGACAC AD39Q03GTC 540 

AOQOOGAAGC TCATTCAAQC OTOObTiUX QCTCAACQOG CAGAQOQCTr OQGACftGGTC 600 

30 GOCTTTCTQC TCAAGCCC3G CftCTOQQCTC CIQGGATOCA A2AJTACK3CT OTCX3CTTAAT 660 

OOOGAACIOG GOQOCACAIC AACACACT3C GCTTOQOQCA QGTCATOGAC GACT0QCIQG 720 
35 CAGTTPCTOCA QCftGCTCAQC GA 

(2) INFX23MATICN FOR SEQ ID NO: 1029: 
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(i) SB^JHOZE CHARACTERISTICS : 

(A) LEW3IH: 692 base pairs 

(B) TYPE: nucleic acid 

(C) sraANDEXNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1630RP 



742 



55 
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(xi) SBQUETCE DESCRIPTION: SEQ ID NO: 1029: 



GATOGACTTT CAAACATTAT TAIACAGATG rare™^ 

GftGQQCATCT CACATCTTOC ACAGCAAGAC 


60 


QQCAATOCAA CAGCTICICT AATCCAGCCT AArar>>-r>™ 

mi^ftKrr AAGAG30GAA GGGITCAAGA TOGAGCGICT 


120 


AGTCAIPGGftG AACTACGAQG AGftGATAAAr rrr^arnwr^ ~~ 

^^ATAAAG OGCAAGTATC CTA3TOQOQC GCAGITCATO 


180 


QOCAAGATOG GATATAAQGA Cm^Arrry-^ r-r™^v^»,,~ 


240 


COGATATTOG TATAGCAGCG QCrrr^rrc*- ftin ^. 

GOOXAQQQC ATQ333CTTG GAGCCAAOGT CTCCATITCC 


300 


TCTGACTCAG AGCAGAGTHA rr?Trra^y^ z-^, 

>^^raA GCT3GAGCTT OTSftL'lUUCXS AGGCAGTCAA GITIGAATCG 


360 


AAAGCTJK3G AGACTCATAr aa^*™-*™ 

"^"'-^nCftC AAGCfiGAAHA QCAGACAflGA TfiQCftAMCT QGftGATOQCA 


420 


vv.wiGflGA ACTGftTCBGT ITOCXSTTCIG GSACAAflGftC QCTO33ITftC 


480 


C^^GSQCXTC CfiGOGftlQca. ASC333IOCTC T033AACTOC TQCBQSIQSG TGMJCAfiCTT 


540 


QOSAOOCTAC AACTOOaoSA AGATCAGCTC CMCMG3GC Mmmr na-m™™ 

-L«LjrtJ.ijjjLjjL.- CATTCAGAGT 


600 


H3irau.'lUl- TCAACMGTT CTCAA03CGC TCCAACAGCC GftClGOQCTr rrr^™^ 


660 


IAGOT3CAIA TiaSCCTTGG AQGACCCftGA AA 






692 


iiMTUKmixcrj PQR SEQ TD NO: 1030: 




(i) SEQUENCE CHARACTERISTICS: 




(A) LEM3TH: 712 base paixs 




\a) TYPE: nucleic acid 




(C) STRANDECNESS: single 




(D) TOPOLOGY: linear 




(ii) MOLECULE TYPE: ENA (gencmic) 




(vi) ORIGINAL SOURCE: 




(A) ORGANISM: PAG1630UP 




(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1030: 
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GATCGTCGCC TCATOQGTGA GCTOOQOQOC ACG3QQGAAC CIX30CAGCCT GOCOQGOGAC 60 

5 CCGCQ0G033 TOQGCGACOC GOCJICCAGrC GQOGftGOQCC GTOGICCOCG GACCATOCJIT 120 

ACCGTATOGT CCC03ACAAA TOQQGAG33G TBGATGATOC OCIUCTOOGC CTOCOGCGTA 180 

70 CCQCCQ03CT COQQCX3TCTC OQCCTOCICT CTOOGQCCTC QOOGOSTCCC GICCCCAGftC 240 

AAAOOGIGOC OGQOOQQCAC CXTAAOOOOG AGQCXTIQOG CQOGCX3C7iaG OGQOQGCOQC 300 

OQQCTCCX30G CTCOQCCAAG G0CCTK3OOC TGACOCAGTIC CTCIAGGTOG CTCGTOGICA 360 

TOGAAGQQOG TOCAAGCAAT TOGTPGTEACGA TCATCTATOC CAGOOQCAGC CTICGTCACC 420 

AGQGQ03GCA GCTOOQGCAG CTIQQbTlTC G1CTCCTOCA TA TO CTGGTC TCOglClCKj 480 

TAQQCATCAT ACATCTOQOG CEAICTTICT CITOOQOCTG CAOCQCTACC GIQCAITOGA 540 

AAOQCTOCTC CIQOOOGAGG QCAGTTCTAT AAOGITOCCA GTGAAAATCG TOCAGEAOGG 600 

AACAGIAGCT CATOGOGCAC CAGGOGAACA CATAQ3CAAC TAQCQQGCTG 660 

O3GGQ00GAC CAOGATACIC ATCFEACAIA GACICACATC ATCAGQCAGC AC 712 
(2) WFOmttTlCN FOR SBQ ID NO: 1031: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 729 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EKA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1631RP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1031 : 
55 GA7CIAATIT ATTTACATTA ATEAATAATT AATAATATTT AATAATATIC AATAATTTAT 60 
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ATATITIMT ATATTEAATA ATEATAEAAA TaCTTTAATr ACATAAATAC TTTfiATEftGA 120 

c^tao^ TCAa^oorr AA^rrr^ o^accacic taati^ 180 

TAAATATATA TATTIAATAA TAAAAQ3ATA TA^mATT GCTAAAACTA TTCACTICAA 240 

ATCAATCATT AAGAGTTCAA AICnTTIAT (SHOTO* TTTTAATAAT ATAAATTAAT 300 

AAATAATAAA TATCATAAAT CAIAAIATEA AAGATATO3A TTAAIATTIT TAATTAATTA 360 

AATAAIftTOC AATEACTA3T AQCAQCIAAA TftXATIQGTG CAQSIKTITC AACAATK3GT 420 

TTATTAQGAG CAQ3rTATTG3 TAntXTATT GIATITOCAG CTTTAAnCA AQ3IGEATCA 480 

^^^^^ < "^^kA^^ TfiCTTTATIC CAATITOCTA TTITftGGITC QCIATIBGIG 540 

AAQ£IACAQ3 TriATICKSr TEAATCATIT CTCTCITATr AnKEATO3T GfTnAATTCT 600 

ATTAAATIAT ATAAXAATIA ATATICAAAA TAAGTmTAT TAGCI^ATT anAGAQCAT 660 
COGTmGTA AT03AAAAQG TIT^nc AAATCICTEA TCTAACAATT TAATIAAATr 
AAATAAAGA 

(2) INFORMATION PGR SEQ ID NO:1032: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEraiH: 716 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (gencroic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1631UP 



720 
729 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1032: 
GATCTTAAAA TAAGATAGAA TQGTAATAAA TATCATICAG GTACAATAGA TOC^GTOIT 60 
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ACTAAAQGAT TACCTOGAAT AIAATTATCA G3ATGTCCTA AAGIATTftGG TGAAAftGAAT 120 

ACAAATAATC AAAAGAAAAT TAIAAATACA AATACTCITA CTAAATCTIT AAAAATAAAA 180 

TAAOCATGCA TIQSEAATCT ATCTAAATTA CCICTAAIAC CEAATOGATT TX5ATCAAOCA 240 

TOTACATCTA ATAGCATTAA ATOCATAATT ACTAT1UC1G CAATAAIAAA TOGTACTAAA 300 

TAATCAAATA GAAAGAATCT TATAATAGTTA GGATEACTAA CACTAAATCA TCCTCATAAT 360 

75 CATAGTACAA TATCATTPCC AATAAATOGA ATAGCACTAA ATAAATTAOT AATAACACTA 420 

GCACCICAAT GTGACATTIG TCCATATACT AAACAAEAAC CTAAGAAAGC TOCTQCTATA 480 

20 CITAAAATAA AGAIAATAAC AOCAACTGTT CATACAATAA Cll TA QGIGA TTEATAAGAA 540 

CCATAATATA AAOCTITAOC AATATCAATA TACATACAAA TAAAGAAGAA TCAAGCAGCA 600 

25 TTAAGATOCA TATATCTAAT TAATCAADCT AGTTGTEACAT CTCTCATAAT ATCTTCTACT 660 

GATGAGAAA3 CTAATTCAAT ATTA3AT3AA TAATOCA3AG CTAAAAAAAT 716 

50 (2) INFXBMATiai PGR SBQ ID NO: 1033 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENG0H: 658 base pairs 
55 <B) TYPE: nucleic acid 

(C) SIKANDECNESS: single 

(D) TOPOLOGY: linear 
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(ii) MGT.HTJLE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1632RP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO:1033: 
GATCTTOQQG COGflTOOQQC OCAAAACCOG CAGCTOOCAT ATACOOGTGT TCAGC7ITGAA 60 
GCTGATOCTA GOGTCCTGCC QCX^ACACCAC TTTOGCAQGC OC3CAGGTCGA TGTDGTACIGA 120 
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OOGOKXTGC TO^XX^T JttOHiaaC ATCICCTra CCTK^ 

OCAGTCTQGT O0O3A.TATCT TO3Q3Efi03C CTCTaciTCC GITOQ03TCJT TCTICTOSTT 
OGAAIATACT TOQGACACTG TO3IO30CTC C1TO330QCA TQCAQCflOOG AAATCAOOQC 
ATIGftTCftOG TCCIGTCTCC GITftCTfiCTC QCTTCTOCTaC CQQQOGTCTC QCTOCiaCKr 
ACCTOCTOCT G^TI^ 0QCMA.TO3G TAAnCATCT CGTCQCCra ATXTCQdOC 
TOCACIOQCT GOOQCAQ3GT AAOGIOQGAC TTOOGTIGCT GIQ3AW3QQG TOCT03CTCA 
CTACSGCTCA ACTATCAACA AAQCAAAAAT AAAAATAA.TA. 

ACAATAAQCT TTPCACKTIG TCTCAAOCIC O^GAAACIG ATIUCAAOQC TCCAACACOG 
C&CnCTTCA. AQCAACCTCA. CGCACOCTTC TG&ATCACAG ATCAQQCTCA CIAAACQG 
(2) INFX3RMAITCN FOR SEQ ID NO: 1034 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGra: 690 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 



180 

240 

300 

360 

420 

480 

540 

600 

658 



(vi) ORIGINAL SOURCE: 
40 <A) ORGANISM: PAG1632UP 



45 (xi) SB3UEKCE DESCRIPTION: SEQ ID NO: 1034: 

GATO3AGACT GIGATATAGC TGTATAAGAA O^VJ^ CXTTTAGEAAA TACCCAACTT 6 0 

TTTTAATIOG AAOCTTGTAC AQoTITTATA CTCAATTCTA QCAAAT&OCC 120 

GAQQCATAAA ATCAAAGOGT ACTTAAAAAC AATCACEACA TACAGICCTC CACACCCK3C 180 
CAGAGK3GAA TAACATCAAG AATAAATATT AAGGACACTA ATOCIATAAA TACATSIQCT 



55 
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TCAAATAAAT ATATOCTTOC TAAGOGOTIT CAAATTOQGT TTO033CAAA GAGIAOQCAA 300 

TAAC7TOGATC TTOOGAAAGT GATGGGOJCA GATAAOGAOC AAACAAGTIGA U1THUU MST 360 

TAOCTAIATC TT0OTCT30S ACAAAACTOC CACTGTTCAC CATTCTTCIG CT KJLJlunT 420 

GATGTATOGA TOGAGTATCA GCAOGTCOQG TAGfiGGAflST G3GAATTACJT GAAACIAACG 480 

TCCCGGAGAA ACTQGATOOC ACAOGATK7T TTOGTAGIGT GGQQ3QCGTC TTMGft l'lTr 540 

TAATCTTOGT TACTO3QGTG OCTGATOGCA AOGATOQQCC AGAAAAGTAT ACTK3CTCCT 600 

GTOCTTTCAA AGATOQGTCA ACAGCOCAAT TCTGAAAGAA ACTG3CATTA CTAGTICTCAG 660 

QGAT3CTAAT AAGCTCTTOG ACAGAGTK7T 690 
(2) INFORMATION FOR SEQ ID NO: 1035: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGtfK: 749 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) M3LEUJLE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1633RP 



(xi) SEQUENCE DE9CRIFTICN: SEQ ID NO: 1035: 

45 GATCAATTAA TAAATGOTT AACTAATAAA CTTAATAAIA AA2CTATTAA TTATATAAAA 60 

CTAOCTCATT TTATTGAATC AAATAATATT TICTEAATGA ATACTACEAA ATCATCATCT 120 

SO ATTGAGTITA TATTAAATTC ACCADCTCTT ATICATICAT TTAATACTOC TCTAATICAA 180 

TCTTAAAATA TTCTXAATTA TTAAATTATA TAATAAAAGT TAGTQGATAT AGITTAATPG 240 

£5 GTAAAACATA TGTITTAQG3 ACATATATCT TCAGTTCAAA ACTGAATATC TACATATTAT 300 
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ATCATTAATA TAATAACICT TTAA3TAGAG TOGTACCACA AGAATOCIGA AAGCATIMG 360 
GCHtTK^ TTAGCICTCT AATTAA^ ATAAAATTAT CTIAACTAAT AAAAATAATT 420 
AATTAAAIAA ATAAATAATT AATIAAACTT AAAATOITIA AAAAAAGAAA TAAATAATAT 480 
GITATATTTA AATAGATCAA AATTTCAACA APITOCAITT CATTIAGEAC TACCATCACC 540 
ATGAOCAATT GTIACAICAT TTAGTTTATT A3CTTTACTA TIAACTITAG CTTTEACEAT 600 
ACAT9CTATT ATIGoTAAEA TTTATOCTrr A3TATEATCT TIA3TAGEAG TITIAITACr 
AATAACITTA TCATTTAGAG ATATOGIAGC TCAACITACT TATTOOS ATtMACTTT 
20 AGCTCTAAGA AAAG3TATAA CTTAAQC7IT 

(2) INFORMATION FOR SBQ ID NO: 1036: 
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(i) SB^UEISCE CHARACTERISTICS: 

(A) LENGTH: 732 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1633UP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1036 : 

45 GAICTTAATT TAAAATTTEA ATTAACTATT TATAAITIAG AAATAEATAA TCTAGAGAIA 60 

TATAATCTTA AAATCATAGG TAAAAATACA TAAGATAGTA AGAAIAAAAT TAGTAAAATA 120 

AATAGAAAAC CATAAGTTAA TIGATICATA AAGAAAAATC GAATIATTTO TGGCATCTTA 180 

ATITTTATTA TTIAAITCAT TATTATCTAT TTAACATAAA ACATTTTAAA ATGTTATAAA 240 

55 ATAAATAAGA AATTACTTAT AGAATATTTA TTAAATAGTA TTTAATTEAA TOM^TT 300 
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AAAXATACCA TTTTTATTAA TAAATAGA1T ATTAAGTTTA TTAATAHTAA 360 

5 ATTTAATTTA TATAAATIAT TTAATTEACT TCATP3ATAT ATATAATTAT TAAATCIACC 420 

TTTCATAATA TTTA'i'i'i'i'lA TEAGICTAGT AATATTTCTA TTTAAIAGTC TAOOCTTTAA 480 

70 TTGGATATIA CTACCTACTA AATATTEACC TAAIAAIATA TEAXTAAGAA TACTTAAATC 540 

TAATAATTTA TTAICTAAAG TATATAAATT AATTAAATCT TnTEATTAT TATTIAAAIT 600 

75 ATTATTAATT A3TAAATTAT ATTTATTTAT TTTATTAACA TAATITITIU ATAATAAEAT 660 

ATCATTATIA AATOGTTAAT TTATTAATAA TTATLTiTAA TGATTTTAAT GAIAAAOCAT 720 

TATTATTATA GA 732 
(2) INFORMATION FOR SEQ ID NO: 1037; 
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(i) SEQUENCE CHARACTERISTICS: 

(A) I£K7IH: 702 base pairs 

(B) TYPE: nucleic acid 

(C) STRANPFTKESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1634RP 



(xi) SEQUENCE DESCRIPTION: SBQ ID 10:1037: 

4 £ GATCCATCIG CXX3TTTCTOC GACGTOCICT GAAACTCTAC CAGQOGAATA GAACTCTGAT 60 

AGACGACIGG CAGGTCICTG TIGAGIGGCA ATAACGGGAT TTOCATCATC TATATO3GCA 120 

50 TTOCTOCTAG TATCTATCCT TAGACTOGAT AQGGAOOCAT QCTITACAAG TICAGGITIC 180 

GCTTGCQGAG CCADGACATC CTTTICIOGA TTTAGGAATG ACAAAATTCA GGAGITCCIC 240 

£5 CTATOCTTGT GTICAAACTC AOCAGCAATG CK3GCTOGTT TATK3GTACT C3CAGATACA 300 



BNSDOCID: <EP 08661 29 A2 I > 



1285 



EP0 866 129 A2 

TKXTTGAAT GTCCATAGAT ACTOGAAGAC QQCCTICCAG TQQGAGCTQG AAOOGCCAGA 
CTCICTTOIG CAOCTAGCCC TTOGTAATOG TITOGAGAGG AAAQCATOGA AA.TICGATTC 
AACAACIOCA CAAAOGAGCC AOCOGATTTT GICTILTl Sft T GICTCQCICT TAIACTCTCT 
TCOQGAATOG COCTTICAAA AGTAOQCIX3C ATOQGAGATA TOCCAGGATT ACK7EAAGGA 
TITOCAAGGT CIQGGOCATC AGGCTCITCG TOCACAQCAG QCK3CATAAA TACTCTGOGA 
TAGATIGCTT TCTOGAGGAA GIGTAAGAAG CIt3GTCAG?TT TAGOCTITCT GGGOOGauUT 
CGTAAATOGT AATCTGCIGA TOXTOQCTT GATICT3CAA AA 
(2) INPQRMATICN FOR SBQ ID NO: 1038: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENCTH: 736 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1634UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1038: 
GATCACAQQG TOQOCAAGCC CAGCATTOIG TCTAAGTEAC ATCEAGAGCT CX3AACAGCAC 
GAGQGAATOC TTTTOGCTAC GQQQGAATIC GAGADCTICA GACIGACACC GCAGA3TTTC 
TOIGOGQCTC ACOGACCCTT AAATAGCTAC AGCAACACAG CTOCGCCQCT GTACACTCAT 
AGCAAAGATG AADCX3GTCTA TOCATTOGTC GGTGACTOOG ATOG0CTCG3 ACGACGCCAG 
CAGTCTK33G CATGAGOGCT OGAOCTACIC GQOQGAGICA GAGGAAACGC TO5ICAACIC 
CTATOQGCOC TACAGCACCA OGQGAATOGT GATCACATCT GIGATCATCA ACAAGQCCCA 
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GCQCAAGQGC GAAGTGICOG A3CAGTOGAT GOQGCICTTC CTOGACAGCA OQCCIGIOGA 420 

5 QGACGTOGCG GIGCK3CAGC QOQGGATCTC GGTCAOGGGG CXXTOOCTOG ACAOGITQCA 480 

Q03CAT0CTG CAAAQCATGC ACGGATACOG CCAGATCGTPC CDGQGOCTOG OGMCTICAA 540 

r0 AGAQGCATGG AAOCTOCAGT GCTACCAOGG CAAOGAGQG3 GACTTTCXX3C TOCTOGAOGT 600 

GCCGA.TCAAG GICAACAQCC TGACCACACT QQOCAGOCTG CTQGICGAGC AOOGOGTCGIC 660 

75 CQCTEACAGC AOGOCJGATOG AGCAACICAC CACGCTGCTT CAGIACCICA ACAAGCTGCT 720 

GCAQGCGTCOG OGOGIC 736 
(2) INFORMATION FOR SEQ ID NO:1039: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LHNT7IH: 737 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genondc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: 1635RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1039: 

GATOCTAGGG TOGTTCATOG CACTCAGOGG GAOCJUflUTIC TTOGADDGGT OGAACOGCAG 60 

45 CAAGACTTCTG AAGTOGCTGA AOGOGTOGCT QGAGOGGCTC AAG09CAATC GGCAQGOGGC 120 

GIGGATTTTC OCAGAGQGCA OQOGGICGEA CACAAOGGAG ATOCAGCTOC TOOCATICAA 180 

so GAAGGGGGCG TICCACCT3G CQCAACAGQC QCAGATKXXS GIGAITOOGG TIGIGATOIG 240 

CAACACGAGC AOGGTCTCCA AOQCGCGGCTT QGGCATCTTT AACCQOGGCA OGATCAOGGC 300 

55 GAAAGTOCTC GAGOOGATCG ACAOGGCTAA CATGACCAAG GATCAOCTGG ACAAGCTICT 360 
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GAGCGAOGIG CAGQOCAAAA TOC^GQOGGA GITCGAGQOG CTTOQCTACG OXCTOCGAT 420 
5 OTIGGACAOG AGOCTACOOS AGGAGQOQCT CXX3GCOQGAG TTIGIGGACT GCAAGGAAGA 480 

CATCACGGAG GTAAOGOQCC TCTTCAAGIA ACCITOGTIG GTMCMMA AACGTIOCGA 540 
70 OGAGTIMCT ACATATAG03 CTQCTAAG1A GQCATTCAGT CCCACGAACT O^CCIGOG 

TCAGCTCTAC CTCn3GCOGA TGTO330CAG ATACTIGTOG AOCTOQCCAG CGG^CCOGAG 
CCAGATOGAG GACTIGIOGT QGATCIGCTC QQGAGTAMG TCCAGAAATC OQCKX3CCQC 720 
GGICGTICAC GGCXriTC 

(2) INFORMATICS FOR SBQ ID NO: 1040: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEM3TO: 686 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 



15 



20 



25 



30 



35 



40 



(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1635UP 



600 
660 



737 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1040: 

GATCGGACIG AG93TGAATA GQCCAOOCTA GCATOOQOOG CIGAGOQCGC TOGCGAGOGA 60 

45 TAQCAGOGGT OOGTTOOGAGG CTCTQGTOQC CAGGACAAOG ATCCACK33C CCACCACGCC 120 

CAGTAGGAGG ACTOCXX^CT GGACIGACAT OCTOGACACA OOGTTOIGGA TOCAGAQGTC 180 

50 AA7TATCAAG OCOGACAGGA AGOQOGAGCA OGIOGAG3CA ATCGCAAAIT CIGGCAGCAC 240 

0GAD3CCTOG CCCAACAGGC TCGACAGOGA GOOCATCITC GIGAGGAACA TCiraTOOG 300 

55 GCCCAGOGAC AATAGCAACA CAAGGQOCAT GAAGTAOGCC GCTOQGICGT GGAAGAAGIT 360 
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QOQCAGOOQG QGQ0G3ATGT CCTQOQQCAG O^GOGJGClUi GK3QQ3CICT GCATOCOOQC 420 

s GAAGGTCAGT GTTTOCGGOCT TCAOCTIGAG CATAGTGAGG ATOCTOGTOG CAAACCACAT 480 

GCAGAAGCTG ATCAQOGTAT ATQQGACAQC AAGAGIKXT3 AAIACACGB3 AAAGGTCAAG 540 

70 CTAOGQCAGG CCATTICGAA ACCATOoTAT CTTCAGCAGC TGOGACOCIA QCACaSAOQC 600 

CATCCCGTAA AAOGTOOOOG GCAGACTTAT OGAOCACAAC TB3CTCG00G GGTACAGTITT 660 

?5 TGATQOQGIG AACAGOGCAC TCAAGT 686 

(2) INFXHMATTCN FOR SBQ ID NO: 1041: 

20 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGEH: 720 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 
25 (D) TOPOLOGY: linear 

(ii) M3LECULE TYPE: ENA (gencmic) 



30 



35 



40 



45 



SO 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1636RP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1041: 

TOCTCGATOG ACGftGCCAGT TCIATCTIQG ACTCTftOQGA TAAOCCACAC 60 

CmTCCTTC AGQGACAGGA ACTTOGCATC GGTIGGGOTA TTOGOGTATA GATATftOOGC 120 

TACGANG3CT ACCACAAAOG TEAGGCTGQC GATTATAATT GACAGAATTT TOCAATOIGA 180 

GATAGCTOQG TTCTTTATCA GCAGGATCAA GTAOGAAAGG AOGOCCATIG GTATOGATAC 240 

ACIGAOOGIC OOGATAACAA AAATCGG3GC QCTOQCTQOC TTTTCATICT CTCTTAAGAA 300 

CATCAGCATT GTK7TIGTTCA ATQCAGGAAT GATAATAGCC TOCGIGAAAC CTAA3CAGftG 360 

55 AOGAAGAACA TATACACCTT TGTAATCGGT CATTQCACAT 0CTAOCATCA TAATCAIGCA 420 
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CCATATOGTIC AGGAGGAOGA TAACAAOCTT CTTCAAAGGA AACTTCTOGA TAAACAGCAA 480 

GITCAICTCT COGGTAATAT AGCCAADGTA GAATAAGGTA TTCACATTCT TCEAACGATT 540 

CAAGGACATC TTTACATCTT CAAAAAATCC TAACAGAGIG CIOIAGGACA AITOCGCCTT 600 

CTCTATCTAG CTSATCAAAT TAATOCTOGC CCTO^ICCC AOGATCTTACC ACATAACCIT 660 
TOTTOCAAGC TTCITTITXT 03C3CTICICT GATAGGAGQG ACATCCTICT CITOCTICAA 



720 



55 



(2) J3flFX2RMA!ITCN FOR SEQ TD NO: 1042: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENQIH: 677 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEXNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genctnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1636UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1042: 
GATCOQCAAG ATGAOQGAGG G0AAG330CA OCTOCTITCG CACCACCGCT TACTTTCCTT 
TQGAOCT3CA OCTQCTCAAC ATOCAGTIGC AGIGQCACAC TCATTOQQCA TAGAAACCGT 
OC7ICATOCAC AGGTACTCAG CAATTTTATC TOOGTATOGA ATOCITTCGG OGGATOCOGT 180 
AAAAGAGGAG CAACT30CAT QCTOCATTTT CITOCAA2AT ACATCTICEA AAGACCAGCT 240 
AAATGAAATA TTCCAOCAAT TCATTAOCAG TAOCTCAATT AGQCTTCTTA AGCAGOGATT 300 
O3CXJGA0GAT GQQCTTGAAT TCGAGAGATA OCTGAACTIA CCTTATCAGG GIACIGAAAC 360 
AACTCTIATC GITCTACAAG AAQGAGACIC GTOGGATTTT GEAGAAAGCT TCACAAAACT 420 



60 
120 
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OCACAAGOCT GAGTTTG3CT TTOITnOQC OGAGAAGAG3 A2TTEAGTOG ATOATGTOOG 480 

5 TOK3CXJP3CT CTAAGTEAAGT CTAT3GTO0G GAACAQG&3C CTCITCATCA QCAGTEATCC 540 

CAQGTCACIC GITCTACAGC TC&OOCTICT AAGGATOCAA AGTICTTTAA QGAOCTCTAT 600 

70 TTOGTOGAT3 QoITTATTAA GAOCAQCTAT TTACAUaTIJA GATA3TTEAC OTGTAGGTAC 660 

CToTATTGAA OGACCTG 677 
(2) INFORMATION FOR SBQ ID NO: 1043: 

(i) SEQUENCE CHARACITEKTSTICS : 

(A) LEN3TCH: 726 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 



75 



20 



25 



30 



(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1637RP 



3S (Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1043: 

GATCTQCTCA TACT3AGG3G CCAACT3GTC CTACTOQGrEA TOCAAAACAT ClU ' lUJl ' l ' XC 60 

40 CTOGAAGTQC QOCAGCITGA GOGATATCTC ATIAAACITC CTAAOCfiGCT CTOOCAACTO 120 

ATGATKSACT GCACTOoTIT CQGTCAGCAG GVCCVCCPOV TOGC GA GTir: TOS1GTOCAC 180 

45 TTCOGOCAOG TATCCGCTCT ACAATOEATA CIOCTOGTTIC GCAGAOCXXA GftGCAGAAGC 240 

TOQCCQCCAC ICK3QOQCCA GCAGCICAAT TAOCTGAQCT TCAATCICIG TTTCAWDOCT 300 

50 TOCCAACAGA GTCTPCTACIT TTTQQOCTAA QGAACTATQC OCAAAAAGOG GAGQCMCIC 360 

ATCCT3AGAG GAGQCACCQG GATIT300QC TACATOCIGT ATGACTGAGT TCTIXXX3QCT 420 

55 OCTAQQCATG GK3CAGTTQC TOOCTCAAOG GCTTTCTTOC TGCT3CAGGT CTGCACT3GT 480 



BNSDOCID: <HP 08661 29 A2_L> 
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TO2IOCTIAT QOQCAAGCfiG AATAOCATCT TC?^Q933 AAAICICATC ACGIT3ATCAT 540 
CATCTTOCAA OQQCTCGGftG GAOSCIGATG CACTCITCCA TOGQCTTAGG QCGCAATCAT 600 
AOGCTAGCTA GTTATAITCA TAATATCTAC ATCATOCCIT CGQCACGACA GOGOKTCAG 660 
TOCTOC3GCJCX; OXOQCOQOG CICCGQCAAG CTCTPGTCTC AACTK3GGCC TICICQGOCT 720 
OCAOGTT 

75 (2) IDSTTORMATiaSI FOR SBQ ID NO: 1044: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 683 base pairs 
20 (B) TYPE: nucleic acid 

(C) STRANDETNESS : single 

(D) TOPOLOGY: linear 



25 



30 



35 



40 



(ii) MOLECULE TYPE: EMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1637UP 



726 



(xi) SE&JWCE DESCRIPTION: SBQ ID NO: 1044 : 

TOCTICriCT OCAGCTOIAG GTCOGGATCA GQGTACQCCT CQCTCAGCTA 60 

CTOCAGQCX3C AGCTOGOOGC TCIXXATOGA O30CKXMG ATOGAAGQCG CCGGCACAGC 120 

CIUG3AQQQG AGOGGOQGCT GCAQGAGQQG CATCIOCTCr CQCICCIQCT GCA1CK3CAG 180 

45 O9003CAQ0G CTOG3CIOCA GCQOOGGGTC GAAGIACTIC ACATICGICA Q3CCCGACTr 240 

CTACAGATIC AGGATOCAGC OCITCAGCTG O3CA0QCT3C AACCQGTEACG CACT03CGAC 300 

50 ATACTOGTIAC CXX3CTCGTOC CCXCTXXCCT GAAGTOCGQC CGCTCCGATC CGATCGAAGA 360 

CAGK3AOQCT GITO3CIX3CT OCXTCTATOG OOOCTCQOQC GCCGGOGCTC 03CCCIT3CQC 420 

55 OTGTTCADC CACOOGAGOC GAAACACAGT OOOGTOCTftC GTCTOOOCGT TCAGCCCGCC 480 
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TCCAOGTOQC ACCGGCGAGC COGCOGGCTG CGAGCAGGGC GACACCTOCT CCTOGCAGCG 540 

5 CGCACCCGCC TTCATGTICCT CACATGICAG Q3TC03CTTC TOCX3CTTGOC OX7IU3QCAC 600 

CTGTAACIQC ATOGGCGTCT GTOXTOCIG CTQCTQCTQC TOOGTICTQCT GTluaJbTlT 660 

to ooctctitogc ci ' iui ' im^T gta 683 

(2) INPORhlATICN FOR SBQ ID NO: 1045: 

15 (i) SEQUENCE CHAJW7TERISTICS : 

(A) LENC7IH: 665 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1638RP 



20 



25 



30 

(xi) SEQUENCE DE9CRIFTICN: SBQ ID NO:1045: 

GATOCTCTOG CTQGAAATCT OQOGGAOGAG AACAGACAAC OGTOQUGGGC Q33CQGA3CT 60 

G0033AAGCT GTCOGAAGGA GAOCAAGAAG GAAATIOTAA AGCIGCAGOC AGOQQOGATT 120 

OCACAGAACT CTCOGTOGAA ACCGGTOCAG ATO33GAQ3G G3Q0Q3GAO5 GGOCADOGAG 180 

GACG3CCQCT GGOCTICTOC GCAOGAGGTT GOGACAAAGC TIQCIGAOGA OQ3CAGOGGG 240 

CGQQGQ03CT OGCAAOCGAT GGPGAOGAOC G3GAAGGAGA AGTO3GTO0C AATCAAGOOG 300 

GCCA3GCITC TOCCCG3GCA QQGCTTOCX3C AAGATOCAAC GCAAGAAGAA AAACOQQCAG 360 

50 QOQGttCAAOG GOGGTQCQGC GAAGOGCAAG AOOQGAAACA AG3CA0CCCC CAGOCAGCAA 420 

AAGAGAGCTC CAGACICOCA CAGGAAGQOG CATCAOGAGG OGAGOOCOGC GAGOGCCAOG 480 

55 CCATCIGCAC OQGAGGAGCA CCTQGAACAG OGOGAGCTOG GOGAGCAGCA QCAGGflOQQC 540 



35 



40 



45 
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GftGG0CX3^G AACAGGGTOC QGAACACOOG ACACftGCATA TOQCX3CAGAT GCAGCCCCM 
OOCAGAAGAC GCTTCTACGG OTQCAGGCAG CAGCACICCG CTCACG3ACA CAAGCCACTT 

(2) INPCKMATICN FDR SBQ ID NO: 1046: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 765 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECKESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (gencxnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1638UP 



(xi) SE&JWCE DESCRIPTION SBQ ID NO: 1046 : 
GATCT3AGAA CIACTCIGTC TOQOCTAGOG CAAACTTATC AGAATICCAT C^ACICACCG 
35 AAOCATAGCA CATCTAOGTC AOCTOCOOCT A003CTACAG AIACCQQGAA TGATCAA3TT 

ATOCTCIAAC CMAIIOQCAT GATCACAAGT AOCTAATATC CATCAGCAAT 
40 GACAOCTACA TTCSATCTCTA OGACATCTCA GAATTATCQC CTGATTGTCA ACX3CTOGCAC 

GAAATTAGGA CTCCTAGACT AICTAGACTT AATATTOGGA AGCAGATCAT GICCATCftGC 
45 GQC30CAGITC GACOOGATCA TTO3CTITTA CTAATCAGTC TACAGCCACA OGftGCTTCAG 

CTATQC3GATT TCAAAAG3CA GATTATOGIC CAAAGATATC TAGGftCAGCG QCAGGIGGCA 
50 TACATCATCC GITOGTOOT TOGGTATOQG GACAAOCTAG TTOOIOGAQG TTCQGAAGAC 



QQGAAGATAT ACATTCOQGA TAGATATTAT GCTAATATTA TTO3CCTICT ATCTOGQCA' 



AACAT3GAGA GAOOGGAOGA CICCAGAAAT AAAAACITCC CAATCACCAA ACTITOCAAT 



600 
660 
665 



60 
120 
180 
240 
300 
360 
420 
480 



540 



600 
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ACTGTAGCAT QGAATCOCGT CAATTCAAGA CTATITOOCT CTGGAGG&GA TGAQQCTCTC 660 

5 GIGAAGAIAT GGAAGGTIGA CCCTAATTGA TCAATOCTAT AGCATGAOGT TATTTCTCTA 720 

TAGAACTTCG AGAAATOCTC CCGATCTGTT GTTTCCTAAA TICTA 765 

70 (2) INFORMATION FOR SBQ ID NO: 1047: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LflSJGIH: 658 base pairs 
15 (B) TYPE: nucleic acid 

(C) STOANEEOSIESS: single 

(D) TOPOLOGV: linear 



20 



2S 



<ii) MOLECULE TOPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1639RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1047: 

GA3XTATCTG ACTATKJTIT CAOGOGAXIC GGQGAOCAAC TGIQCW3ICA GQOOCMGAA 60 

OOGQGAGAAA TAAGOCTTGA AOGAGOGCTG CTOGATAITA CAGITOTOQC CACCTIGACA 120 

35 

TCCIGOCTOG TACAGGGTGT OGTK3CTCAG GAAG A TICTC GOQCTCIOCA AGAAAOGCAG 180 

4Q TGITOGCTOG TOOCACAGCT CGTCCT3GGT ATOGTCTCTAG ATCAAGGCAC AGOCTGOCAT 240 

GATCfiGOCCA TOGTTCTAAG TOCACIQCAG CTTATTTAAG TK3GTACAGT TCTPOCTTIGAT 300 

45 GICIGTAOOG TOGTAGAOGA OGIGCCAGTT TOQCT3CACA ATCGAGATCA GOOCAAOGCC 360 

ATACATOCAG TOGTAAACOC GITCOGCCCA CTCTAAGTAT GIGGCATIOC OQ3TCTAAOG 420 

SO aSTTAATOGTr GOOGOCATCTT GGAACAGOGC ACCGTK3GAA AQQGA U ' mT TTJTAGTOCTA 480 

CCOGICGTK: CAGOGGAAAA TCTGCCATCT GAGCOOGOOG TIGCAOGICT CCATATCOCA 540 

55 GOQCAGQGCC ATOGTATTAA ACAOOQOCIG OGCCAGOQOC AGOCATTGOG GCIGGTCQQC 600 



BNSDOCID: <EP 0866129A2 I > 
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GGGC93GTTC OTSAAGITOC GCTCQGQQGC AGOCATCACC GOMCOCCC AGAAAAAA 
5 (2) DOFX^MATICN FOR SBQ ID NO: 1048 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEMGTO: 730 base pairs 
1° (B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 



658 



15 



20 



25 



30 



55 



(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1639UP 



(xi) SBQUn^E DESCRIPTION: SEQ ID NO: 1048: 
GATOGAGDGG GIGAGGGACA CQGIGCACAT AAOGACIGOG GACQGIGGCT GdATOTITC 60 
CAAGIGOGOG ATCCT3AO0G TOOOGCAAAG OSIGCTOCftG CTCICICIGA AAOCAGAGOG 120 
C3C?IGOOOG3G OGCATT3AGT TTOGOOOOOC OCTCAADGAC AACATCACGT CK30GTITCA 180 
GOGAGCTCAC TAO30CTOGC TQGGCAAGAT OTCITIGM TITCACAAGT GCACCIGGGA 240 
CAOGCAGOGC COQOQQGITG CTATOGCAGC CAAAGITCCC GACGACITEA GTOCGCAGGT 
40 OCCTAAGQCC CAAGATTIQC AGGAGCIGCT GOGATOCGCC AGIGCICAGA CIGAGGIGAA 

GCTOGGACAA GAdQCTTTC ACTTTOCACA AGAGTTTCAG AACATQGTIG OGCTOGCAGG 
45 GATADOGACA CTTMTGQGT TCAOGCAGAC AOCTCTTACT GAGCAOGTCG AGCGCTTATC 

AAAGCAAGftG ATIGTOGACT ACITCAAAOC OQCAATTGTT GITGCACEAC GIGCACT3GG 
SO GTCCAAGGAG GAGIGOCTCT TOGAOCTOGS AAACADGCAA COGCAAGACG ATAGTCATCC 

AGGOGCAATC CTAAAGAAOG TGATCTTCAA TOOGIQGICA CAGGATAGGT ATTCTCGIX3S 
CTCATACACC GGTAGICAOG T3GAQGADGA OCAGC7TOOCC TIGAACGIGG CCCICAACAA 



300 
360 
420 
480 



540 
600 
660 
720 



1296 



EP0 866 129 A2 



10 



OQGOCAAGAT 730 
(2) INFORMATION FOR SEQ ID NO: 1049: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENC7IH: 702 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

16 £ii) MOLECULE TYPE: ENA (generic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1640RP 

20 



25 



30 



35 



40 



45 



50 



55 



(XL) SEQUENCE DESCRIPTION: SEQ ID NO: 1049: 

GATCAAGCCG AGCAOGCIGA CCTTOQCTCC OQGAOGCAAC ATOGQGITCA OQQ3CTO00C 60 

OQOCGTQGGC TOCTOGAOGC CATOQQOCAG CTTOGCACTG O03G0Gia3C G0G00GO3GC 120 

GAQ3QQQQCC ATGTCCATCA AGAOOQGGAT GTEACGAGOOC TCOGK3ATOG TCTAIATAGT 180 

GITACAGCAG AQCATCAAGC AGTACAGCAC OGACATCAAA ATCAGOQOQC OGTAGGTCTT 240 

GCTAOOCTGG CTGACAAAOG Q0GTQ3CAAG TOOQOOGTAC ATTACAATOG ACAQOGICAT 300 

GAGQCACTTC aQGIAGITIG AAAAGTOCGC CAAAOOCATC AGCACAATOG CAATCAGQOC 360 

CTO3ATOGAC GICTACAAOG COCGCATAIA AAGCACATAX GOOGPGAACT QCAGGTOOCT 420 

TCOGOCCAOG TAGATGTAGC AGICATQQOC GCQOQQGOQG CAGTOOGOGG GGGQGK30CX 480 

CTK3GGGIGC CCGAGCTQGT GTGOGATOGT CICTAAOGAC GCAGQCACAA AAGAAOGCAT 540 

CATCAQCTAG GIOGGOOOGG TCGAAAAGCA CACAAGGAGC CATOCAGGAA ATACXXAOOG 600 

GOOCCQCCAC OQOGOCAQCA C1XX7TOGIOG GOGOGCIGOC QGOOCACTAG CQGCTGCTOC 660 

TOGICCAGOG TCACIGACAC CK3CATGICA GOQOOCITOC TT 702 



1297 

BNSDOCID: <EP 08661 29 A2_1_> 
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(2) INFt^MATIONr PCJR SEQ ID NO: 1050: 




5 
10 


(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 696 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (oenrmir) 




15 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1640UP 




20 


(xi) SEQUENCE DESCRIPTION: SEQ ID NO -1050- 




25 


GATCAAOGAG CTO3CQCAGC T3CAGCT3GA CGATCCGGAG GAAfWY-mr , . 

>-*v«-a. ^^«"j.vj^v>jirttj7 vaftfluuLX-iUG AAGAQGCCQG 


60 




TQGTOOQCAG GAGQQ0QG3G COCTCTOGGC QCAATTOGAr crnravrrcarr- 


120 


30 


GTAOGACITC GAGCACTAOG ACGAQGAGGA TOCQ3GCGCG GC7Trnaray* ar-^rv^r™™ 

<w -* r * -*- , ^-«^»^v*^j ^jiv»_^iCaflC3G T3AOGATG?IT 


180 




OOCGQQGCIC TO3Q30GAGS CGCQCTKXA CGAGQGIGAG Smrrar^ 

^-v-r^ ^^anwjiioHij v^L^AdCfiGG ACQQGEACCT 


240 


35 


GftGCTTOOa ACOGTAGAGS AGGAGCftGSA QGAG0G0GGG GAOTrrar 


300 




AGACAACCTC GTGOTOGCAA OC30QGAOQGA AGAOGACATT TrrTiarrw arr-nr-n*~^ 


360 


40 


GraOGftOSAC C33330QG3CT TOCACX3AOGA GGCG3TO0CG CAQSATrro- r^n. . ^ .* 

"■^-wivj^uj ^>-"4ja^MjL^\_Vj QQGAOGQGCA 


420 




«3ACXX303ftC 0103030303 Q3CIGATA03 GGAD3CGICG TK5IAD3ror arr-Arva^, 


480 


45 


GATCITOOOG GCATIOOOQC TCK30GTOGA GTOOGTOAAC Mrorrr re-ir^™ 


540 




TGAOGOQCCG QCAAAr r 7 T T T 7r: rryyYY^n-v>^ 

LUW ^ i nU OGQ03GTOQG CAOCITOGAC COCAOGATCG AGCTOTOGAA 


600 


SO 


OCTOGACICT GK3GAC0QCG O7PC0C?0GAC ATCATOCTOG GCGfiGCOOGC GGACTCT3CG 


660 




AOOGOGTOCA AGAAGICGAA GAAGAAGAAG AAGQGC 


696 



55 (2) INFORMATION FOR SEQ ID NO: 1051: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 725 base pairs 
s (B) TYPE: nucleic acid 

(C) OTRANDEXNESS: single 

(D) TOPOLOGY: linear 

w (ii) MOT.FTULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1641RP 

IS 



(xi) SEQUENCE DESCRIPTION: SBQ 3D NO: 1051: 

GATCOCTTftG CX3ACTCTCTC CADOGCTOGA OGAQQOCA3T GAGCTCTTAC GAACTOCACA 60 

AAOCTACTOG AACICTCnT CCAGACTTCT TTCTCTTTOr CTICAACTQC TTTOGCATCA 120 

ACTAOCCOOC AGG0TA3TIT TCTEADOCGC CT3GK7ITIG TCTATATACC 03GTPGTEAIT 180 

TTTGATAAAA AACICAGCTC TTCCTCTAOG GCAGAAAOAT ATATOCAGTC CTTAQOGGCA 240 

TOOGAAAATC TQOCTTCTTA CX3GCTOITIC TCOCMTCTIT AGCACIQQCA GAAAAAAGAT 300 

CTATOGCX3TA TAGGCGCTGG OOOOGOGGAA AAAAAAAAAA AATfiGAAAAA TSGAAAAAIA 360 

AAAAGAOGIG GQOCX3CCCOG CGQGCAGACG AAGAAAAAAT AGG0Q0OCAC COCTOCAAGC 420 

AGAOGACAGG CGftGACATAA TAAAATOOCA CACCAAGQGA AGAAAGICTT GTGCADGCTC 480 

CGGQQCTCAT AOGCTOCCAT TCTOITCCAT OOGGCTTOCA AAOOCAGIAG TOGCATOICA 540 

AAGCATTQCT COGAOOCTOC QCIGOCTPQC AGTOGACATC CTCTIXXTAA OXCAGCCAG 600 

AdTOOCATA CTITOCACTT C^O^TAGCAT ATCACTITIC A3ATCACIAC GTGACATTOG 660 

GTAOGGAATG GCACICCAAT GOOGACAAOC TCITCCTAOC OGIGACTTAC COGATGIGOC 720 

AACEA 725 
SS (2) INFORMATION PGR SBQ ID NO: 1052: 



20 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 704 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: UNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1641UP 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1052: 

GATOGQCTAG TGAGGGOCIT GGICAGAQGC QQCAAGTCTC CITGTOCTCT GICCICC3QQG 60 

GCTIOCIOCr OQ3GACG3AC TOCTIQOGIG CTCTCTCCTA GACQQCCTIG GEAGftCCATC 120 

TCTOGTOGTC GCITQCTACA ATTAACGATC AACTEAGAAC TQCTACGGAC AAGQGGAATC 180 

TCACTGTCTA ATEAAAACAT AGCATTOOGA TOGTCAGAAA GIX3ATCTTCA CGCAAICTGA 240 

TITCTOOOCA GTOCICTGAA TCTCAAACTG AAGAAATICA ACCAAGCGCG GGTAAACOQC 300 

GQGAGEAACT ATCACICTCT TAMCTAGOC AAATOOCTQG TCAICEAATT AGIGAOGOOC 360 

AIGAATOGAT TAAOGAGATT OCXACT3TOC CTATCTACEA TCTAGCGAAA CX^CAGCCAA 420 

C3C3GAAQQGC3C TK33CAGAAT CAG0Q3GGAA AGAAGAOOCT GITCAGCTIG ACICTAGITT 480 

GACATICTGA AGAGACAIAG AQQGTCTAGA ATAAGTOQGA QCITOQQCGC CAGnPGAAATA 540 

OCACTAOOT TA3AGTITCT TTACTTATTC AATTAAGOQG AGCP3GAATT CATTTPCCAC 600 

CITCTAACAT TIAAAGICCT ATAOQQGCIG ATCO30GTTC AAGACATICT CAGTO3GC3GA 660 

GTTK3QCT3G GQQQQCACAT CTGTEAAAOG ATAAOGCAGA TCTC 104 

(2) INPORMATIOsr FOR SBQ ID NO: 1053 : 

(i) SEQUHSCE CHARACTERISTICS: 

(A) LETOGOH: 678 base pairs 
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(B) TYPE: nucleic acid 
<C) STRANDECNESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1642RP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1053: 

GATOQOGGTT T0QGAAD33C TTOCITOGCA CAAAACACAG GGTIOGAAGT TACATACTCT 60 

TCAAGAAATT GAOGAGGOCT TCAAAGOQCT GGAGCTAOGC GGGICAG9GA NIGATOGEAA 120 

TOOCTCATAT AAGIT3CAACT G0CM3QCAC TATOCATOCT CnTTTOWC TAGOQOCAAA 180 

TIGOCTGAAC TOIQGCAAAA TTATAICTDG OOGAGAAGGT CTICA3ATQG ATTOCK3CAG 240 

TTATTCTOGG AOQCTQCTGA TAOOGAAGCA GCAGCAGOGG GATATAGAGA AGGTCTIGCA 300 

GOGOGAAOGC GAATTOGTAA AAGCCAAGAG ACAAGW3ACC GQCTOGACIG GCAAGAAGAA 360 

GGAAAAGGIC TITAAGATTT CGAAOGCAAA G33GAGAAAT ATCTTCAGrTG AGCAAGAGAG 420 

GCTA3TOGAC AAACTTGACA GQCAGOQQGA CGTTGAAATOA AAOQCAAOCA GGTACTIQ3G 480 

GCAGAGGACT GICICAGGAG GAGGACTOGA TTCTGAAGGC TGftGGAAGTIC GATO09GAAC 540 

TAAGGQCQGC CAGGOQOQCT TQGAGAATCT ATTOCACITT CAftGACACTA GOGAAGAGAG 600 

GACTAAAATA ATAGATACTG OCACTGACTA CAGTAICTCA AAOGAOGCAG GAA3TP3QQG 660 

GTO3GCATAT GAGAAGGC 678 
(2) INPORMATIOJ FOR SEQ ID NO: 1054: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 703 base pairs 

(B) TYPE: nucleic acid 
(G) STOANDETNESS : single 
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<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencntic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1642UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1054: 

GATCTOGTAC CCGGTA03CT QOQQGAGCTT Q033CCQQCA GCCOCGCGCT GCXXTOCTTIC 60 

TOOQOOGACA GCCOQCCAAA TRCXJtflUl'JC TACAAGCIQC ATOGATOQCT QCCACAGQCC 120 

GroOGriCTTG CGAD3CIGQG GCftCTTCTOC TCAGAOGCIG O33CAACC0G QQQGAAGCAC 180 

ciQGriccror ttictacoga cxTiaaocroG ccrraac'i'iuu aociqooqog tctcagcact 240 

GTOATU3AGA TOG&OOOGOC CTTOGOOGTC GftGGAOCAlC TOCATOCTAT OQOQCQGACC 300 

GOGOSK3C50G GTCIQ3CP3G GGAGTOGTIG CTCTTOCTOC TOCCCGQQGA QGAAGftQGGC 360 

TACATGGAAC ACATCOJK3C CC^CCPCCCT OCTQGCTOGG AGCTOCTTOG CTAOGATCGA 420 

GACCTACTOG CGOOGQOCTT OQCG3CCCCT GTOQCOCGCT COGAC30GTCC GACCAOOGCA 480 

AOQGACQCCG CCTOQGACAG CAA030GACA ACTTOQCAOC TCAAGCTOCA GOGCXXtlXjri 1 540 

GCTOGAAGAC CCTOQQOGAA GGAICITOCC ATCAAGQQCT ACACCAGCCA TATCCQOGCA 600 

TAOQCAAOOC ACATCTCTCA QGAAAAAGCG CTTCTICAAC CJI' I U UJ IU IU T3CATCITOG 660 

0CACCTO3CG AAAGOCITTG GACTIOQOGA GOGOCGCAAA GCA 703 
(2) INPOTMATION FOR SEQ H) NO: 1055: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LETsGIH: 616 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETMESS : single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TOPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1643RP 
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(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1055: 

GATOQGAACA AGGAGCAQCA CTOCATCCAG CTCIOQCAOC AGCAGCAGGG CACACTOCAG 60 

GACAGGAAGC OGACATACCA AGTCA3CTCT CTOCAGAGOG ACACGAOQCT GAOCAftGTTC 120 

AAGCTOGAOG ACTOCATCAG CAAGCX3TTTC GAGTICATCA ACAAGCOSAA GGCCAAGOQC 180 

GCGAOOQOQC OQOGQCAGQC O30GACCAGC AGCOCIQCAA TGGGCI09QG OQCXX3GCAAG 240 

CX3CGTOCACA AGOCCAAGGT QC^OCAOQQC OQO330090G C0303CAGQC GGAUTO390G 300 

AAGCAGAGTA ATAOQOCCSG G9GACTTOQG T303CTO3GA GAAGAOCAAT CQCTOCAGGA 360 

Al llCICTOG CAOICOGAGA TEAAGAGOGA TCTCTIOGAA CTOGAGGAGC AGAADGAOGA 420 

GAGOGCAAGC TCCAACAAGG AGAAOGTAOC COOGAGCT0C TCGTOGGTGT TCCAGCAQCA 480 

GCTTCTOCCC ACfiGATATOG AOGACTmT CAAOCTOGAC CIOGAOCATA TCAAGAACAC 540 

CGATGATCftG TGCTIOCAQG QOCKJITCX3G CAC1OCTC0G GA03CGADCA OCTOCAACAC 600 

CATOOCX2ATC GAGGAC 616 
(2) INFT3RMATTQN FOR SEQ ID NO: 1056: 



(i) SEQUENCE CHARACTERISTICS: 
45 (A) LENGTH: 538 base pairs 

(B) TOPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 



55 



(ii) MOLECULE TOPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1643UP 
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(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1056: 

GOTOGrrracA aagaagctat taogctctct acaogitoga gaacagcgcc osatoccata 60 

TO^ACACOG CXXXTOICAA AOSOGnCICT Q9QCAOGAGC QCTGAOQG3G QGAGCGOCGC 120 

AQQQCTOQOG CAGCAGQOQC COQCAAAATC GTACTACOCG CTOGTOCCQG ACGQCGCACA 180 

QCIXIAOQCOG OCACIQCTOC CXX3TGTOCAC Q0CO3QCGAT GACQOOQQCC TCTAQCQCTA 240 

OCACAAGCAG ATCAGCAAGT OGTTOCAGGA CGAOCTSATC TACTOOQOQC GOOOQCIQCr 300 

GAGCAAAGOC GAGCTGAOGC AGTQCTACCA GCTOGACATC CTQCTOCTGA TOGAQCAGCA 360 

GCAGCAQQOC CAGCOGAGTC TCAAGITCAA OCX^TATAOG TO3CMAGOT TCAAOOOOQC 420 

GQ30COOGCA 1OG0CXX3QCT CCTAGQQOOG QOQ33CO30C CGC3GAOGAIT TAGTIOGACN 480 

GAATCNCEAT GICAAGACTC AOQCTTGCTC QGAKXXJ^T TT2VK3TTITA TTCCAGTT 538 
(2) INFORMATION FOR SBQ ID NO: 1057 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 560 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1644RP 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1057: 
SO GATCCTITOC AAATTOGTCC ATAQGAATCT AAACGGftDCT GCCCIXXCAC C7IX7TTOGTAT 60 

TOCAAACAQG CATCITCAGT TOGITIGQOC ATTOCATCIT TATATOCT3T 1CTICATCGC 120 

55 
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AAGQCACATT TIOGTCTTCT T0G3GCTICT CAAAAACAAC CTEATOCACT CICTCAGTAA 180 

5 TATACACAGG GTAQQQQGTC QOOGTCCCIG AACATIAGGA AGAAOCAGQC AAATOGQOCT 240 

GIQCCIGGQG ACTQQQCGGA CITCK3CACK AAATCOCAOC TCAAGTAIAT GACCATCAAG 300 

70 TOOCTCAAOC GOGTOCTAAA CTQCTQ3TAT GITCTOIOGA TATCTAGOQG A003GGAQCT 360 

AGOGAATOQG TA3G0QQCAC TTOCAATAQG TAATOGCCCG QOGfITK3GAA CQGATOGTAT 420 

75 ACOCTAGTAA CTTTQQCTGC AAACICAATA TOGQQCTT3G GCTTITTCCA CTQGGOCTOG 480 

TTICTAATIG CTATCAATCT CK3CGGAGAT GftGATOGAGC TCHXXXTIOGA AGATATCTOC 540 

20 TTTAQCAQCT TATOG'ICriC 560 
(2) INPORMATICN FOR SEQ ID NO: 1058: 

25 (i) SEQUENCE OCVRACTERIOTICS: 

(A) LEWjIH: 706 base pairs 

(B) TYPE: nucleic acid 

(C) STOANEEENESS : single 

(D) TOPODOGY: linear 

<ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1645RP 

40 

(xi) SEQUENCE DESCRIPTION: SBQ ZD N0:1058: 
GAICTIGGAA GAGGAGGACT ATICAAGTAA AATQQCAOGG OGGGAflGAEA AGAT9GAAGA 60 
GGAGIGGATA OGAAAGEAOG AGOGTGftGAA GAAGAAGAGA AAGAGMQ03 CATAATCOCC 120 
AGPGTAATAA ATCAATTCQG COGGTTCGCT GCX3CTOTAGC ATAATAATAT GIACGATftGT 180 
GGTTCAGATAA QGTATTICAA AAGTEAGGCA ACXXATCAAA CATCAAACTT 1TCAATOCAA 240 
55 TGATATGTAA GTTGCATATA TEAOGAGCTC 1GAAATAGAG AAACICAAAT GAATACITTT 300 
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TAOCGTTCCA CIGCK3O0GC OOOCTOCTCT GQOOCTOOQG 0093010000 OQOOQCX330C 420 

GCCACIGCOG GOGOCAOCGG CCCCTOGAAC 00C3XA0CATC QSIOOOGCTT QQOCTCAAAG 480 

CTCW3CQCAT TCTOGTCCOG GAOCTGAAAC GOQO3CT0GC CAOCATOGOC 0CX3000CICT 540 

1TO03033CC QQAOCAG9CA CT090G000G TCATCATIOG OQOOGCftCTT T0C7IQCAC0G 600 

OCCQCCTOOG CX3CC000GCC OGOQ9CX30GC TOOOOGOCAC AAAAOGGTCA CTTATEAOOG 660 

AACCTOCTGA QCCACCGAGA AGTKXTGAGC GOOCTCGOOG GGCTC 705 
(2) INFORMATION FOR SBQ XD N0:1060: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENCTTH: 706 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1646RP 



(y±) SEQUENCE DESCRIPTION: SBQ ZD NO: 1060: 

GATOGAGAAC OQCATGGAOG ACAAGOOCAA OGTOCTGATC CT33GGICOG GCTOQGGTOC 60 

GATTTOCTIC CTGAAGCACA TOGAOGO30G GAAGTEACAAC GTIGAOQGrlQG TCTCQOCADG 120 

45 GAACTACnC CrCTTCAOQC OQCTOCTOOC CTOGACQCOC GTOQ3CAOQG TQGftOGAGAA 180 

GTOGATCATC GAGCCGGTOG TCAACTriOC GCTCAAGAAG AAGQGTAAOG TGICITACTA 240 

SO CGAQGOGGAG GCGADoTCGA TCAAOOCQCA QOQCAACACG GIGAOGATCA AGIOQGTGTC 300 

GACQCTAGCA CAGCIGTCCQC ACOOGGACAA OCACCK33QG CT3AOQCAGC AGGACIUOQC 360 

QGAQCIGAAG TAOGACTACC TQGTOTCTQC GGTGGQOGOG GAGOOCAACA CGITCQGCAT 420 
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1CJOQQQOCTG GaGGAGCAOS GCAACTTTIT GAAGGAGA3C CCAOCTOTr TOGftSATCAG 480 

5 AAAGCQCTIC CK3TP0GAAO3 TCGAGAAQGC GAACCTCTTC OCCAAGQGOG AOXXGAGAG 540 

AAAGCGICTC CIGAOCATCG TOC?IOGnQ3G CX3GTOC?IOCT AO0QCTGTOG AGAD0GO3GG 600 

10 TCAGTOCAGS ACTACCTCGA CCAQGACCIG AAGAGA2TCA TGCXXTOCAT OXTGSQ3AG 660 

GTOCftGATCC AOCTQGrTOGA GG0CTIG00C AACGTOCTGA ACATCT 706 
(2) INFORMATION FOR SBQ ID NO: 1061: 

(i) SEQUENCE CHARACTERISTICS: 

(A) 657 base paixs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 
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(ii) y&LEOJUE, TYPE: EMA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1646UP 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1061: 

GATCAAAIQG GTTAGCXX3GT CTCO^AOSAG OOCTOCAACA TACT33IAGT AUCX^IOGTTA 60 

GTCCTOGATC CTCTOCAAOC OGCICAAATT AAACTICIOG TCCfiGAATCTT AGICTGOCAX 120 

(xcarroocx: atcitcictg tckiotctgc aatcaoctqc togoacioqs gcttcagctt iso 

CTQGAACIOG QCTAGAATOG TOCTCAACIC CAOCAGCAOG TCAOGGTCCT TCTOOGTCIT 240 

0GCX?TTO0QG TQGAAACIOC ACGTATCCAG CTICAGTTTC TOGTOGAACT CXXX33AGIAG 300 

50 CC3C3CACCnT ACCTTO3GAC TOATOGTCAT ATCX7ICTTCA ACftSIATCCA GGGCACGCAG 360 

AATCAOSIfcG AACAGCATCA CCX3QOTIQ0G CAGCTOQQGA TCTAOCICCA TTATCA033C 420 

55 OQCAAAAGAC TOGAAGTOOG CIOTW3CAGC TQCTAGCAOC GCITCAOCTC TOCAGAG0OC 480 



1308 



EP 0 866 129 A2 

TTXGTGTOGT COGCAQGATA AAGOQGTIOC CICAGAAATT TGMCTICAG AGCTGOCTIC 540 
5 AQCTOCAGIG GGTCTCTGAA TAATTGAACA AOCITTXOCA TGGTCAOGAX TOGATTAftCT 600 

AATTOOCAAT TATOICAAGC GCCTCTCACT TOGIGATGTC GCQCTITGCTT CT?0£33 657 

to (2) INFORMATION FOR SBQ ID N0:1062: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 727 base pairs 
is (B) TYPE: nucleic acid 

(C) STOANCEENESS: single 

(D) TOPOLOGY: linear 

20 (ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1647RP 

25 



(xi) SEQUENCE DESCRIPTION: SBQ ID *K>:1062: 

GATOCAGCTA GATAGOGTGC CAATIGCTGA TAAAT0CT3C CAGAATGOGA TAAOQOCTCT 60 

CIGAAACGOG CAACGCCICC GGAGOQOCAG GAGCTCIOQC GAGATGOGAG GOGTCIGGAC 120 

TCGATGCACA ACTAATATTG AATTCAGTAT OOOGCAGEAG GOQC3GTACAT AACTGCTEAC 180 

GEACKXXAC TACGACACIG OOOCOOGCAC GCTGCAOGTC OGATGOGQCT TACAAAGAOC 240 

AAGICCTTGG CAACAOCTGG ATAT3CTATC CATO33QGTC TCIGftGGACG GOGAGATTCT 300 

TGATAGACCC CITCTTCTftG OQCAACTCXX: ACTUCAGGIC O30CTACGIC TOCTOGATGT 360 

CAGCGCAAAG AGQOGCAGGG TCACTGAGOG ACACACCCAT GIGQCICTAC O0CGIG3QCT 420 

CKJCUnajL' GTIGTGATAC GAGAAGIOQG OTICATOCIC GGTDOOOCAA TIGIGOGTCA 480 

GCICCAGAAT GCTCTOGCGC TTCAACOGCT CGTOOQCTOC CQGATACOOC AGGAAGIAGA 540 

55 GGGIGAATTr OQCATTTGCG TGCTOQCICA OCTOCAGTAG OGACATAOCT AGCACATTCT 600 
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GGTAGAACIC CAGCGACTTC GTIX3CGTCCT TCACAOGEAG CATOGTCrTOG TE&AACITOG 660 
GCOCCftGCJIC CACTOGCTCC GCX7KTGACA AOI'IUIMCTS TATCAACTCA ATCCAGI3VIC 720 



OGIOQQG 

TO (2) INPORMATICN FOR SBQ ID NO: 1063: 

(i) SEQUENCE CHARACTERISTICS: 

(A) IiENGTH: 615 base pairs 
t5 (B) TYPE: nucleic acid 

(C) STOANDEXJMESS : single 

(D) TOPOLOGY: linear 



727 



(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISE: PAG1647UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1063 : 

GATCQGAGCA (TAACAGAGG AAATATA.TO3 CACTACAGAC AGTCCACAGA 60 

TOC^GGAGCT GOGOOGOCTG GOQOQGCAGC QCTATCTOGA O0G3CGQGAG AGQGAAAAGC 120 

TAGACTGQQC AATAOTQGAC CTTOCATTCT TAGAAGAAGA OOTAA^G 1ACQGATOQG 180 

ACAAQCTGAC GGAA033GAG CGAAGAGAGA TT33GADCAA. GCX33CAQCTC GTOCAAATIG 240 

TOOQOGAQaS CGAIX30QC30G Q0Q3CQ90QG O3SAGCGT0C ATTOCATATC CCCGGOGAGA 300 

OLU1W1U3A QQCTACIGQG CGOCAGGAGA AGAGCTQaGA GGAGCAGCAG GTOCAAAAGG 360 

OQ3TOCXXX3C QGAGGQQOQC TOGGACATAA TIGAGCTQGA OOQCTCTCAA CAGTTACGAGT 420 

TIGTTCTOGA CTQQQQCTOC GTTK7TGCGCT TIACAGAQGA AGAGAOQCIG QCTCCCQQCG 480 

AGOGTCTOGA GAAGCAGCTC GAACAGAAGC TCGAGAAQGA AATTAAGCQC GIGGCGTOGA 540 

TXCAAGAAAC TAGGAGQCAG CTTCCICTCT ATOOCTADOG CGACGAGCIT CIGAAGQCOG 600 
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TGGQCGACCA CCKJT 615 
(2) JNFCKMKTICH FOR SBQ ID NO: 1064: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 648 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

15 (ii) MDLEXTULE TYPE: EMA (genordc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISE: PAG1648RP 

20 



10 



(5CL) SEQUENCE DESCRIPTION: SBQ ID NO: 1064: 

GATOCAGCIC ATGCAGIGOG OGATTOCAGC (XTOOCTOIC GTCTAAAGIC TIGAAGTOCT 60 

TOGT3CTGAA ATQCTTCTCA AACTTGEACA QGTATOGTIT OGAAGA3TIC GAGAATACTC 120 

CTICCAOCAC TTICAAT3QG TTCTOCTOGA ACTTCICGAG GAAIGAATTC TOCAGCTTOG 180 

AGAATOCATC CTGIGAAGAG TATATADGAG ACCCAGCTIT OQOCAOGAAT TIGATGAGCT 240 

GATKSAAGTC GTTOCGCATG TOGCTCTOGG GIATGAATOG TO3CACAGTC AQOGTCAAAG 300 

CTQGCTCOGT CATAQGACQG TATGGTOQCG C7P3GGTACIC GK3GACATOG AAGTTAICAA 360 

GCAGATAGAA ATOCITGATT TTGCCCTK7T CTQOGAGAGA OD3CAG3TAC GOCADGAAAA 420 

GCalGGTACAG OGOQCTICCC CGGITAGQGr AGAICTTGIT CAGAATAAGT TCCT0G1CGT 480 

TGCC3TCATC GTTOGCATCC TIGTACICIT CTACOQCCTT GCAAGAGGGG AAACACAOCT 540 

GGCCCGCGoT GAATATTAAG TQCATCTQOG TOGTCTICIC CA0CAACAQ3 TOCX3TAO30C 600 

CAAQGATOGT CAOCAQGATT TCCAGAAAAG OGTAAGTCGT GCACA3CT 648 
55 (2) INFORMATION FOR SBQ ID NO: 1065: 



25 



30 



35 



40 



45 



SO 



BNSDOCID: <EP 08661 29A2_I_> 



1311 



EP 0 866 129 A2 



10 



15 



25 



30 



35 



40 



45 



SO 



55 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGOH: 715 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: EAG1648UP 



(xi) SE&JENCE DESCRIPTICN: SEQ ID NO: 1065: 

GA3CTAGCAG GTCTTGAACA GATAATOGAA TOQCICIOCT ATATTOCAGC TAAA03EAAT 60 

ATSXCCTAC CTATACTQCA GTCKSMGAC AACTOGGAXA G3GATCTTCA ATACACACCA 120 

ACACITCACA GOCTEA3GAT CTACGCIT3GA TCATTCAA3G O03OCAMGA 0CT3ATOGAT 180 

TK3AATAT9G TCTGTITGAC AAGGCTTTCCT TOCMGAAAC ATIATCAQ3C TOG30GW3AG 240 

GOCTOGTTCT AGGCAGAQCT OQCAT33GIG GTATOOOQCT OGGICTTATT GOOGTIGACA 300 

CIOCTACAAT T3AAACTCIG ATC0CT3O0G ATQCGQCAAA CCCTOCATOC ACAGAAACTT 360 

TGATTCAQGA QQCAGQCITA GITTOCTATC CTAACTC&3C ATTTAAAACT QOQCAGQCCA 420 

TAQCK3ATTT CAAOCAD3GA GAACAACTTC CACICATGAT ATTAGCAAAC TOGAGAGQGT 480 

TTICIX3CTQG TCAAAGAGAT ATGTICAATC AGCTCTTGAA ATATOGCTXIXJ TTCATICTTC 540 

ATOCTCIAGT GGATTATAAA CAGCOICTAT TCGTATACAT ACCTOCAACA GGTCACJITGA 600 

GAGGTOGTTC CIX3GGTTTCT3 GT33ATCCTA CAATTAACTC TCACCAGATC GAGATCTATG 660 

CIGATTOOGA CICGOQQGCA GGTGT3CTAG AAOCT3CTOG TAIGGTIQCT ATAAA 715 
(2) INFORMATION FOR SEQ ID NO: 1066: 
(i) SEQUENCE CHARACTERISTICS: 
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(A) LHSJGTIH: 714 base pairs 

(B) TYPE: nucleic acid 

(C) SITONDECKESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1649RP 



(xi) SEQUENCE DESCRIPTION: SEQ H> NO: 1066: 

GATCAAAOGC AAAACICTGA OQCAGAAAAA AGtfTTOQCTG ACAGAOGACA TGCTCGCAQG 60 

GCACCAQCGG GTOOQCAAOG GW30QCTCGC CTTTOCftGOG ATOGAOCTOG G3G0GAOCAC 120 

25 GAATCTTTTG CTAAACAACA CTATCAACAA GAOCAAGTIC ACICAGCTAA AAAAAOGOGT 180 

AGATAGTATC GAACTGCATA AOCMCAGCT GOGOQCAGAG AACAAIAGTT TGAAAATOGA 240 

30 ATICCAAAAG ATCAGTTOCA GATATAACIC CATOGTQGAG AACCTOGICT CTCTTAAAAA 300 

OTACAATAAT TCCCTOGTTG AGAACTICAA lUl ULTl UbT ft , TOCAOQCTGG Q3CAACAGGG 360 

35 CCTGAAGGIT OCXXATOCAT TAAAOCTOQG CAACTATGCA TCITCACftGG TTGOCAAAAA 420 

TTCATCTQCT TO0GAOGTTC AACOQCAIGT ATOQOQGTIG GGfia CTOiift G CACCTAOGAA 480 

40 CATAOOCTTG GOGCAQGCIA CCOOGTOGAA AGAAGAGGOC AATOCTOCXA CAAGOCTOOG 540 

CCCAGQCTTC CATCTICIGC TQGTAGAAGA ATCAITOGGT TICTATOCAA CTATOITOCA 600 

45 AAT1UT1GAG AAAATATOQC TCITCGGK3G AAGIOGfEAAC GGACGGOCTA TCTGCTATTG 660 

AAACAGTAGA GAAATTCCAG TAOGACCTOG TICTGATOGA TATOGIGATC OOGA 714 
(2) INFORMATION PQR SEQ ID NO: 1067: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEHGIH: 663 base pairs 

(B) TYPE: nucleic acid 
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(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1649UP 



15 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1067 : 

GATOGCTGQC QOQQGCAGOC ACATO09G0G GCMTP3AOG TICEAOCACA TOCAATCTAT 60 

20 Q0O3GCTOIG QXX30C?IT3C GOOOC3CAGGG GAACTAOQGG CTOCGCGAGC COXAGCGGA 120 

O3CADCAO0G CCQGCGITQC CCGAOGTOGA ATQQGOQCTC TAGQGITCIG 180 

25 OQQQGATAOC C33O3Q30Q0C T0GGAO3O0G G3CAG3TEAC TACGACAACT AICTAAGCOG 240 

TAOQCAGCAG OTOCADQQCA GGAGACOQCT GCTO3TP33G CT3G03CTCA GCCAGCAGCT 300 

50 GATOITOCAC GTOOOQCTAG AGOOQCAOGA CCAGK3CITC GACQOQGIGG CCTOCQQOGA 360 

OQGACAGTIG AGCTGGC333C ANOGCXXX30C 03333AGATA GITCATAIAT AAC7ICTA3CT 420 

35 AGOCTCTAGT GAAGCTCCCT TICX3CAOXA OGAATCIOCG CGTOOiajll' TOGTIGATCA 480 

TCIO9G0CTC CAGADGGADG TICTTOCCCT GGTCCTCQAC QCGGGTOGIG COGACCACAA 540 

OGAACTOGTP 0GCCAG3CTC QGGAAACAAT ACAAGATCTT GATCTCGCTOG GirACCTCCT 600 

AATOGGTOOC QGICAOGAAT GTCACTOCCT OCX39CATCAG GI03CTCAGC ACCGTOQCCA 660 
GGA 

(2) INFORMATION FOR SEQ ID NO: 1068: 



40 



45 



50 



55 



(i) SEQUHvCE CHARACTERISTICS: 

(A) LENGTO: 706 base pairs 

(B) TYPE: nucleic acid 

(C) OTRANDECNESS : single 

(D) TOPOLOGY: linear 



663 
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(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1650RP 



70 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1068: 

GATOQCTCKS OOQGGACTOG ATTTTTCTOC AOOQQQCAOG CAAGAMGAC CTTOCX3TOCA 60 

TCATOTACAC CTOQQQCTOG ACMCTSAOC GICGTTGAOC 0*03CTAACA 120 

TOGTOGOGQG CATTQQOQCT GITICQGTFIG TCATCAAOOG CGQGATTC3TG AAGOCTGAOG 180 

ATOGTCTCAT OQCGTICTPG COQCTnGOGC ATATTTTPGA GCTICTCTTC GAC7ITCACCT 240 

GICICTACPG GQGOGOCITA ATIGGCEACG QCTCOGTCAA GAOOTIGAGC GMQCTT00G 300 

TOQQCAACIG TAAGQQOGAC ATCAAGGAGT TOOQGOOGIC CGTCATOCTC GGIUI03Cft3 360 

CTOICTQQGA GQCJTCTCA3G AAG3CTATPG TTOOQCAGCT CACTA&jTTG CCTOCGTTCA 420 

AGCAAAAGAT ATTCTOQQOG QCCEftOCACA OCAAGCEACG CATGAAGAftS TQQCACATIC 480 

CAQGOQGOGA TCTAATAGGA AGCATGATCT TTAAGAAGCT GOGT383AOC ACP3GTO3CA 540 

ACCTTQQCTA CATCTTGAAT GCTQGCTCIC CATICTOQCG GGATADQCAA CJlTm iAJTT 600 

CCAACTTGAT TTQCCCCGTG TIGAHTQGIT AG33CTTAAC GGAGACTOIG GCGAATOQCT 660 

GTATAGTQCC TCCACACCAC TICAACTAOG GQGTITGTOQG AGACAT 706 
(2) INFORMATICS FOR SBQ ID NO: 1069: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TH: 674 base pairs 

(B) TYPE: nucleic acid 
(C> STRANDEENESS: single 
(D) TOPOLOGY: linear 

55 (ii) MOLECULE TYPE: ENA (gencmic) 



15 



20 



25 



30 



35 



40 



45 



50 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1650UP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1069: 
GATCCATTIC TCATOGAGAT TAA03CTATA TQGGAGGAAA GC^AIAACAA GAAGCAAGCC 
AAGAAGOdG TXAACTICTC TATQCTAQQG TTCACIGATT TTftOCAAACT CAAAAAAGCC 
GAIACEACAG ATCPC7K33AG AQOGTITAGG ATOjCftOGAGG AAGIACAAAT GAAAAAGAGA 
TITAGTIATA AATQGGATIA TT3ATAAAGIG TCCAGQGAAT TOGMGAMA GACATQSAAT 
AAGATTATTA ATAGGGAAAC TTTGAATTEA TTIGCATTAG TQGAAAGAIA TACGCTAAAG 
ATTGAAAAOG ATOCCAAfEAT AAOCEATTOG AGTTCK7TOG TTATGOGCAA C7IXXTK7TCX3C 
AAGCATCAQG CIACAGGftCT GAGQCAATGT GQCAACITCT TCIGTO3EAA A1QGGAAGAC 
CAOCGGAAQC AGTITQQCAA GTOQOGOOGT TOCAAGOQCA CAAAAIEATIG CftGITGTCAG 
'ICTCAACEAC AATCTTOQ3C ATATCATCQG TACTOGTOCC ATOATCTTOG CICTOTCTIC 
ACX33GCAOCT CX7ICAAOGGC AAACAOCACT 03GACACATA CGCCAAATOC TCICQGTCAG 600 
TO93CTOGAA CCAGGAOCAC TACEAOCAOG G033TTACGG AGGTAGA3CA ATCCATTTIG 660 
ATGACAGCAA QGGG 

40 674 
(2) INFORMATION FOR SBQ ID NO: 1070 : 



10 



IS 



20 



2S 



30 



45 



SO 



(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 622 base pairs 

(B) TYPE; nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 



60 
120 
180 
240 
300 
360 
420 
480 
540 



<ii) MOLECULE TYPE: ENA (gencmic) 
£s (vi) ORIGINAL SOURCE: 
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(A) ORGANISM: PAG1651RF 

5 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1070: 

10 GATOGCGAOG TITAOOGAAG AGCAAAAAGA AAAGTAOGOG ATOGOGTTGA AG3ACAAGQG 60 

GAAOGACTQC TITAAQGACC AGOQ3IAOGA QGAQQOGATC AAGTICEAOG ACKXX30GTT 120 

75 GAAGCTAAAA GAAGAOCC33 TbTlCTACTC GAATO3CTQG GOGTOCTAGG TOOOCTIGAA 180 

CAAGCT3GAG AAQGTICTQG AGGACAOCAC TOCTGCACIA AAGCTGAAAC OOGACTATIC 240 

TM bMTO Cl'IOG'iUGTG CAACAGCTAA TGAATQC7TIG QCTAATTATC CTCA.TOCTAT 300 

GITOGAITTA TCTQCOCTAT CTCTATAOQG OQ3GTACAGC TO3CAGACAA TTGAGOOOGT 360 

GCTOGA3COG AATATGAACA AOCAG3CTAT GCAAGTIATTC AAACAGAAAC TCTCTOGTOG 420 

AGAGAAACAC GAACTIUL'IT CCAATACTIC CTTAGCCTCT TICTTO03CA TCTIOOCTIC 480 

GGAGACATOG TTQGAGAACT AOoATCAAAC TTOOGAAGCA GAOCQCA3TC TTCTCAAQQG 540 

ATTCTOOQOC CTACAGQOQC QOCAGQCAQG CTCXTATCAA ATTOCTGATC AAGOCTTEAC 600 

OSATOCTGTA GAAAACTTCA (X 622 
(2) INFORMATION PCR SBQ ID NO: 1071: 



20 



25 



30 



35 



40 



45 



50 



(i) SEQUENCE CHARACTERISTICS: 

(A) LEJNTJIH: 679 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEKESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genccriic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1651UP 



55 



BNSDOCtO: <EP 08661 29A2 I > 



1317 



EP0 866 129 A2 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1071: 
5 GATCGTCATT TT03CX333CT QCATOCTOCA QQCTQCACAT CATOCCGK3C GCCAGGCTAT 

OCIGAACATC CCCAG03QQ3 TCTftCTCCAC GTTOOGTOQG CAGICATOQC CIQOGATOCA 
t0 GTAOQGTOTC TO3ICTACAA ACITCMCAC ACAOGTCAAT GAGATCGAAA CGCCAGACCT 

GGACX3QCTIT CTOGftGGIGG TAOGCAOGAT AOCAGACAAC AGCTACTCTA AAATCCGTCT 
7£ TCIGAOCTIC GACAAOGTOC CITITOCTAT OT0CX7IGAAG ACAAACTACC ACIACITCCC 

CAOCAGOGAG CICTOCXX3CA ACTCCSACAC OTQraXTOG ATra*3CACC 'ICTGCAAOGC 
^ TACOOCXXXTT AAAAACEAGC AATAGACIGA TATCICTTAT AGAAOGEAEA AACEATICAC 

ATCTAAOOOG ATCADCT3AC GftGOC3CT3CA OGCA3CTCGT QCAGCATOCT CAGIGGEATC 
GCAGTAGGOG OQ3CAGAOGC TTCAGATOQG CACICGCCGC CATOGICCX3C OSGAGAGCr 
CXTICACXX3C CXX3C7TOIOOC AG^ 

GIAOCTQCTG CACTCTICCG CCA3CICTIA GCTXGOCTT TCTGOGICIT QOTMTOIC 
OQC^OCATCA TCAQCGACG 
(2) INRDRMATIC8SI FOR SBQ ID NO: 1072: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEMGIH: 692 base pairs 
<B) TYPE: nucleic acid 

(C) STOANDEE3SESS: single 

(D) TOPOLOGY: linear 



25 



30 



35 



45 



50 



55 



(ii) MOLECULE TYPE: EMA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1652RP 



(xi) SEQUENCE DESCRIPTION SBQ ID NO: 1072 : 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
679 
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OGTOAAAACC TTOCWCTLT TCATCAGCTC AAGAA3T90C TCTOCATCIA 60 

TICTGTOOQG TIOGATICT3 OCTTCCTTAT TGTCCTCAAT CATOOOOGCA AAAGOQOGOG 120 

QOGTOCAGIC ATCAOGGGAT OGGOOCTTAT AGGftCTTOCC T9CAAG0O3C ATGAGGCTCC 180 

GCX^GCCATT TICTICAATA AIATTGACAA CTOCTKXjIT TTOCAACAOG AOCTIGTK3G 240 

CGAGACTGTC GAAGGTCTCC ACXTICEATCT GCTCAAGXAT TTCTACOCTT TCCTCAGCA3 300 

75 ACCATOGCAA GITQCAATCT QOCTCTTQGA ATGTCTCCAT AA ULT1T1C A TIGATOITAT 360 

CCACTOCTTT ATTTGTCAAG GAGAGGATEA GTATTICATT AGGAGCTACA ATOOCTTOCT 420 

20 AAAOCAGGTT GTAGACTTTA TOCAGEAGIG TCAG3CTCTT QQCAGAOOCA QGTOOOQCTA 480 

CCACATIGAC AGTTGTACAA Q3CICATATG GATGTCTTAC TACTOGP3VT T39GAOGT0G 540 

25 TCAGIX3CTTT CATICATCTA T3ATACATOC TQGAQOGK3G GOGAAGGAAA TAAATTOGIG 600 

AATTTCQ7IT TTAAGAIACT CAAAAGAAAT GAGAIAAOCG QOOGCAMQG OGGAGTAGAA 660 

30 TTACAGCAGC TATIX3AAIAT ATTTAGITrA IT 692 
(2) INFORMATION FOR SEQ ID NO: 1073: 

35 (i) SEQUENCE CHARACTERISTICS : 

(A) LEM3IH: 697 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
40 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genctnic) 

45 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1652UP 



SO 



55 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1073: 
GATCTCOOCA CCATICTCCT CCAGOGCCTT CTCINAGOGT TCXXJQGOCTT GCTCICICQC 60 
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CTTTIQCriC TTCTCCTTAC GGATTTIOGC ATACAQCQQC TTATTCAGTT OGAACIGTIC 120 
5 CTICITOCAC TXHTTCTTCC ATTOOGACIT OGACATQQCT TOG3GAACOG GOQQCAAGGC 180 

AGOOOGTOGT TTK3GQOGAC TCAATCTTTC ATCMTAITA GITICAQGAG TCATIGCCCA 240 
70 GOTTGAGGAC TCTIAGOQCA AGGTICTICTC ACIGAAGIAC ACTAAAATOG ATGCCC1 T IC 300 

GCGGIGA3GA QGCAATCACC TOCTGAAATT TITOQOOCAT GGTCftGGCTC TAXAGTOGIC 360 
^ ACGIGACAAC AGTITCAGOOC ATATATQGAG CCXTTAGGrTC ATATAAA33G TCAQGAGCCC 420 

GCIAAAGTCT TIGIATTCTG ACCTITTATT GQQGAGCTTT MQGOGIGIG TCTCTATCCA 
20 GAGQOGTGIG GTCAAAAGOG TCTCAGCTCA GOQOGTTCTA CTACACIGAG ATTIAAAAAC 

CAACAGOGAA QCAGCAGAGT ATGAOGTCCT TAGCAACTAA ACTOGAACTT CCATOQGTIG 
AGAAGTAOOG GCOGAAGCTC CIGAAAGATC TGIQ33AAAC GAWGAAA03G TOGW3CGCCT 660 
GCAACAGATC OCAGQGA3GG AAAIATOCCA CACTIGA 597 
(2) INFORMATION FOR SBQ ID NO: 1074 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) IiENGIH: 707 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS: single 

(D) TOPOLOGY: linear 



25 



30 



35 



40 



45 



(ii) MOLECULE TYPE: DNA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1653RP 



480 
540 
600 



50 (XL) SEQUENCE DESCRIPTION: SEQ ID NO: 1074: 

GATCTTTGAT GCTATTTCGT ADCTTAAGQG CTSTTOOGIG CTQGAGATGA TCTCCGQCTA 60 
55 TATAGQQGAG AOOGTCriCC TGAAGQGTOT TGOCTTATAT ATAAAGOQSA ATAAGTTTOG 120 



1320 



EP0 866 129 A2 

CAATQCTACC ATOGAGGAOC TOITIQOQGC CATTACTGAG GTMCAG30C TIGATCICAT 180 

£ GQCGAA3QCA AAAGATIQGA TTCTAAAGAT OQQSTACCOG GT1CIUGACA TCACIGTICT 240 

TGAT39GAAG ATTTCACTCT CACAGAGAOG CTADCTTIOG AQQQGACAAG CTGACQOCAA 300 

*° TGAOGAOCTA ACCACCTOGT GGATTOCCCT QGAACTGACA CAGGACICAA CTK3CACTAC 360 

AACAGAAATC CTTTCTAAAT OOCAAGAAAC AGAGATCTCA QCTACOGAIT TTOICTTCTT 420 

TAACAAOGAT GQOCACGGCT TCTIOOQQGT GCATTATGAG GATGAGACTA T1CTGGCTAA 480 

CAICT3CAAG AACATAGOGC AGCTOTOCTC AOQCM7EAAA ATTOCGTTAA TTIOGGMCT 540 

TCATOCCACT QCTACXTTCA 09CAACTCAT GGCTGTICTC 1CK3CAITCT CTGCAAOGCA 600 

TICQCAAGAC TACTATCTEA TOGAACICIG CATICTCCAT TTTOCACIOG OXTOCTCAA 660 

TCATATATOG OGATOOCTCG CAGAGATOOG CAAGAAGCTT GOGOOGT 707 
(2) INFORMATION FOR SEQ ID NO: 1075: 



15 



20 



25 



30 



35 



40 



45 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 689 base pairs 

(B) TYPE: nucleic acid 

(C) STOANEECNESS: single 

(D) TOPOUOGY: linear 

(ii) MDLEOJLE TYPE: ET3A (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1653UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1075: 

50 GATCTAATAC T3GGAG0GAC TOGGCX7ITCT G3CX3GT3TCT ATCICTATOC GAAOCAGOGA 60 

GQCPGTGATG GAGACANATT GTACTACGAT GC7ITOOQOQC TCATIGCTGT GAAOQQQOGA 120 

S5 GITGTOQCCC AAGQCIOQCA GT1THJ QCTS AQQGATC1CG AAGTGGTTAC TOCAACTGTA 180 
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GACTTACAAG AAGTTCAGAGA TTA0Q9GATG TCTCTGATCT CEOGAGGGTT GCAGQCACTA 240 

TCGAATAAOG TGACITIOGA AD3TATTCAA GIAOCTCTAG AACTQQCCGC GATOCAAGAT 300 

AGSTICAATC CTACGATTAA OCTCACGAAG GCGAAAGQOC CAIACTATCA CAGCOCBSAG 360 

GAAGAGATTG GXTGOGOCC AGCTICTTQG TIATOQGACT ACCTAOGTCG TTOCAGAGGA 420 

ACAGQCTATT TICITCCACT ATCTOQQ33C ATTCACTCAT GIXXCACTOC TCTAATICTG 480 

CACTCTATCT GT0GGATO3T 1CTCAAOGAA ACATCIGAGG CTAATCTOCA ACTAATK3CA 540 

GATOOGAGAA GATIQQCTOG TOCTAGOGAT GACIQGAOTC CAACOGATOC ACGTCAATTT 600 

GCAAATAIFSA TATITCACAC TICTTFTATC GGAACAGCAA ACTCCACAAA TCAGACTCGC 660 
AGTG3Q9CAA AGAAACTK3C GGAACAOCT 
(2) INPCFJMATICN FOR SBQ ID NO: 1076 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 598 base pairs 

(B) TYPE: nucleic acid 

(C) STKANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (gencmic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1654RP 



689 



45 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1076: 

GATCTIMTA ATTTTGATOG TOCTATATTC TAAATPCAAG TAATCATAGC GCGTGATOCG 
50 GTAOGTAOCT ATACATATAA OOCACAGTIC TOCATCGICT ATOCGK7TAT GAAAATCACT 

CCAGCa?K3C GACACGCCAC GICTAATCTA GTCAGTTTCA AGTTCTTCCT CCTCATCGQC 
55 AGAAAGTPCG CCOGOQGCGG TCAGGITCTT GAGOOQCTOC TIGAGCTOQG CX3ATAAGQCT 
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ATTCTCOCTT TOAGCATOCA TOOGGATACC CTCTAGftGftC AEATCAQOOG AATCTOCACC 300 

5 ATCTAAACCA TOTTOXTGT TQCIQOCAGT QQCAQCIQOC AGTTIQGGftC TOGACAGACC 360 

TGTCTGTCCA TCTTTTTTAAG AATCCTOQGT CCTTOOOG&3 TTO3AATPCA TOC7TIOCCAT 420 

10 AGTSK3CAAG ATITICTOCT CTICT3TEAG TT0CAGAT3G CTAOCTGTCA GA3TGATCAA 480 

GGAOCTOQOG CTITTA033C GCGAGAGCTT QQGCAGAAGA GAGTGCC03G O Tl UJa? lU j 540 

75 CTICAOCAAG GTTTGTAAT3 GftGGICTGAG ATCTOGGAGT CCTTOGIW3T CTCftGACA 598 
(2) INTOKMATICN FOR SBQ ID NO: 1077: 



20 



25 



30 



35 



40 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 571 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEEWESS: single 

(D) TOPOLOGY: linear 

(ii) MOT.FTULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1654UP 



(xi) SEQUENCE DESCRIPTION: SBQ XD NO: 1077: 

GAT0OGQ9CC G3GTCOGCSG CAACCAAOGA TGICAOGTOT GGAIAOCftGC GftOCIGGTftG 60 

QCGTTACGoT QQGAQGAGCA GOGGTCOGOG GAAAAOQGQC AGCAGAGCAA GTACTQGCIG 120 

45 AAGTOQGGGC OGTATCTGTC GGAGOGGftGC T3GQ0GAOGG TGOQGGAGGA CTACTOGITr 180 

GAOQGOGAOG OGK3QOGGCA CITOOOGTK: GAGCAQGOGA AJGOQOQGGT CITCOQGTGG 240 

50 GQQGAGGAOG GSATCTICQG OGTGfiGCGAC AADOGGCAGC TOGIGTOOCT GAACGT3G3G 300 

ATCIQGAAOG GGOGIGAOGA QCTQCICAAG GAAGOQGATG TTOQQQCIGA O0G3QC0GCA 360 

SS G3GCAAOCAC GQGGAGGACT GCAAGGAGCT GTACTACTAC CIGGACAAOC TTOOGftGOCA 420 
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TCXCTACATG AAGQOGCTCT AYAAGTACCC GNICAAGOQG GOGTICCCCT ACCAGGAGCT 
TATIQ0333C AACGAD3CGC GOGQGTACGC QGAGCGOGAG CTOGAGoICT ACGAACTTCA 
OQQGCTOEAC OQOGAGGOQG GGAO0QG0GA C 
(2) INFORMATION FOR SEQ XD ND:1078: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENC7IH: 694 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOIjOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1655RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1078: 
GATOCACTTT CX^CICTGAC ATCX3GTCAAT CAAOGCIG3G CACTCAOGIT CAGTICIGAA 
GCAATTOCAG TOOCOGCACT TACOCTICAT TTATTTAGAG ACTTAGTOCT GTIATAAGIC 
AGTCCEATOG AACAQCTCTC GACAGICATC QGAAAD3AGA AGTIACCCQC CCITCAGACA 
CAATCTCTTA OOOGACTITG ATTTACAK3C GTTACCCGCT CTOQGTCAOG TOCQGGGAAG 
CACATCACAA AGQCQGAGAG CTAGITAOGT GA3QCICATT Q3QCTAT3CC QGAAACTCTA 
ATCACEAGAT CATOOGAGAA GCACOQCTAT ATAAGACGCA TCACGGTOoT GCTCGAGAGA 
CTGOCTAAAA T30CAATTOC TEAGOCACTG ATOOCAAATA CACTO3ATAA GACTEAOCTA 
CAAAACX330C CTIGGAQQGA OQQQGICTIC CAAGQGAAAG IUUUl' 1 'lUgT CACTOGOGQG 
GOCGQGAOGA TCTOCAGQCT GCAGGCGGAG GCAATOCTGC TACTIQGTOC CAAGQCTGCG 
ATCATIGQGC GCAATCTOGA GAAGACTAAG AAGQOQGCAG OQGAGATOGC GGAGTIGQQC 



1324 



EP 0 866 129 A2 



10 



GACIOQQCTG ACIGOGIGCT CQSAATK3QC GGOGIGGACT TOOGOGAGGT CO03GACA3G 660 
AAAG0QO3OG GTOGAACAGA OG3TTO00GC GTIT 694 
(2) INFORMATION FOR SEQ ID NO: 1079: 

(i) SEQUENCE OIARACTERISTICS : 

(A) LE3NTJIH: 675 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 
1S (V) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA {gerianic) 

20 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1655UP 



25 



30 



35 



AO 



45 



SO 



55 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1079: 

AOOGCCCCCA AAOQCTOCTC OGOOCACATT GACACIX3GIG TTAOCACCCA 60 

TTATOPOGGC GGCOGTTTCA TCOCAGATOC OCTGQOOOGT OGOCATOGnT TTO MUXJ1T 120 

OCCOTACTCT GQCACQGATC AAATftCTOOG TATTIGAGTC CATATTGCIT TftTICTATAG 180 

TCTO03TACA TAAGOOGOQG TITCAGAG3G OaQGTAAOGA TCA030GTIAA OJITHLTITI 1 240 

TOGIGATAIG TAAAAAGAAA TCIGCAAACA TTTTTCATCA GATGAAOGTT ATACK3C3CTT 300 

GITICICTCT TGAAGTCAGC AATCTCTAAC CITTSAAGCT GATEAATAG3 CIGTTQOGIC 360 

GIGTIGGAAC ATIGAD3G£G CTrcGCTTCT TGPAAGOGAT TAATC7DGTCT OXjCG^'l'l'lC 420 

ACTTTCTOGA ACK3GTAGCA QGICIGAOQG GICTQOGAAG G30GIOQGAG ACTIGCAAAT 480 

ATAGGOQCAA GACAACCTOC GAGATACAGG GGAGCTOCIG CAGOGAACAG GIGGAGTOCA 540 

GQOQGATCTT GAGGACTAGC TGCTCTGC3GA QGAGATOQOG AAGGAAAGOC TO09SATAGG 600 

CCTAGCAAGC AOQGAGCCCA AGOGGGIGAA QGIGrlTCATC CTOGAAGACA QOGAGTOGAG 660 
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AGACACTOQG ACGGG 675 
(2) INFORMATION FOR SBQ ID MO: 1080: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEM7IH: 705 base pairs 

(B) TYPE: nucleic acid 

(C) SIKANDECNESS: single 

(D) TOPOLOGY: linear 

75 Cii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1656RP 

20 



10 



25 



30 



35 



40 
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(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1080: 

GATCTAGOGA 1CAATO3CAG CTAACAGATO CICIGACATT ATQCATCAGC QCAATCATOA 60 

TOGACACATC GAAGCTCAAG CATAAAGEAG AQGACTOQGA CAT3CAAG0G TAOGCCA3CT 120 

QCAAAAGOGT GOTGAOCAAT AT3AAOGAGG ATOOGI7CTA CAAGOQCATC AAGQCAGCAA 180 

AGAATGADCT AGATOGCTTC TCACTGGATC AGATICTTOS TAAGGACEAT AAAGAG7TK3G 240 

TOITOOQGAG C03CACT32A GATCTACGTG TTOQOCTACC TACBSTOGIG OXai T l ' lUa 300 

AATOGATOOG OGAGAAGTIC QQCGACAATC GGACTAOGAA GCICIQQCAC AGITICCTTC 360 

TQGAGCATAA GTIAGATTIC CTOGTOCT3C TCACAA3TAA GAAQQOCAAC GAQQGTTIGA 420 

AAO3QGAG0T QGCTATCATC GCCAACTOCT GOGAOOGTOC QCAGCAGGTC GAGTICTTGA 480 

TOCAAAGCCT CACOCCA3AG TT3CAGTIGA GCAAGAOCIC T GUITILTUL ' O0OQQCICAC 540 

TO3ICATIGA GACGTCCGAC CAGAGAATOC TATCT3CCAG TOGCAAGCAA ATAGTACCIC 600 

TCCTCAAGAG AADOGTOGOC GAGTTATAQC ATOCTTATCT AACIAAOGTT CCAGTTACCA 660 

TCTICOCACA TCTCAGOQQC AAIGIOQOGT TIGTOGTICIC CAACC 705 



55 
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(2) INPORMATiasr FOR SBQ ID NO: 1081: 

5 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 670 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 
io (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencndc) 

* 5 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1656UP 



20 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1081: 

GATCTCTTOC TACOCTGTAT TTCTACTTAG CAGGAACCEA AATATCOOGA AATCATCGCT 60 

ACTAGGAH3T ITTITCTACA ACACftGACAT TTAOGCCAAC CAC2WDGCTA AGGCATOCAG 120 

TA3CIOQCX3G A3TATCT30C TAG3ATOGGC GTAATOCEAA TAGIGGITOC QGGAGAGGCT 180 

GGTGAGGTTG AACIGGGAAA ATIGGGTOGG CA32AGGTIGA CTCTCACAGT AAATOGftGOG 240 

GCOGftGGIGA TOGAATTOOC CTGT3AGGIT GATOOGCTAG 0303300305 TATEAGACAC 300 

TOOGAAGGIG CAITK3W3GT GOGQCIGAAG GOQGIGAATC GGACTGftGQG 003Q3Q030G 360 

GACTTCACTA TGCK3GCT3C AGAGGAG33G T3GGGGGGAA AAGAOCT3QC GOGTGCTGAA 420 

CTOOGCTGQG OQQOGTOOGA O3G0CT3CTG CTTAO33Q0G AACAT3CAGG OGOGIGfiGOG 480 

OGAT3COCTC CGAGTCTTQG AOGGAGCTGA TOGACIACIG GCACT30CAC AAGOCTGOQG 540 

AOGAGICTOC GQQOGCACAG CAGTAOCTGA CGAAATATAA CGOGCTOCTG OCTQOOGADG 600 

GQGAGCTGCT GGTGQGGGAC ACATTOGTCA CGGTOQQOGA GGGICTGCTG TCfiGAGAAGC 660 

TQQCGATGAG 670 
55 (2) INFX3RMATICN FOR SBQ ID N0:1082: 
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(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 620 base pairs 

(B) TYPE: nucleic acid 
<C) STYSANDECNESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1657RP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1082 : 

GATOGATTEA GATTTCAOCT TCAGGCACAC TAAGAGATOG ACICCTTACA CTAAG9GT3G 60 

GCTCAD3Q3C GGCGTTGAAC GTCTTTPQCT OGADGGACAG ACTGfltETGT TAAGCQGTCA 120 

OCTAGIAGCA TCTOCAGCTC TAQCTPoAQGC OCTICTACCT ACITCAAACA ATEACACTIC 180 

GACTOCICEA TTGAAOGOGG AGOCATIOCA CAGCTITCTT CCPCCTTCTh QCT033GTAA 240 

GAAGOQGTIC TQCTTCTOOC GOGAG03QGG AAACTOGTIT GCTICAGCTC GIGACCAOGA 300 

GGAAGCTCIT ATCGACCAAC OGCTOGAACA AAGGTIX3A3G TCTICAAQ3C CAOCAAAGGA 360 

GCTOIOQQOC OCAAGTOCX3C TCftGAGftGCT ACTOOCTQOG CACAAIOCAT TCftGAGGAAG 420 

GAATATCTEA TCTGITAACC AATTCAAAOG TTOQGAC37IC CACQC LTIGT TOQCTCTOQC 480 

OCAAGAGCIG GCTGOGQCIG TOGAGAGAGA GC3QOGTTCTC GAATTGATGA AG3Q00G0CT 540 

CTTCAOGAOC ATATICTATG AGCCATCAAC QOQCACATOC TCCTCTTTEA TCQOGQCAAT 600 

QGAGOGOCIC GGTGGTAGAA 620 
(2) INFORMATION FOR SEQ ID NO: 1083: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LE3MGTO: 578 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 
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(D) TOPOLOGY: linear 

(ii) MPT.BCULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1657UP 

(xi) SE&JEXCE DESCRIPTION: SBQ ID NO: 1083: 

GATCAACTOC TICCAGOQGA QOCAGICTQG CACOQCATAC CAGAAATOCA TTOQQQCACC 60 

TAGOC33GATA TICIQOQOQC TGTACTO3GT OCAOGAAAAG G0CCAG03GT GTOO CA ACGC 120 

AAAGQCTAOC ATCTOCAAAC AGAGOQCCAC ATTCTOGTEAC AOGflAGOCCA l U nUjKJ U C 180 

CSOOCfiGTCOC TGAATCAOGT TCAGCTAGTG GAGAAGOGTIG AIKACCATAC OCTQOCAGTA 240 

GGAT3CAAAA ATC&TCAACT TAACACATAA GAATTTAGOC CATO3OTICT ACTH309CAA 300 

CTCGTICTAC AAGCACTIXX AGAAGAQOQC CAAGTTATAG AG0GACCA3G ACGOOCTOGO 360 

GTTOTATACA AGOGICAAOC ACTEACATCC CAGATCCCAC TOCAACACCT QGAAOQCAGA 420 

CATOOQCAAG CAGTACACOS GCTP3AACCA CADGTACT3T AGAATOOCCC GCTTCACMC 480 

CAATAAO30C TK3QQGTOCG OCATATOGAC CATOQQCAAC AOCCAAOCTC OCACAAOOQG 540 

AATOGG3TQC TOGATOCTTT TCTOCTCCOG OQCAAGGT 578 
(2) INFORMATION FOR SBQ ID NO: 1084: 



(i) SEQUENCE CHARACTERISTICS: 
45 (A) LENGTIH: 693 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (gencmic) 



(vi) ORIGINAL SOURCE: 
55 (A) ORGANISM: PAG1659RP 
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(xi) SE&JENZE DESCRIPTION: SEQ ID NO: 1084: 

(MCAAAAGT TCATTAAACT AATAAAftGAA TThTTTTKTG TATATTCATT GTAXftGICAT 60 

ITTCAGACAA AAA1U3IQGA AATTTEftGOG QQCAAACA3A AAAGTICAGAC ATTA3AAM7T 120 

GACAGATACT ITAUTTACTG CATAATTACA CTAAAAACAA CTCTTCTCAA AAACEACGGA 180 

TTATTGAQOG CCCCCTCACT AATAATGIAC TCCTICTATC QCTTICTTOC Q3GTAGAA3C 240 

AOCTAAAGftG ATCAGTTTCA OTTOCAATT TOQQCACTTT TACGTTKXA CTIAACGATC 300 

ATTCTAGTCT ATITTATGAC CAGGAAAGAA AAGGAOCCTA AAAACCTCAA QQCAQCCAGA 360 

CCAGOGACTC ATOOCAAGAC AAAAAOCAAA TATITCTIAT TBGAGGTTIC ITCAGGK3AG 420 

TATATTIQGG TIATCATCAT GATCAAAATC AAATTOGAAA GCATCCATAA CATCACAATT 480 

CTACTOOGCA CATCACGCTA GTGATCTOCT T3CTTITOGA TAQGATCAAC TTTEATTICr 540 
AOCACITCAT OOGATITIAG AOGAOCITCA TTTCCK3GTA TTTAITATOG ATOKXTOIG 

gccattcagt aocctcaact a1t1u1t1uc caoqqqqooc toqctaacca tagcitcaga 
citiqqcttc gboooctqog aagoq ultit tgt 
(2) inp0rmaticn ftk seq id no: 1085: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 726 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (gencmic) 



<vi) ORIGINAL SOURCE: 
50 (A) ORGANISM: PAG1659UP 



600 
660 
693 
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(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1085: 

GATOGACTOG TOCAOCAGGT AGIOCTQQOC OQ3CITCAOG TTOQQCX3QOG TOGAGAAGIA 60 

GACCOGGTAC TGCTIGCAOG CCTICTICAC CTOCTOGTAG CTOOOOGTCA GOOOCAOGAT 120 

CT0QGQGTP3G AACTOQ30CA GSIACTOCTT CAGCAOOQOC G3CO3GT0CC QOQCMQGTC 180 

GCAOGTICAOG AAGATOGGCT GCAOGTOGAT GOOQOGTTOT TTCAGTOCX3C CTAGOCfcOGC 240 

75 CQCCAQCTIG TCCAGCTCXTG CAGGGCAGAT GTCOQQGCAG T30GTGAAAC CGAAGTACAC 300 

CAGOGAGAAC OGQOOGAGAA GGTICTICIC OGTGAACTOG TTOOOGTIGA ACTOCACCAG 360 

20 CIGGAAOGGC OCG3CCACCG C0G30QQQCC GTAOOCXXX3G TTCX3CCTCOG OCIOOOGCIG 420 

C^OCTOCAGC OGOOQCTTCT CGCX3GGAAAA CACCTAGAAC AGQC03COQC OGW3CACAGC 480 

25 AGCACOGOOG OJUUL'l'KXA OGICCTGAAC TOGATOGOOC OGCXXTCOGAC CGCTO03AGT 540 

GOGnTOCTG OQOOOOCAGC GGGATOOGQC TCAAOGQOOG OOGCTIGOOC GGOGCCTCTC 600 

30 GCOQQCOGQC GCCTCCIGOG TOGCCAGOOG TGITOQOGAG AACTCCCGCA CCCCGCCAAA 660 

CQCIOCICTC TQOCTIGCAA TKXXX3CAGC TTGOCIQCAA ACACOGAGIC CTACIGATCA 720 
35 TCTCFG 

(2) INFORMATION FUR SBQ ID NO: 1086: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTCH: 720 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencroic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1660RP 
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(XL) SEQUENCE DESCRIPTION: SEQ ID NO: 1086: 

5 GATCAATTCG ATQOCAACCA AGATCAAGAC CATCTOQGTC AGITAGCAGT GCACK7T30G 60 

GATACATOGT CTGAGAOGGA TAQGAATCTA ATITTCAAAT TATB3G3CAA GTICAAGAAT 120 

10 ATCAAAGCTA TTEACAAATC OGAAGATSIC OQOCAAAGGT TGATOGAAIT ATTOQGTCAGr 180 

CGAAOGCTQG AAGTQCAGAA ACIX3QOOCTA GATOOCTICT TAGCMACAA GGA1CCACTA 240 

75 GCTCTSAAAT ATAGGGACAA TCTGAAGAAC TTATEAGATG ACAQJITATT O^ACGACGAA 300 

CTAACAAAGT TAITIQCTCA GAATCAGTCA AGGGITATIG TCAACftZTGA TCAAAGATIA 360 

TTAATOCOCT TCATITIQOG TAITTTATTT GQCOTTCriC AGACAOCTAA TAGCAGK3QG 420 

ATCAAAAAGA CAAGAAAAAC TOOGGTCATA ACTGTOCTQC CAAATTTAGG TGAGAAGAAT 480 

A1TACTCACT TCTTOGCICT GQGfTAGTEAAT G^IATCAACT ACCACTACTT CTTCGAAGAG 540 

AATOCX3CTIA TIOCTGACAG TGAGCTTACA GOGATAAA3T TEM3GW3AAT QCTK3GCTTC 600 

ATAAATCIDC TAAGIT3CCIC GTOGAATGTT TEAGGTIOCA ATTKXXX33A QQOQGTCAAG 660 

ACAACIATTA AACCTCTCGT TTAOGCAAJT CACATCICAG CT03TIACTOG ACAGAATAAA 720 

(2) INFXDRMATICN FOR SBQ ID NO: 1087: 
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(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 651 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETHESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (gencrnic) 



50 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1660UP 
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(xi) SE&jniCE DESCRIPTION: SEQ ID NO: 1087: 
GAICITATAG ATTTTCATCC 
GGCTTQGATC TATTITTCAA 
AGTr?*3TAGC AGACEMOCA 
TGCTAGGAAC ACGAAGAAT3 
GATCAGAAGG TTAAGCAATT 
ATTOITGACr AAAAA3TICA 
GAAGAACK3G TAATAGACAC 
CATCACTTCT GCAAOGITAT 
AACCAAQGAT TTCAAAAATC 
TTCAATOCGA QCCAAAACAT 
GATAAGCGCA GAIAAAAACT 
(2) IttTO^MATICN PCR SEQ ID NO: 1088: 

(i) SE^UH^CE CHARACTERISTICS: 

(A) LENGTH: 96 base pairs 

(B) TYPE: nucleic acid 

(C) OTRANDETNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1663RP 

(Xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 1088: 
GATOGCGGTT TCATCTOOOC ATACTICATC AOOGATOOGA AGGOCAACAA QGIGGAATIC 

1333 
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OCAAGCTTAC AAAGAGAAOG 
TGCTACCCAT GTTCPOCK33 
TCTTCCIGCA TTEAGGAGAG 
AGGAIGAAAG TITCATEAGT 
OCATAACAGA TIGAOGAOCT 
A3TGTTTTIC CAGOCTQOCT 
T0CK3QCAAC ATCOCTGATT 
CAATAAIATC CTACAGCTIX: 
CAAAAGOCAG ACCTTOCTEA 
ATTOGAGOQC AGAATOCTIT 
TCAGACOGAC TTGACAAAGT 



TIATOCAOCT GTTTTPGOCA 
OOCAACaTlCl' TGAACAAGIT 
TOoICATTTA CIGATAOGIT 
AAAG0GQ3QC CAGAnTCIT 
TCTIGAGATC GATACIGCAA 
TTACnTGAT CATA3TOCAT 
TCCITAGCAT GATTOGIGAC 
GGAAGAACAA TATGTnOGA 
TK33QCTOCA TCAAATCIGG 
AAITCAATCT CTTEA3MOG 
TCACCAGAAG T 
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GAGAAGOCAC TOTIGCTnT GIOOGAGAAG AAGATC 96 

5 (2) E^FORMAXICN FOR SBQ 3D NO: 1089: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 583 base pairs 
w (B) TYPE: nucleic acid 

(C) SIRANDECNESS: single 

(D) TOPOLOGY: linear 

15 (ii) MOLECULE TOPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1664RP 
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(xi) SECUENCE DESCRIPTICM: SEQ XD NO: 1089: 

GATOCTAQQG TX3GTTCATO3 CACTGAGOQG GAOSICTICT TOGAOOGSIC GAACOGCAGC 60 

AAGAGTCTGA AGTCCTTGAA 03OTICICIG GAGCQGCTGA AQOQCAATOG QCAGOCGGCG 120 

T3GATTTT0C CAGftGQGCAC QCGGTCGTAC ACAACQG2GA TSCaGCTOCT GOCATICAAG 180 

AAGGGGGOGT TCCACCTGQC GCAACAGQOG CAGATTOCGG TGATTOOGGT U UlVj^ U iX J L ' 240 

AACAOGAGCA OQGICTTCAA O0CQ0GGCTC GQCATCTITA ACO303QCAC GATCAOQGOS 300 

AAACTQCTGS AQCOSATOGA CAOG3CIAAC ATCAOCAAQG ATGAOCTGGA CAAQCTICT3 360 

AGOGAOOT3C AQ30CAAAAT GCATOCC33AG TTOGAGGOQC TTOGCTAOQC QCCIGCGATC 420 

GT3GACACGA GQCTAOOOGA AGAGQOQCTG C33CCGGACT TTGTOGACTG CAAQGAAGAC 480 

ATCAOC3GAGG TAAOGOGCCT CTOGAAGIAA CLTIUbTlUi TAICATATAA ADGriTQOGAC 540 

GAGITATGTA CATATAGOQC T3CTAACTAG GCA3TCAGIC OOC 583 

(2) INFORMATICS FOR SEQ ID NO: 1090: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LE2SJGTH: 598 base pairs 
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(B) TYPE: nucleic acid 

(C) SIRANDECNESS: single 
5 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

70 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1664UP 



75 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1090: 

GATCOGACIG AOGGttGAATA GQCCAOOGEA GCATOOGOOG CTGftGOQOGC TOQOGAAOGA 60 

TAGCAGQGGT CCTTOQGAGG CTCT9GTO3C CAAGACAAOG ATOCACTQQC OCAOCAD30C 120 

CAGEAGGAQG ACTGOQCACT QGACTGACAT OCTOGACACA UWl'lUiUA TQCAGAGGTIC 180 

AATTATCAAG O00GACAGGA AG0G0GAGCA OCTOGAGGCA AHOGCAAA1T CTOQCAGCAC 240 

OGACQOCTOG O0CAACAGQC TOGACAGOGA G00CA3CTIG GIGAGGAACA TCTCCATOQG 300 

GOOCAGOGAC AATAGCAACA CAAGQ30CAT GAAGTAOQOC GOIGGGflCGT GGAAGAAGIT 360 

GOGCAGOOGG OGGOGGATCT OCTQOGQCAG CAGOGGCTOG GIGQ93CICT GCATOOOOGC 420 

GAAGGTPCAGT CTP0OG3OCT TGAOCTIGWS CATAGTCAOG ATOCTOGTOG CAAAGCACAT 480 

GCAGAAGCIG ATCAGOGflAT AIQOGACAGC TAGW3TCCTC AAXftCAOGAG AAAGGICAAG 540 

GTAOQGCAGG CCATTTCCAA AAOCATQGTIA TCTTCAGCAG CTOOGAOCTA GCACAGAC 598 
(2) INFORMATICN FOR SEQ XD NO: 1091 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 713 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

55 (ii) MOLECULE TYPE: ENA (gencmic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1666RP 



(xi) SE&JEHCE DESCRIPTION: SBQ ID NO: 1091 : 
GATOCTIGOG TACTAAGAGT TAGACTTEAA TEAAIAATAT TATITCEW3A AGAIAGAAAC 
CATACIGACT CAOSI03TAT TIAAOOCATC TCACXTIAATC TimMTCA CGAAC^ICA 
AACOCTACTT AGCK7ITACA AOCAAGAGGA TAGaTTGAGT CX3ACATCGAG GIGGCAAACA 
TAACITACAA TAGCTACICT ATOGriTATAT TAOCTTOTIC W mum TCATAA3AAC 
ATTTAATIAT TATITCAATA ATICICAITEA TTCTTCA3AC TATITCATEA TCEATEATTT 
ATTAATEAAT ACAIA7TO3G CTITOCT33A TATAATIATT CTTAATOCTA CICAIATATC 
TAGTOGTIGA AOGTICTIAT AACTTTATAA AAAQGAOTCT TA3AAGCTTC GCTOCAGATT 

Giccrrmrr ateataaaat aatateagsa gitctitoca ateaaoccaa titacicaat 

ATATETAAAT ATP3A3AATT AAATTTCACA. ATTEAATO3G ACTATEAATT AATCCCEAGC 
GIAACTITIA TTOGITATCA AATAOCA3TA CAAXATOEAT ATimGITC ATTATOCCAA 
ACTTAOGTEA. TTCITCIACT TCT&3CTATT ACAATEATAG CACAGTEATA C3CATEAIATT 
TATTTAATAT ATEATCOCTA TATEATOITr TATEAACATA TAAAACTC7EA CAT 
(2) INFORMATION FOR SBQ ID NO: 1092 : 

(i) SE&JENCE CHARACTERISTICS: 

(A) LENGTH: 677 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: IM (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1666UP 
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<xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1092: 

GATCCTTATA. AAATOQGCAA ATAATATAAT ATACAAAATT ATAAATAAAT 60 

ATTTAAIAAA ATAXAAAATT AATAAXTAAA GTATTATAAT AATIAAEAAA ATEATTTATT 120 

AATAAGTATG GAnTITAAC TGAAATTICT TAAAATGAAA TAAGAATIGC TACTAATCTA 180 

TTAATAAGAA AGIAATOGTC AATACTCTAA ClUl'l'lUU CA CTAATCACTC ATCAOQOCTT 240 

GAAACATATA ATEAAATAAA GAATATTAAT TAATTTATTA ATTATTAAIT ATEATTAATA 300 

TTATTEAATA AATATAATAA ATATTTEAAT TTAAATTATC AA3TAATOOG AAGTIGAAAT 360 

ACAGOTACTG TAGGQGAAOC TOCAGF333C TTATAAATAT C l' l 'lA ATAIT OCATTITEAT 420 

AAAATAAATA TATTTTTTAA TAIATITIAT AATAACTAIA ATTAAATAGT TAAAATTTAA 480 

A1TATAATTT AATAATTTAA TAACTTAITA A3TW3AGZV3T TflrfJJoJACAT (XCCCCTAAT 540 

GCIATOCATT ATOGTTOCTA CCACTCTAAT TAATAAACTA TAAEAAATAA ATACTAAIAT 600 

TTTATATCAA TTAAATTATA AFIATnTTT ATTAATATIT TAATATEATT TAATCAAAIA 660 
TATAAAIAAA GTATTAT 

(2) raTORMATIQN FOR SBQ ID NO: 1093 : 



(i) SEQUENCE CHARACTERISTICS: 
40 (A) LEN31H: 707 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 



(ii) M3LBCULE TOPE: ENA (gencmic) 



677 



(vi) ORIGINAL SOURCE: 
50 (A) ORGANISM: PAG1667RP 
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(xi) SE&JENCE DESCRIPTION: SEQ ID NO: 1093: 
5 GATCCATOGT GGTICTOCTIC ATTACCTGTA ATIOTTO aATCCTOQCT ATOCAGTOCT 

Q3AAAOQCIC CTO^30GCC TCTATITIlGr TATIX2AGCTC CA^GTEACIOC QOGftQCTEAA 
70 AGGTCAAOSA GAGOGAOOCT GGATP3CAOC TGAC333GAT CTCMGGftCC TTCTQGTOCT 

OGTITCTOGTC CACAAACATC GQGrTAGTICT AOCA1ATCTC OGGCGCAAAG CACATCTOCT 
75 GCACAGOCTG GOGGTOCAOG TATXOCACGC GCiaXQCAG CACGftCITCG QQCMGTOGA 

C3CITCITCIC CMCIOOCAC TOGATOCACT TOGTCCMAT CK3CAQCT3G TACICATOGTT 
ACIGAQOQQG QGCAQQCAGG TTCTQCTGIG TOQOCTGGIT TMCTIOGTC QQCAGCGftGC 
G0O3CMQ0C CTTQGTCAQG TT03AGCACT OCTGGTZACftG GGfiGOQOQCA TTCATGrEftGC 
TO3XX3AGAG CTCTCH3ATC AACTTOOGOG CXDGrr^ACTC GITCACCTCC TOCICCX^CT 
GOGICTMTT CTOOCACTAC OGCTCXMGG ACTOCACTOG CAGGCACAGC AAGGCGCITC 600 
TACAOCTK3C GCAGAATCTC GACOOG3CIC TOCTOCTOCXT ACTItXTCAC CQGCTICCAC 
TGCTCCAGAA ACTOCAGGTEA GIOCTOGCAG AACTOCATOG ACOGOGG 
(2) INTORMATICW FOR SBQ ID NO: 1094: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 723 base pairs 
<B) 1YPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
so (A) ORGANISM: PAG1667UP 



55 (xi > SEQUENCE DESCRIPTICN: SBQ ID NO: 1094 : 



60 
120 
180 
240 
300 
360 
420 
480 
540 



660 
707 
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GATCTAAG9G ATOGCTGACT GCIX300GGTC CTCACAGCAG TO3CA0GTT&G CTAOTAATOG 60 

TOOGAAATOG ATCAAAGAGG GTIGOGTCTOG OQGTACAGQC AGAAAGCAOG COOQOOGAIA 120 

CAAGTTICCAG TTCTACAAGC AaTTOCAGIT CCAQQCTAQG AGCTAOCAGG TOGK3ACTTC 180 

GCQQOOCTAT CTGATAGAGC GGTADQQQGA GOGCAAGQOG GOGADGATCA O tf l U b' iT i W 240 

CAACTQCATC CATCOGAAAA TCAAOGAOGA TGTCACAOQG ATCAGC33ADG AGO30GIGAC 300 

GCAOG33GTC TOGAACT3QG AGAAGttOGAA GCTCTTCCIG CIGCTOGTOA CQCTCKDQCA 360 

Q09QGG033G CJCX3GAGEACT GQCTOGACAA GAOGAAOQ9G TOOCAGAGOC QOQOQQQOOG 420 

AGAOQGOGCG OQGAAGAGOG A0GAGCT9GA QGAGGQ033G AG00Q30Q33 QOCAGftGOCT 480 

OGTCTOCACA CTOCJTC3GAGC AGATCATQ3G OGAGAACATC AOGGAGGftCT ACGAOSftGAG 540 

25 OGTOCAOGAC GAGAACTAG3 TCTTCTOGIC GATATGGGOG AACTICATOG AGOOGTCGAT 600 

AAACCACTAC CEftGfiGAAGG TCATCATACC CAAGTCOGAG CIGAAGSTGT GOCAGCftGCT 660 

30 GIAOCAAGOC GATCATCAAG ATCATCTCAC TCTAEAACGA ATACAADGW3 CICATOGACA 720 

AGA 723 

35 (2) INFORMATICS FOR SSQ ID NO: 1095: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 722 base pairs 
40 (B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 



45 (ii) MOLECULE TOPE: tNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1669RP 

SO 



55 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1095: 
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GATCAACaGC ACCIOCAOCT GCGACAQGIC GAACICATCG TAAAAAGGCA QCGACGCGAT 
5 AOXTOGTOG G0Q3GATOCA CACCGGCATC CfiGCATCAOC GTCTK3CCCT TATACTOCAA 

TATATOGCAT GAGOGTCCAA CCICATIQCT GCOOCCAAGC CCGAAGAATC GGAACGAATT 
^0 OCTATCIAAC TTCTCCTCOG TCAT0O3CAA TTTOTTEATO TC7IGCCK3CT GOQftQGTOCT 

GTOCICICEA OOCAATOOCT G0GACACT3G CTACTGfiGAC AATCCCAOCT A3CTOCTOCT 
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(ii) MOLECULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 
SO (A) ORGANISM: PAG1669UP 



55 (xi) SEQUENCE DESCRIPTION; SEQ ID NO: 1096: 



60 
120 
180 
240 
300 
360 



75 GCAACTCTTT TOCAGCTATC GAAATACOGT QGTTCGGEftG ATTTGATICr GIQGftGAJGA 

ACGATCAAAC GQGAACACIG G1TATCQC7IG ATOOCTGTIG TIBGIfcCOCA ATCACCOGCA 420 
GAGACAAGIG CCACIATEAA TICTAGTACT TACAGGAACA COGATOQCAA GAACICTTAA 480 
OGQCIOOCTT TAOCAACGAT CAACACTTTT CTOCTCGAAC GTIATOCTCT GCGQCGGIGG 540 
CGATIGOGAA TCATIGTIGA ATIGAAOCAG AGAGOGGAAA ATTTTOGTIC TCACGIGACC 
GTA3CTEACA TAAGCTACIG AACTAIATGA AATAOOGAOG TCGCTCGAGG AOOGCTAGCG 
CAGTGICICA AGCAGIGATC AIGAGATIGA GTTOTICIGA TCICTACATT GAGACTACIG 720 
QG 

(2) INFORMATION FOR SEQ ID NO: 1096: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LE3SK?IH: 675 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 



600 
660 



722 
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GOTCAACAAG TOCAACAGCA AGGTOCAGTT GOQCCATCTC OCCTO3QQGA TOGOGATIGA 60 

£ GTOCCAQQCA ACOOQCAGCC GOGAACAGAA COQCAAGCIG GOOOQOGAGA AGCEAGOCGC 120 

OGOQCTOGQG CAGCCOCCCG CTAGOGCCAG CGAACQCGOS CTOGOGTIQC QCACGIOGQC 180 

70 GOQQCAGQCT AAGCAO30GC AGQ030QCAA GAG0090GAG AAACAOGAGC G03000Q0GC 240 

CGAAOQOGAG GftGCTOGCGC QOQOOOQQGA 03CX33AG3ftC GOOGAACTIC TOOGflCMCT 300 

*5 GCIOQOGAAG OOGOOOGCCA CCTCCTACTG CXXDOGOOGGG O090G393QG A03CAQGQGC 360 

GTCTTTTIOG GCAATTOCAA AT£GACACCC T^GTOQOCTC TQCIQOOCX3C GAGOGCAGAG 420 

20 CAGQCAGCTA QCACACCACC GTQCADGOQC AGCQdTTIG CIGQOGAGIC GTGOOQCAGrT 480 

OCX3CIX3GCTC TCGTCTGCAC ATOOOQCTOC QQOGIOGCAC OQCAGIGCftS A3CTACCEAC 540 

CTAOGTTroC AGQCTIOQCA CTAOQGCTGA TACTO3CTCT GGflGAAACTT OQOGACAAGA 600 

GTAAAATCTC AOCAAAGAAC AAAAMSfilftT GTIAGIGAGG AEATCTCACA ITCTGTEACT 660 

QGAACTACAC AAAGT 675 
(2) INFORMATION FOR SEE IP NO: 1097: 



25 



30 



35 



40 



45 



50 



(i) SEQUENCE CHARACTERISTICS: 

(A) 1£NGTIH: 697 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: THh (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1670RP 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1097: 
55 GATCOQGCAA GATCCTOGTT CAGOTGADOG QCAGATIGAA CAAGTOCGCT GICATCTCIC 60 
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CAAGATICAA OGICAAGATC AACGACCTOG AGAAGIGGAC TOOCAACCTA TO3CCAGCCA 120 

5 GACAGTITCQG CTAOCTCATC TTCACCAOCT CCGC033CAT TATQGACCAC GAGGAGGCCC 180 

ACAGAAAGCA CGITOCTOCT AAGATITrGG GITTIGICTA CTAAGOGGCT GCTATATAGC 240 

70 GIATCEfiGCT CTAATCIADG ATACICACTP3 TCTAITAOGA CX3Q00Q0GAG CTCCAOGGGC 300 

CACATAOGAG Q0CAGC0G3C GAOQQCAAGC QQGAATTCftG ATOCXHTAAT TAGCAGIAGA 360 

75 TTAGTAGTAT ATAIGEACAA ACAGCATACA CATGAAOQQC GKX3CXX3ATC ATAATCTTCT 420 

AOCTCTICIA CX^CCCTTCT TICK3GTAGA GTO3GATOQG ATAQGAGTCA OGFTOCTCGAT 480 

20 AOQQOOGA3T CICAAQOOGG ATCIX3GOCAA AGCTCTCAAA QCAGCdGAC CACCTOGACC 540 

TQG3GTCTIG GICTT3GEAC CAC03GTAGC TCIGATCTIG AOGIX3CACAG CACTGATOQC 600 

25 GACXTOCTEA CACITOQCAG OGAOCTOCTG AGCAGOCAAC AIQ9CAGCCT ATOGftGAGGA 660 

CTOGICICIG TOGQOCITCA ACTICATAOC AOOQCTA 697 
30 (2) INTORMAITCN FOR SEQ ID NO: 1098: 

(i) SBCKJENCE CHARACTERISTICS: 

(A) LENGTIH: 713 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDECNESS: single 
(D) TOPOLOGY: linear 
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(ii) MOLECULE TOPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1670UP 



(Xi) SEQUENCE DESCRIPITCN: SEQ XD NO: 1098: 
GATCTATTIG T300GTCQQC CATTAAGCAA GOGGCAAGCA TCGATCCAAA TCATGAGftST 60 
A0CCTCG3GC TTTCACTTTC CAAQCCTCTA TCAACAAATC TGCTACACGA TACATCCATC 120 
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QOGACAGCAC ATATACCAGA AOG33AAAQC OGACAAGATC GCACTAGACT 180 

5 ATCIGAGTIC GACCATATCC ACITOGTTAA TOCTGATftGT TOATAAAAAG AAACGATACT 240 

GAAAATITTA ATOGTCTAQCA ATCTCATCTC ATCXX?CATAC TCAAAGAATA TToEAGCTCT 300 

70 OGCAGT3GAA CAAGGATCAA GCCCAGQCTA AGACAAIAAT GCTK3CAG0G GftG3CAGTAC 360 

AGGAACTAOC CCCAGATCAA GAAGAACK3G OTITOQCTAA QCTAGTOTIT Q30GACACAG 420 

75 CAGACITOCA TCAAQOGCIG OGAAATOCAG AOTITAATIA TCTTICTICA GATCAAGACG 480 

TATATOQCCA QGAGTCCTOC AGTCATCAGG AAGAAGQGAC TGAAA3TOGT CAOCT3AATC 540 

20 ATCACCAATT (JiTlTl'lUIU GAOGAAGCTG CAGATAOCGA Q3GAAGAGCA GATOGAGAAC 600 

OQGftGQOCAT GGAG3TQGAC CAQGTIAGOG AQGAAftGOGA CTC03GAGAG GAAAGOQGTA 660 

25 QCAGOQCTOC ATOGTCAGAT TOQGATCAOG AACACTTAAA OoTTACAATA GQG 713 

(2) INFORMATION FOR SBQ ID NO: 1099: 

30 (i) SEQUENCE CHARACTERISTICS: 

(A) LE3SJGTO: 743 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 
35 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencroic) 



40 



45 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1671KP 



(xi) SEQUENCE DE9CRIPTICN: SEQ ID NO: 1099: 

GATOQCTTTC AAACCATOCT CTAACEAOGC TGAAOCACAC TTTACAAGAC AAOQQCATAT 60 

CGACAATCAC AAGACTTCCT OGAGACATOC COSCCACCAA TCTTCATOGT GIACHGACGG 120 

55 ACTATAATCC AAGT3GCCAT TIGAAITOGC AGCATCATQC CAOGCTITQC AACCTGAQCT 180 
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OGAAAACTGG AGATCTACAT OKXTTOCA ATJOCTCTIC GCTTM GGAGCACAAA 240 

AAAG33CTAG CATOCCAAAT ATCTTAQQCT CIXXTCC^CT TACTAATCAA TCAAGAACIC 300 

CAGACAAOOG TTTAACACAT OCTACATCGA TCCATGAGAA CXXX3CX9CTTA GAATTAAACG 360 

GTGATCAGIC OTTACTCITr GG03GIAATA CSG9GCAGGC ATCQQCTAAC TTC3G03QCT3 420 

TITCAOOGQC OGAAAACTOC OSAAGGAGCA AITOQCATCA TCAGAGOCAA 480 

ATTCCAACQC TITOCATTOG ACTOOOOCIC CAAACGAACC TK^OGAAC ACIAGICCAG 540 

GTACAACTOT TOCAOCIQOG AGOGTITCTTG CTACAAACAC AAGGAACACA CAACGIGG*: 600 

CTAOQGSAGA TCICTOOCAA GAATC*7IOG AACAG0O3CA ATCAGCTICG CGQGCATCCG 660 

AIGAATCTAG CTXAAGAATT ATCIX^OCTA CTCATCATAC GGAGCCAGEA GTCICICTIT 720 
25 OGACAATCTC TICTAACACA 03C 

(2) INFORMATION FOR SBQ ID NO: 1100: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 661 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1671UP 



(XL) SEQUENCE DESCRIPTION: SBQ H> NO: 1100: 
50 GATCAQOGAT GOGGAGGACA TTOOGOGAOG TTATCGGCGA GCACGACCEA CGCCTCTOGA 

ACTAToICAA GTAOQQCAAG AAAGCTATTA AGQOCITCGG OTCTCX3CCA GACGCATATA 
SB 1TCAACAGAT CATOCAQCTA QCCATCTACA ACTATCTOGG CAGACAA3TC CCAACCIACG 



743 
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180 
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AQQCTOGGTC GAOCAGAAAG Tll'JTCAftOG CTAGGAOOGA AGCGGQCOQC GO GGTIIUIL ' 240 

OQQCCTCQQC CAAGTITGTG AAGAdTGGC AGTOQCOGGA AGCATCTOCA AGPGAGAAGA 300 

TTQCTOCTCT AQGTCAGICT GCTAAGAAOC ATTOCTOGCT QCTAAAGA1G G033CQGAOG 360 

QOCAG3GTC7T TGACCGCCAC TIUTTCGGTA TGAAGAACAT GTTQOGfKaAT GQOGAGGAGC 420 

ATCXTOCACT CTTOOGC3GAC OC3QCTGTTOC AGCACICCIG CAOGIGCTAT GICTCTAOCA 480 

75 GTCAGCTATC TIOQGAGTAC TTOGAGQGAT AOGQCTOCTC GCAGCTGAAC GAAAATOGCT 540 

TTOGTrCTOGC GTACATCATC AACAATCACT GGTTACACAT CAACATTCTT ACMAAGOCTA 600 

20 AGAAGTOQQG C7TATAGTGTC CMGftGLTlT CACTACTACT TGAOOGAMC AGCAAAOGAG 660 



70 



25 (2) INFX3RMAITCN FOR SBQ ID NO: 1101: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 623 base pairs 
30 (B) TYPE: nucleic acid 

(C) STOANDEENESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1672RP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1101: 

GATOCTGTAT TIGTCAGQCC CATCCAAGCC CTOQQCOQCA OCCAAADOCA CEATGATOQG 60 

CAAGAAGTCC TOCAACGTCG GATOQGCAGC CIGCAACAGT TCTOGTOOCT OO303CT0GA 120 

GAAGAGAOGA ACTAGICTOC CGAATTTACA GGCGTCTOGQC GQCGIGGITA GCAGGAOGTT 180 

GGACACT30C CAGIGAAAGG CAGATGAGOG CGAGTGQCTT TTICOGATOG CAGATC03CA 240 
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GAAGAGATCT CICAG3TTGT GCACAQCCAT GCX^GAOGTIT ATTATCAACC CGCCGAGGIC 300 
s QCGGTACCTG GACAQGAGGC QOCOGAGOQC ATACTOGTOC OGCAGGTCCT TITCCGCOQC 360 

CAGIGATATT TOGACCAGOG GEAD0Q3GAC ATCOCAATOS TCATCCACGC ACTTCGAAGC 420 
" QGAGAAOOCA ACTTriAGGG G3ACCCAAAC GOCATQGTCT ATOOOQOGTT CTCTCAGCAC 480 

AGOGCATAGC 03GCTOCX7TA TOI03TTCAT GGTGTQOQOG ATOTCQCTAA CTAAAGCCAT 540 
GCTTCATITC CTATQ3AACT OTOCTOCTA CATC0Q3GIC GAGAACOCAT AAAAATCCTA 
TATCAATPOG TTCTOCAADG OCT 



75 
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(2) INFORMATION FOR SEQ ZD NO: 1102 : 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 694 base pairs 

(B) TYPE: nucleic acid 

(C) STKANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencrnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1672UP 



(xi) SEQUENCE DE9CRIFTICN: SBQ ID NO: 1102: 

GATOOCAGAT TAGATATEAC TTAAAOGTTC CACA3CTTTT TCATOGCCTA GTTCTQCTOC 60 

ACXHCIATAA TOGTCCATCG O0CIGTOCAT CTOQQGATCA CAGQOGACOG CGIGCICCCT 120 

ATAGAAGCCC AAGQCATACT CCQCTTTOGG TAGQOGGOCT TOQGAAGCAA TOGATOCTTT 180 

ATADGCCCAT TK7TAAGATT CTGAAGCGTT G3GTTOCAGC ACGCCCITCA CACCAGITAG 240 

GTAOCAACCA CTCAAAGOGA GCATAGOCAT OQCATITOCC TTTOGTOCIG CCTTIX3CAGC 300 



55 
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CTTCAACTAC CACACGAIX3G ATTTCTCAGG GCTATAOGGC AAGTFCTAATT CAGCGTACTC 360 

5 CTAQCACTGT CCCAGCTTOC ACKSAGCAAG OGGATAATTA AATTTAATQG CACATCTGAT 420 

CTAAAGGTCT AGAGCCTTTA QGGTIATCTIG TOGAAOGTIGC TOCAACTIGA CAQOCTQCTS 480 

JO CAGCICT9GA TOCAAACAAT CAAATICATA GATCTITOOS AGTTOCTAIA AOGOCTQGGG 540 

AGAGAOQGTC TICTCGICTG CAGCMCOCG CT03AACCAT CXTTATAGCAG AAATGACATC 600 

CTGTTCAACA ATAATITCAC CTCTGTPCAIC ATCCACCAGG CCATICAGTT Q3GAACATAC 660 

OCAACTMA CATOCTACTC CTCICTOGC33 AAGA 694 
(2) INFORMATION FOR SBQ ID NO: 1103: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 674 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDEXNESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1673RP 



40 (yd) SEQUENCE DESCRIPTION: SBQ ID NO: 1103: 

GATCOCAGCT CTTACGCTCG CTCAATP3AA AACCTITTCT ACACTAGCIT TCTTATCAAG 60 

4S GAAGGACQQC TAGTCCTAGA AGATCAOGAT GAG3GCTTCC OQGOCATOOG ACCCAAGGAA 120 

CCCCTCCCGC AGGATOCOQC OGAAAAQGAA CTOGAACGGC AGOGADGGAA TCAOQOGOQC 180 

50 CAGAAGCAXA TCATCTTCCA AATOGACATC GOCACGK3GA G3AAGCTEAT AGACAAGTTC 240 

CACATCACAG ACTCATTTTT ACCCTGATCA TGTATAAATA GOGOQCATCT AOGTATCAGC 300 

SS CGCK3GCO0G GQQCTGADOC AACCAGGCAC TQCTAQCAGC TCATCTATOG QOCACTTOQC 360 
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AATOGTCAQC G0Q3CAAGST CTZTOZTCPG GOCGTGTOCC TCCTAGAGCT CGATOCCCGC 420 

5 CCAQOCGATC ATCAOCOCAT TGTCTCEACA TAGATCTOGA GCIQGAXAGT GAAAOGAGIC 480 

GAACGGICK3 AATAGITCAG TCTOGAGTCT QGCAOGCAGG OGCOGGTIX33 OQCAIAOQCC 540 

10 GC03GAACAC ACAAACTGTC OCACATCAGC AACCTTATCA GCATITCAGC OTCAGCACCA 600 

GGTTAATCTT GGTAATCAAA TOCTGGAAAT ATOQCCTOCT GAATCTCAAW TTXTOL'IACC 660 

75 03G0GTKXG OCTC 674 

(2) INFORMATION FOR SBQ ID ND:1104: 

20 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 726 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 
25 (D) TOPOJjOGY: linear 

(ii) MDLBCULE TYPE: ENA (geriatric) 

30 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1673UP 

35 

(>±) SE&JWCE DESCRIPTION: SBQ ID NO: 1104: 
GATCQCICEA CCGAOGTACT CXATOOCICT CITOGTCTTA AGITAAAAAC CACAGCAOOC 60 
AATCCTTTAC AOOGCAAICT TAGAOCAQGA GCTAGTOCTr GOGAGOOOCT GIOCT1CAAA 120 
TOGCAGGACT GITCITTGGT TCIGAAOCTC GOQGACIGAG GAAAG9GGQC GGAAGATCTA 180 
TTTTOCACCT ATPOQCAAOC GTITAGATAT TGAAAQCAGG GCAACACTAG TAAAACTOGA 240 
AATTAGGACA TTOoTGAACA GATGTCAGCA GAGGATTCCG GATOOQCTIC GAAAT3ATCA 300 
GGGQQCATQC TQCATAOOCT GQOOGIGOQG OCTACTGTAG AOOGK3CAGC GCATOCTQCA 360 
£5 AAACAAOGGC GOOGTCGQCGT OQGCATGCAG CTAGCACAGC ACCIGCAGCA GOCXAGQOGT 420 



40 
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QCATCCAAGA CTAACQCCAC ATCIU39303 OGnTGCTOOG TAICTACAAG TIMCTCATT 480 
ATTTCTACAG ATATCATGTIT GAATATTAQC CXX90GATCAT CTACTCAATC GfEATOGTITC 540 
GICTATCTCG CITAOCTCAA GATGCAQQCT COQ0CCQG9G ACTAOGQGQC AG3GIG0GCA 600 
GAGCAGTTCTG GTATAQGAGA AGCATGATAC TOCTTTOGAT QCIQGTOCAG ATOAftCXTOG 660 
GGCCCACACC GCTCAAQGOG CCAOCCAGTC (XTCCTAGOG AAGTftOGACT AACAAGCTOC 720 
GGAAGA 

(2) INFORMATICS FOR SBQ ID NO: 1105: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 657 base pairs 

(B) TYPE: nucleic acid 

(C) STRftNCEENESS: single 

(D) TOPOLOGY: linear 



(ii) MDLfXTULiE TYPE: ENA (genomic) 

30 (vi) ORIGINAL SOURCE: 

(A) CKGANISM: PAG1674RP 



726 



(x±) SEQUENCE DESCRIPTION: SBQ ID NO: 1105: 

GATCTCATIG AQGTACACAG ACACAGCTOG CAG0GAO3CC CAO90CTGGA TGSAOGAGttT 60 

GGCGAAGCAA TCATICCGGT TCTTTOCCAG CXXTOI03IG TGITICTCIT TOCTCOT3GA 120 

GCTCTGGAAC ATAGCAGAAC TACCAGGOGA ATAGCCADGT GTAGATOGIC GGACCTAAGA 180 

TATACTATCA AAC7TGCAAGT GTOCCACAAA GAAGAACTCT TPGTOGTEATC TiaTOOGTIC 240 

OCTAGAGAAA GCTTOCGACC TTATTAATAG AGAGICTAOC GTOGTAAACA GAAGAGQGGT 300 

ATCTCAOCCT GTOCAQCATC TAGATOGACT TQGGTATCTA GTCAGOOGrTT CTQCTIGAAG 360 

GTGGAOCAAA CTAATCCTTA GIQCAEAGIA TTTATGTOQG GOQGCCTTTG AAOCAQGCTT 420 
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TTGQGftTOCr OGAAG309GA ATAATACTCC ACGTCACAAT AATATAGCTC AACTAITEAAC 
GGCTAAATTA TOQCITOOGA GSAGAACATC CXXTTAATTA CAATIATCAT TCIMMTAT 540 
AAACATATCA TAAAAOGIOC ATCTK3CTAA TATAAAAACA ATCTAGC7TCG GCITAOCAAC 600 
CATATTACAT CAGTAQQCAG 03CGAIUTCC ATC03TCATG QCGIGGAGIA TCCACTT 657 
(2) INFORMATICS FOR SBQ ID NO: 1106: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LHSJ3TO: 695 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDELHESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1674UP 



(xi) SEQUESCE DESCRIPTION: SEQ ID NO: 1106: 

35 GATCATCATC AACTATATOS AGAAGGAGTC TCACCGCQQC GTK3CTATOG CTAAATACCC 60 

GTCTACCCrr GAOOGGGAAG CQGTOCGAAA QCIGGTOQCA AAAGATITOG AGAACTICCG 120 

40 OGTAACCAAC AGOCTCACQC TGAACAGTCT CTCOCTATAC ITTOGCAACC TAACACGGGA 180 

GCAGOQGGAA ATATGCATAT ACAACAACTT CAOOGACTOG AGCTTQCTAA TCCTICCGGA 240 

AGAGGAGAAA AOCAAGTACT GCAAAAGAAA GCAGQGTTCT TOGICAGAAT AACA3TAATT 300 

CTAACTATAT AAICT3GAGC TICITOCAGC QoTAGAAGGT CCCAATPK3T AATOIACTAC 360 

TACCTCAGCA CTTCICTCOG CCTCATCQCT CCTTAGAAAC TOCHGITCAA GAGCTOGGAT 420 
QQCATCIGAC ACAAAGGTIG CAGAOQCAG3 AGAGTATATC TCCAAAQCCT TOQGITAACT 



480 



TTCTAAOCEA ATATTTTOCA AATAAAGCOG ACTOQCAGTC TATCACTOCT CCAGICACTA 540 
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GATTCTCACT TOGTAAAATA TCTGTPCTAT GQGIQGAACA TTTEAAGTCA TAGITTIQCr 600 
TTTICCCCTC ATATACTTCC AAATACATAT AICACIGAftG TICCATOGGA AGCBOCTOCA 660 



CAGTACGGCC TAAGAAGAGC AGAATAATIG CTQCA 
(2) INPQRMATICN PGR SBQ ID NO: 1107: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTCH: 654 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1675RP 



695 



30 



35 



40 
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(xi) SEQUENCE EESCRIPTICN: SBQ ID NO: 1107: 
GATCCGIQCA ATAAACOQCT TCAATOCACT GTOGAftGTAG TIQOQQGTICT OGATATCAAA 
GTCGACAAAG AATATCTOCA GGTK7TIAGG CAAAATCTCA AGCACATATC CAaX^CTOG 
AGGOGAGCCC TTATOOGAGT AAGTIAGCAC TICAAATGCA CQGAGLTICJI 1 ACTIOIOGAT 



TCQCAGAAGG CTTTOCAAOG TOGACAGCAT GATCAGCTIG 



A039CIOCTC 



CICTATCCOG AGCTOCK3QC CAATTTIGAG AAQOGGTCAGA AGGAGfiGCAG GCTQOCOCTG 
CATCTTCCGC AAGATAAACA GATCGAAGAC CTT09GOQGA ACGGTCOGAA AGAG09QCTC 



CAXACCTAT AGTTOCACIC GTITOGCGCA 



AGAAGATGCT GAACCACCIG 



55 



CIGCTCCCAC AACTGCAGCC ACATCTCCAG TTTATCCTCT GIATAGTGIC GCACATATAT 
ATIGGCCAGC AAACIOGOCA CACTCTIGCC AACXX3COTIC GCAAGAGAGTT OOGAOCACAT 
GIATCCCAGA GCOCTOQCAA TCAACICOGG OQQGADOTCT AGAACAATTC CCAGCTCAAT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
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CO3CTC03AT AQCAOGTOCA CCATCAAGTA CAOGAACCIC TTIGAAGGAC TCAG 654 

5 (2) INFORMATION FOR SEQ ID NO: 1108: 

(i) SE&JESSCE CHARACTERISTICS: 

(A) LBSJGIH: 715 base pairs 
io (B) TYPE: nucleic acid 

(C) STOANDECNESS: single 
<D> TOPOLOGY: linear 

15 (ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1675UP 

20 



25 



30 



35 



(xi) SEQUETXZE DESCRIPTION: SEQ ID NO:1108: 

GGATCOQCIT CCACAOOGAA AAD3CAGAGG ACCMGAOOG TOTCTCGAAT GTCX?ITOQOG 60 

AOGOCATCftC GCAOGTCAAC AOSC'ICmG QOGACAAOQG CMTCMGOC TAOGTICAIA 120 

AGAACATOGT GTTOCTOCftG CftGTOOGQOC TCTCOGIGCA Q3CCCTCAOG TUX'HJL'llA 180 

ADZACTACAA CIOGGTOGAC GACAOCCCTC GCTOCAIOOOC O30QCACICC CCQQCTOICT 240 

OQOOOGnCAT GAOCOOOGTC AATTCCTOGC TO90CMGTC TCXAAGCACC GCGQCATCEA 300 

40 AAAOOOOCTC QGOOQOGACC GCAACAGQCA GCTACTTTAG CAATOGCOGT TCCACCftGIC 360 

GOGTOGAGTT TGTCTGCTGIC ACTOOGACTT CATCQOCGGT CCTOGfiGOCG CTCTICCAGT 420 

45 CTATCAA3GA ACTOGOCAAA AAGOGOGAOC TOCXCTA03G ATACACTOIC GCXmCGGCG 480 

A03CTATIAC CACATAOGCT AAAGAGCAOG TO3AMCTIC CAAQGAATTA TITOGCATIC 540 

£0 TAGACAAACT GAACTICATT GGCTOCTGAG CGCCCCTOTT ACATAGGTIA TTAATCAATT 600 

AAATOCTITC TCTOGAAOCT TATAGAGQOC TOCACCTK3C GCTCCQGftOG CATATCCITC 660 

55 CTGACTAGTT GICAGOQGTA GOCTTTAATA AATTAOGTAA TATCTOCTAT TATCA 715 
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(2) INFORMATION FCR SBQ ID NO: 1109: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTO: 568 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEOMESS: single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1676RP 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1109: 

GATCOOGACA OCAGCATGCG CIOCTOGAAC GGGTOGAAGT CTGTGTCCAG CftOTPGTOCXJ 60 

GTCIGOOOQC G3AACAGAGG AATTTOGICT GQOGOCTTOC OCACCIOCTC CAOOGQCftCT 120 

AOOGOGAADG OCCCTOOQOC OGAOGAATIC CAOGEAAOOG AAAIGAACIT GOGGmGIC 180 

TTGAIGftGAT T3GAATO0CA AGCATTGATT GTCACTTTGA GGTICTOGTEA GAAGAGOTCC 240 

Til ' mui ' lG ATIGTCCGAA GAOGIGTCTA TACTTGGAAG CCOGCACAAA CITOOCACTC 300 

CAGTOCCGIT AGTTroCOGT OOGCACAAAG TOCAGTOCTC GftGAGEftTCA CATACCTCAT 360 

OCTTGCAA3T CITIGGQGTr TAGCAGCTCT ATATOOGICT ACAOOGEAAA CATCOGTAAC 420 

TAAATATGTA ACCT3GAACT GAAGQGTACT GGAATCTAAA QQGGAAAGAA GTEAOOGGTTG 480 

ATOGKSATGG TACPGICAAG ATQGCTAAAG OGAACX7ICTG GCCIQGTIGG AACTCAGAAA 540 

GGICAOCAGA CTCITCTEAT TCTTGrITT 568 
(2) INFORMATION FOR SEQ ID NO: 1110: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGIH: 568 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDECNESS : single 
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(D) TOPOLOGY; linear 

(ii) MOLECULE TYPE: ENA (gencniic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1676UP 

(xi) SBQUHgCE DESCRIPTION: SBQ ID NO: 1110: 
GAIOGOOGOG CTOCJIODCTC GOCTOTAITA CT^CCAOG AAGCAATICT AIAACO^ 60 
TATTCIAACG TTTCTACTAT OTO^C dOGCXX^X: CGACACX30OG CCmOCTGC 120 



ATKX39GTOC OXTITOOOQC O30GTnCAA CCia3GCO=A TO3CT0GCGC ATTAQdQQC 
AGTAGCGATC CAACOOGAAT G30GAAGATG GAGQOQQCAT 1G3IQGGTAC GAAAAAGOT 
TITACGOTIA CICTITOCT3 CTCTAAOQCA TOCACX30CAC GACGdAACC ACTA3GAAEA 
OOGAOCTCTT TOOGCAGCTC GTACTIGT3C OC3ATCCTCOG GICCCOCMA QOGTTTIGIG 
TOCTICIMC A03GIATOCA AICTTAIGAT GOSIGIXJIU: GOGAACMCT WCIAACAGGC 
GACAGOGTOC TOGA3AOGOC GITXCOQCQG CF3QCAG0CG C7C7K^CX3C?r GHTO^OVjEA 
CTIGTCAATG OTIGOCTAAG COXAAOOGG OQ090CAAGC TOC3CAQQOCG TOGAGGOCAC 
TOGAGCAGAT GOOGGAOGOG ACTTGCCT 
(2) INFORMATICS FOR SBQ ID NO: 1111: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEM3TO: 653 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1677RP 



180 
240 
300 
360 
420 
480 
540 
568 
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(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1111: 

GATCIGCAAT TAGQ3CATAT AAACIGIQQG TACIX7ICTCA TCACTfiGIOG GGGTEATOCAC 60 

TOGTAGTOCC AACTATOOGA ACAAGQ3GAT A1GAAGAJGG CX7IQQCAQQG CTEAATITEA 120 

CATAQQCAGA TTCftQCAATC TTCOTCCTCA A03CCIQCX3G TIAGLT1T1G TAGGTKXX3T 180 

AGQOGQGCTA GTOCCICTIT GITCAAGQOG TIUJUULTXC GCTTCXAOGA TTIGITCAAC 240 

TOGACTCTCA ITl'lUROOCA TCTATATATC TOCTCTGIGC OOOCAOOGAA AT02ATIOOC 300 

AGCTOCAAIA TGTQQQOGTC TTPCAAG33G TAGTCTITOG ACATAAOOGA TOQCTGIGCA 360 

AGCCX3CATCT GATTAAGGAA CGTGCOQSAC GftGGACTTGA CCTGQOQCAC ATAOCAATIG 420 

CCTTOCTCAT OCAOCTTAAA CAOOQCG7PGT GIQOQOGACA CAADCTK3CT CTIGAATADC 480 

ACGG3GTOGA AATGATOCQG GAGOGftGOOG ATO3CCICGC GAACOCCTTC TGICTAAOQC 540 

CX3GATAftDCA ACIGCGAGCT G3QG0CTO0G GTOOQCAOGA TG33ATCAAA AAAGftOOOOC 600 

GGATTATIOG TOGTOGftGIG GICAATCAAC G30STEAA0C GGAGOGftGAA GAA 653 
(2) INFORMATION FCR SBQ ID NO: 1112: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LEM3TH: 625 base pairs 

(B) TYPE: nucleic acid 
40 (C) STRANDEENESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: EMA (genomic) 

<vi) ORIGINAL SOURCE: 

{A) ORGANISM: PAG1677UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1112: 



55 
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(i) SEQUENCE CHARACTERISTICS: 
3S (A) LEW3IH: 643 base pairs 

(B) TOPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 



40 



(ii) MOLECULE TYPE: ENA (gencmic) 



(Vi) ORIGINAL SOURCE: 
45 (A) ORGANISM: PAG1678RP 
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GATCX?TO30C TTAAGCX3CCT 03COQCCTOC GCXTOOQCAG OOCTCAATOC ACTCCCTCCG 
O^OTC ATCXXAGAGC ACTION CXD^CTC TTIO^CAGA 0301^*^ 120 

crnxxx^ ogoggc^ca oooocAAOTr ogtixxxxtitc o^gct c^gccacct 180 

C^KXAO^ 

OGAOCAG^ 
C^CACC^ 

QQGftGCACTT TADCTOCAAG OGCTAOCAOG AGG03QQCX3A GA3O0Q0CT3 CT333CAACA 
TCO0CAO30C CT3QCCCTCG TG3GT 
(2) INTCRMATICN FOR SBQ ID NO: 1113: 



420 
480 
540 
600 
625 



so 



ss 



<») SEQUENCE DESCRIPTION: SEQ ID NO: 1113 : 
GATOOQCIX3T CX3QCA1CAIC GGAGACATOG a^ATCTT CXXCGATOOT AGGATAAAGC 60 
AATKTTAQGC QCAGACTK3G GTCACAGfiGT TTATCAAGAA AACAAGAAGT AADCCCAACT 120 
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TTACTCAGGC AACTAAGGAT ACIQCTAGAT GQQCTAGAGA ACAACAAAAG CATCAACTAA 180 

5 CCCTATMCC 1TACACTCCA GAAXAATTTA TCTTATTACT CATITICnC TGULJl'lMCT 240 

CX3C1CIUCIC CTCTTATICT ATAATACTTC OGCTOCATIG TCTICAXIAT TOTOICIGOC 300 

70 TOGCGACfiGA COGCTTOGTT GICTCTICIT TTGTTOGAOC CTOCACTCAC CT30QCATGC 360 

TOCTCTTTCT AGIGGTITOG TftCftGGITQC GQCTCTTTTT ACACAACTTT TCTACTACX7T 420 

75 CTTCTftTCTA ATOCCATCTA CITTICTftCT TTOCICTOCT ACTTTAICOG TOQGftOOOQC 480 

TOCTOGTPCTT ACGIGQCftGC TIGTAGCA3C TATATAATTC TATATATO3T GGTOQCAACT 540 

20 ATCTAD33CT GCTATACATC TGCTQQQOGG TCIGftT033C OGfiGOULJriC AOCAATOCAG 600 

TAAAAOCACA TAAACTITTA AGAGTIACAA GCTCAAAAAC GTT 643 
25 (2) INFT3RMATICN PQR SEQ ID NO: 1114: 

(i) SEQUENCE CHARACTERISTICS: 

(A) lESGm: 721 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS : single 

(D) TOFODOGY: linear 



30 



35 



40 



45 



50 



55 



<ii) MDLBCULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1678UP 



(Xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 1114: 

GATOCQGGTT CX3AGTCOQQG GftGQQQCTOC AGOQCAOCAG OQCITCTTIT TQGQ3CTOCT 60 

AGTOGfiGGAT TCITCACTOC TAAAOOCATA CAADCACATA TK3CACK3CT GGCTIQC300G 120 

OCTAGQCCGC CXTTGCX3GCTC ODGOCTAGOC OQCOGQOQQS AOCCAOQCAA OGAGAOXTC 180 

OQQQOCOQGC AOGQOGATCA CXAGOQQCAG COGGTOCAGC GIAGGCX3GGA CftGCIGAAAA 240 
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GTEACIACAA TITCAQoTCT Q3CAXACTCA CACAGAQ33T CTEACACAQC ACCAGACGAA 
^GCAATOS CTAAGCAATC TtnAOGEATC TCACAGAAGG ATOCT33CTC OS.AACATIt; 
QGAAIXSAQOG TCTCTOGOQC TO0GATC03T QCTAAOCTO3 QCA3BO330C CAQOQOQCAG 
0O33AOCTAG CATAATCCAG TOOGTOSAAC AAGTIQ3TQG CODGGCACAG TACTAACATC 
TCTOCAGACG TTTCCICOGA CAGAAGAAAG QQCAGAAAGS OSEACTTCAA CX3CX30CA!ICr 
T0QGAQO30C QOGIGA.TCAT GICTOCTTOCT CEATCCAAGG AGTIGAGAGA QCAGraCAAC 
ATCAAGTCIC TAOCAATCAG AAAG3ACAAC GAGATTATO3 TICT33GTOG CTCCAAGAAG 
°3QCAAGAQG GCAAQ3ITCT TCTGTCTACA GATTC3AACTA CQOTJKXX3C GTQGACAAQG 
G 

(2) INFORMATION FOR SBQ ID NO: 1115 : 



(i) SEQUENCE CHARACTERISTICS: 
30 (A > 633 base pairs 

(B) TOPE; nucleic acid 

(C) SIHANDECNESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (genomic) 



300 

360 

420 

480 

540 

600 

660 

720 

721 



(vi) ORIGINAL SOURCE: 
40 (A) ORGANISM: PAG1180RP 



45 {X±) SEQUENCE DESCRIPTION: SEQ ID NO: 1115: 

GATCXX3ICTC AOGGTO3TOG AGTTCT3GAC AAAQ3QOCJIG CTCTTTCACG AGATCGIt3CA 60 

ooczenaoc gagatcatos ao^cac ocAonc^c ggcc^xacg agatagaccg 12 0 

AAGACATTIG AG3AGGOSAG GGAG3TATTT TIGIOQQOQG CGA3T2ATTAA 180 

OGAGAACAGC ATACT3ATTC GOCAD3CXXT GGAAAACGAC CTCAAC^AT TACQGATIAT 240 
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ACATGATAAA ATEATIGATA GAGCTATATT ATAOOOSAAT OCTAMTICA AGTCCTOOCT 300 

OOQGAATCTA QOCTTTCAGG AGCICAGTAG AOGGATOCAG ACGQQOGMC AOGACftGCTC 360 

AGAGGAOGQC ATTQCAGCAA TGGAOGTOGT CAAGCATAAG CD33GCATOC OGCTOGAOCX5 420 

CAAGftOGTOG TAGCCCTAOG QCTOCTOCIC CAGOCGCX3IG A30CIGTCTT CAAGCIGGIC 480 

CT30CPCTCA ATTAGOGTTCTr GEATAMCIG CTEAAGGTIC 1CTAACTCAA TOQOGATCAT 540 

CCTATCTTCT GGAAGCTCGA ACTTX2ACGTT CCTOCTOOGG GTCADGATCT QQCTCTTOQC 600 

CACCTTCTAC CTOGATOCCT OOGGAATCTT OOC 633 
(2) INPQRMAnCN FOR SBQ ID NO: 1116: 

(i) SE£XJHNJCE CHARACTERISTICS: 

(A) LENGTCH: 706 base pairs 

(B) TYPE: nacleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1680UP 



40 (xi) SB3UENCE DESCRIPTION; SBQ IDN0:1116: 

GATOQOGGQG OQQQGTOGCC G3CATTT00G GAAGOGQQCA OQGAGCftGAG CTQQOQCATT 60 

45 OGAATOGCAT ACX3ICTTOQC CAOQCOOGAA AAAAAATTIT 0Q3CEATAEA AGGftGftGOOG 120 

GOOCTCITOC TGCftGGCAGT TICACTTFCr CTAAAAOCAA AGAACATOGA TTICTTEAGT 180 

SO CACTOQCTIC CTEACAOOGA AATOCAATIC TCCACOGTCG CTICCATOGC AGCOQCTOCC 240 

GCOGIOGCCT OOGCTCACGC CAAOoIGAOC AOGQOCACOG CCAOCAGAAA CX^G^OCACC 300 

55 TTGGTCAOCA TCAODCACTC T3AGGACAAG AQOQCATQCA CTOOQCAQGfT CTCTOCftGCT 360 
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TCCAACGCGA CTCTPOCTQC AACIGAGACC CAGIOGICIC CTCCTTCACr Q3IQ0D3CIG 

AT7CTAAGCT TITACACCAG CATGATTTGG TICK3CG30G CACOGA 
(2) INTORMATION FOR SEQ ZD N0:1117: 

(i) SEQUENT CHARACTERISTICS: 

(A) LENJ3IH: 696 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1681RP 



• (xi) SEQUENCE DESCRIPTION: SEC? ID N0:1117 : 

^KO^CTAA**^ go 

^^CXXBACA^ 

TITCOSQCAC ACACTCCTAT AGAAGAAAGA AATTH3ATTO AAACTTCTGA CCTAGAICOG 180 

A03TTCAGTG GACTCTTOOC ATTTAAGGTT TTCAACAAAT TCCAAACTCA TGTGTTrAAT 240 

QCCTTGTAOC' ATAOCGATCA AAATGTATIT ATTOSAGCTT GTAAGGGCTC GGGTAAAACT 300 

OCAA.TGGCAG AATTAGCTTT ATTCAGTCAC TOGAGAGATG GIRAGQGACG TGCCGTCTAT 360 

ATATGTOCAT CTCAGGAGAA AATIGATITT CTO3B3AAGG ATT3GCGAAA CAGATTTTEA 420 



420 

480 

540 

600 

660 

706 



1360 



EP0 866 129 A2 

AATCTQQCAG GTOGAAAQGT TATTAAXAAA CTCACATTOG AATTAACTAA CAATCTIOGA 
ACQCTAGOCC AOPCOCATTT AATCTTAGOG AOOCAGAGCA OTl'lGftOClG CTTICrOGTC 
GCTQGAAAAG AGAAAAAAAC ATCCAGACAT TAGAGCICTT GAITCTAGAT GATCTTCATA 
TCATCACTAG TGACTT30CT G3CX3CAMCT ATGAAAATAT AATATCCftGA ATOCTGTTCA 
TTOQ3QGTCA ACTTCAAAAC GGCCITOOGT AIBGIC 
(2) INFXDRMATICN FOR SBQ ZD NO: 1118: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 659 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencinic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1681UP 

(xi) SEQUENCE DESCRIPTION: SE3Q XD NO: 1118: 
GATCAGGAAT GATOCCTCAA TTOICMGAA TTATOGmUC ATATTOGTTG AA1TIX30CAA 
GATIACTOCT GATOGTATOG TANICTICTT OOOCTCATAT TTATATATOG AATOCATTAT 
ITCAACTCQG CAGACAATOG GGATTCTAGA OGftGGTTTOG AAATACA&3C TCATOCTOGT 
G3AAACACCA GACQCACAGG AAACTTCICT AGCTTEAGAG ACTTACOGAA AQ3CCTOCTC 
GAATOQQ03C GGOQCAATAT TACITICTCT GG000GTO9G AAGATTICTG AG3GAATTGA 
TTTTGACCAC CA3TACGGTA GGACICTATT GATGATK33A ATICCTTTOC AGTACACTGA 
ATCGOGTTATT CTAAAGGOGA GGTTAGftGTT OCIAAGAGAA AACTA3CAGA TACQQGAAAA 
TBft LTJTlT A TCCTTTGATC CAAT3AGACA OGOOQCICAA TCTTIGGGAA GftGTCTIGAG 
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15 



20 



25 



30 



(ii) MOLECULE TYPE: ENA (gencrrdc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISE: PA31682RP 



GftTATOXTEA TAATAACAAT GTAA30GTTA ATACICACO: TO^AGTAACC T 



659 



G9GTAAGGAT GATTMXX5CG TCAT33TOCT OGOOCMCQG QGATCTCAAG AAA3AAAAAC 540 

ATOQOGATAG CTAATACAAA ACAATIOCEA AGGAOGAIGG CACAAGCAAC TCATCCGAA 
™ (2) INFORMATION FOR SBQ ID NO:1119 : 

(i) SBQUE3SICE CHARACTERISTICS: 

(A) LEM3TH: 707 base pairs 

(B) TOPE: nucleic acid 

(C) SIRANDECNESS: single 

(D) TOPOLOGY: linear 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1119: 
GATOGTAAAA TITOCTAXAC AATOGTITOS GTAGGTCCTT TAAAAGCTCG TCAATCTCAT 60 

QOCTIOOGTC TOOCXX3GTOC CTCAAACX3T3 -AG0G30Q0GA QQQQQCGTAC 1CTCQCGCCC 
40 GATAOGTOCT TIOOOCCAGA COCAT3CGTC AAGCTAGICC ATTACCTAAG TCICGAOGQC 



180 
240 



TOOQCTGQG 300 



360 



ICATCTATCA CITAOGCTAG TAGIGOQGIG TCICTTTTIG CCCTIBGEAT COGATCAAGT 
TT3GTATOGA GGAGAAAAAG ATOITCATAC TOCACCA GTACCCT3GT TCAAGICTIC 420 
GICAACAGAC ATTCIOOCTT OCAAACTATC CTC7TIGAAG GQCAAAGQCT GT3IGTCAAG 480 
AAOGAAGTTT TCACXATITr TOCX3SAAG9C TCQQGACAGC GATCGAAAGA AATAQGATAT 
55 ATAOGTACAC CTriCITEAA ATATCATTTA AAATATCCIG GAATTTCGAT ATOK3QCCAT 



540 
600 
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ACK3GCICTT CAG LT I UL ' IT ATOCATGAGA TAGAAGGAGC AAACTGTOOG AAGGTOOCTT 660 
5 CX^CftGTEAC TTAAGTCTOC GTAAGCAACA A3GAGTCTCT ATOOQGC 707 

(2) INFCRMATTCN FOR SBQ ID NO: 1120: 

70 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 700 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 
75 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencroic) 

20 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1682UP 

25 

(xi) SEQUENCE DESCRIPITCN: SEQ ID NO:1120: 
GATCCAGIGT GTAQ3GCCAG AGTOQOQCTG QGGCACCAGC AGTAOCIXXT CXXnCTOCTIT 60 
GAAGTTCQCA ACATICOOGT COQCATCAGC ACCGOQOCTG AACTATCTTG TACOOGOCCT 120 
GAAICTOCTC OGGCQOGIGA TCftSAOOCAC AdAACTQQC CTftCICTOCA ACACftGTICTC 180 
TACCA LTl'lG AOGTAGOOGT AGATTAGOQG CAGAAOGAAC TOGITOGOCA GAGOGTCTK: 240 
CTOCGQCAGG TTTOGCAGC3G GCTCTCTOGC ATAGTAGTIC CAGAAGAAOC QOGOGICIOC 300 
AGIQOQOCAC GAGQCTQGOC CX^AOXTIC GITQOQCTQC ACAGAGTOOG TCAAGTCATA 360 
OGTC7TACGAA TAGIACAQOG TlXXXJl'PGGC GAGGTOGTO3 OQCAGEAGOG CAAGAEACTG 420 

GrrrorccrcT gcagatogcc ggatactogt gitgaocagc accaaagact gogoogtcac 480 

£0 TTTGAAAAGA GAATOGGCAC CCAGGTITOC CAOCACCTCC AOQOQCTQCXS CCGTTAGCAC 540 

CAOGOGACTA TTOOGCAAAT GTAATATOCC GATCAGGCTT GOGATCTTGC GAGITTCTOC 600 
55 ATCTTTAGQG AAATTOCTGG QCTCTAOGAG TCrrCAOGOOC GAATCGIGAT GOGAGATAGA 660 
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C^ACAOOQCT TCSCTCTOOS AflGIATTfiGA TOGCITCAAA 

700 



5 


(2) INFORMATION FOR SBQ ID NO: 1121: 




10 


(i) SEQUENCE CHARACTERISTICS: 

(A) LQS7IH: 652 base pairs 

(B) TYPE: nucleic acid 

(C) STRANEECNESS: single 

(D) TOPOLOGY: linear 




IS 


n i \ W\T LV"» tt t~i i , , _ 

UU MOLECULE TYPE: ENA (genomic) 




20 


(vi ) QRIC5TMAT onrTDr*c*. 

(A) ORGANISM: PAG1683RP 




25 


<») SEQUENCE DESCRIPTION: SEQ ID NO: 1121: 






^TVJ^ ACCAATCATC Alt^TITCA AACATICC^ GCTTAAAAA3 Q3ACACMCA 


60 


30 




120 






180 


35 


C ^ 33 ^ ^AACITOr QCntSC^a^ AATAATAOQ3 ACTICTK3CT GIACTX^ 


240 




ATO3? ^ GAGoarraoG tci,«^c^ aca^tacag aatk*^ cctg^t 


300 


40 


QC7ICTAGAAG AGCTOCTCTA CIXDCGAACGG CK3CGGACAA TATIOoIOGG CACGAOCAA3 


360 




txxtiaciqc tacttcattc gacxaactta caacatiacg acaagatogt tcacaaacga 


420 


45 


<^C^CC ATOOCIQOT GTITCAACAT CXMCTQ3GA ASGCI^GAC Cm 3G A TC ACG 


480 




ACim^ AQC^OGAGC AAGATAAAGA TOCTGACATC QGTOQQQCGG 


540 


SO 


CAGITCCAAG OOC^TSA G3I03CACTA G3CACGCGAT CQ3AAGICAT CCAGCIt^T 


600 




AAGTOGOQGC CCGCATGCTG TOIQOTtCT TACTICCGAC GAdGTATAC CA 


652 



(2) INFORMATION FOR SEQ ID NO: 1122 : 
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(i) SEQUENCE CHARACTERISTICS: 

(A) I£NGOH: 718 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDEXNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1683UP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 112 2: 
GATCTOGTCA AATTCTOCIC TAGCATTATC AACTTICT3A OCACAACITA GAATTOOCOC 
ATCATOCAXT MUITUAIAG ATCIACAGIT CTAAAAAATT OQCTAATATA ATGAGACCIA 

u cicrmu c tcatoottat agicaoocaa actttiaaca tctgqcatoc toocagattt 

ACAGTCATCT GOTGCTATCA TTICTP3CAG AGACCTOOCA CAATTATAAT GK7ITAATAT 
ATK3CTTCCT CTGMCTIGA AGAGCGAGAA AAGTICACIG CIOXTAATC TEAAATICIT 
CIQQCAAACG TAGCAGOGGT TATCTICATC TACCADCAAA AATICAGATA TCATCTOQGA 
TAAGOGATAG CTOCTTOOGA TGAQC7FIGAC TTTCAAAAGA Tlt,Tll ' ll?lA TAOQQGATIG 
UmTilTll ' ATGGACGCAC TTTTAATOCT TCTACTTAGG AATICGTTAA GOCTGITTAT 
CX3GAATATTG GQOQQCAGTT TCTCAAACAA TGTIATOGCA TCTAGCITCG AAOCATTCTC 
TAGCAGAAAC AGATCAACGT TICICCATOC QCTAAATICT AOCTKX3CAA GCWXTTTIC 
AAACAAGTIC ATGAGAGCTG CICTGOCTOC ATTTITGITT GTX3GCATAGA GCTCATTACA 
ATATAGAGAA GCTK3GTTAT AA3TC0CTAG ATCATCAACT AQGATOCCTA AOGCICTT 
(2) INFORMATION FOR SEQ ID NO: 1123: 
(i) SEQUENCE CHARACTERISTICS: 
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(A) LENGTH: 577 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY": linear 

(ii) MOLECULE TYPE: ENA (gencnri.c) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1684RP 



(Xi) SEQUEWZE DESCRIPTION SEQ ID N0:1123: 

20 CMCPCTACA CTICAATATC GAAOGAAGTIG TCAOOQQCAT ATTCTOCAGA GA3TK3AAAA 60 

AGOCAOCAAA GCAATATGAC ATCAQ3GTRG AGCTTCGftGC G^IAATCIC CGGIGATTCG 120 

TCX3ATCTCCT TIAAOCAAGC AGCAAAOOG7T GICTCATGrTT GCHTTIOCCA GCTAATAATC 180 

TCATOCAOCA CAGCCATAGA TTCAGCATAA TCAAGGTATC TIGOG0GOGC CICATTACftC 240 

CATTIGATAT ATATTTTOOC 00X30003 ATCAACITCC CITICGICIG CAGCTICCCA 300 

AAAATAGGTC TCAAAAGCAG TIXXTTCTOC AA3ICAAICA GOGGAIAAAA GATCICAAAG 360 

GCAAGAGftGG aSAAGTTTIC GTO37TO33C AGCAAOQCOG GCGAGAAITC TO0QCCX3EAG 420 

ATTTCTACOG CAGCATGQQC CAQGTTCftGA CTTTTCTCIT CGAGCACAAT AAQCTCAAAT 480 

ATCTAGCICT GOOCCTITAC TTCTCTAGGA TTAATCICTG AAAQCTOCTC GKXCTCftCT 540 

TTCCACTACT OQGTCCAAAG TC0CAOCQ3G CQGCTCA 577 



(2) INFORMATICS FOR SEQ 3D NO: 1124: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 707 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEtvESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (genomic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1684UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO:1124: 
GATOCATCAC GAGCAQCTO3 ACCTOGTOGC CGCICTOQQC CT330QCCAG AGAACAAGGA 
AAQ3CTOCAG AAOCTOOOOC TOQOQCX3CX3T CAGOGTCACG TICAAGGAOG TOGTCAOOGA 
CTACTOCGAG GCGCAOQGCC TOCTOCTC3GA AAAGAOQGQC GAOGIOGOCA COCTCOQOGT 
CTAOCft3CAT GCAOCTACTG TOCOOGTCTT CAOOGICACA CAOCTACAOC QOOOOOOGOG 
TCTAGCTCIG TOQGAQGACG TGdTTOGGT TCAGGAAG3G ATM3CTICA AACCTAOGIA 
CTTATAOGAA CTAGAAACTC TTCTAAAGAG OGCTTACTCG TCTCATATAT ACAGGAOCTA 
GTACICTIGG OGCACICAGT QGOOCTQGIC GCTITIOQOG CICT09Q00G 03QOC7ICXCT 
CTOQOQCAOG GCCIX9CTCCT GQdUICCAG CTQCTCOGOG TftGIQCTOQG GGTOCTOOG3S 
GAAGCATOCT QCATCAOCIG GAATICTCCA OQCAGICAAT CXXX7TEAGGC TOC33CCTCTC 
ACTACAOGAA QCACGOGAAC GCAGCCTP3A ACKXTO3CC GCACX3GCXXG TOG3XATOC 
CQQOCAQQCA TOG3CACT0C CACTTOATCT CX3CCOCTGIC OQGATICTAT GCTOCTOCIG 
CCCIGOQCAG OCTCACXXX3C GCTAGCTTIG TOCTOOGOQG CX3CTCGG 
(2) INFORMATION PGR SBQ ID NO: 1125: 

(i) SEQUENCE CHARACTERICTICS : 

(A) LENGIH: 666 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 
(vi) ORIGINAL SOURCE: 
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(A) ORGANISM: PAG1685RP 

(Jd) SEQUENCE DESCRIPTION: SEQ ID NO: 1125: 
GATCAACTIC GQOTAATQOC TEAATCATTC TCACTQCTAA CTTGAACTTA GICTOTOIOT 60 
ATOCCTATAG TCAAOGTTIA ATCIGATOCT ITrAIEAGTAA TOMGGAAC TTEATCCOCG 120 
AAGCCICAAG CTCAICATCA. OGIGAGTAAC CGTCGATATC CAGAACAGAG GATAOCAIAA 
ATTOCTATEA CTAMCAATT AATAGACTEA CATATAGCIC AAAGCT3ATC A3TCATOCGT 
CTCAAACICT TTTCATO3TC IGAADCITIC GGATJTICAC TTOCT3TATC ATIA33AOCAT 
GTATAATOCT CTAGTAOGCT AGTAGICEAG TATCTOGGAT AAOOOOOCTA TATEACATAT 360 
AATAIGACTA AAATACAGAA 1GA03ITAGC GGATAATCEA AGGCTAAGGT TOCCTACACT 420 
AAGITAACGG OTGGCTICTr ATCTIGCAGC TTGICCTICT AATCAATAGA ATTOGTITTC 
T*rTTrcDCACT ATTT03I1GCC TOQCAAACTC CGAQQCACOC 0303EATOCT TA3QCICIGA 
GGICTCCTCT TOGACATCAC CTTOGTOCTC OGGGATCICT CG3GACGTOG TICAACIGfTA 
C3CTO3GTOC ATATTEAGTC TGCICAAGOT TOCT3AAAAT .AGATOOGAGC ACCITCTOCA 



GAIATT 



(2) INTORMATTCN POR SEQ ID NO:1126: 

(i) SBQUE3SCE CHARACTERISTICS : 
4S (A) LENG0H; 642 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECMESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: EMA (gencmic) 



(vi) ORIGINAL SOURCE: 
55 (A) ORGANISM: PAG1686RP 



180 
240 
300 



480 
540 
600 
660 
666 
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(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1126 : 

5 GATCCTCTCC GAGGTCAAGA GITCTCICAT GAATTAACTT CATTITAGSA ACAAACTKJT 60 

CEAQQGTICC CQCTACTAAT TCCTOCTOGA CTTIGAAATC OCAAAATTIG ACAGICTTCT 120 

10 CTCQGGAOQC AGTCACEAGC CICTTOOCAT CACTP&TTPG GTCTAAAGAC CAGAITOCAG 180 

CX3GTCTGTOC CICTICAATA TTTICTAGCA TAGEAGAAGA TOOGAGATCA AATAGCTGAA 240 

GT1UQCOCQC TCTPGTACCC AGAATAAOCA AOGOGCCAOC TOGTEAAAAAC TTACAGCATA 300 

AAQCAIEGOC ACAGTCAAGA TIQ03GATAC AAGITTTASr CTTGALLUTIC CAGAGCTTCA 360 

GGTTIOCA3T TGAAGCAGIT GCTAGTAGCT TATCATO3CT ACIGATOICT QCAGCAOCTA 420 

GATCAGIOCT ATQQOOOOQC GATIOGATAC TATOCAATTT GATOQCAGEA GQCTOGAGOG 480 

bTllC l TCTT TTICTATOGG ATTCAGTAGT ACIX7TATAGT GITCITTOCA CTOSTItMCA 540 

CCAGTTOCAA TTEAGATOQG GTACAGMOS TOCATCAAGA TQCTTTTAGC TTAAATAGGG 600 

ADCTTACGAG TK3GAAAAGG A3QCAAAAGT AAGTTCGCAT AC 642 
(2) INFORMATION FOR SBQ ID NO: 1127: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 675 base pairs 

(B) TYPE: nucleic acid 

(C) STOANnECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1687RP 



(xi) SEQUENCE DESCRIPTION SBQ ID NO: 1127: 
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(2) INF10RMATICN PGR SBQ ID NO: 1128: 

(i) SEQUENCE CHARACTERISTICS: 

(A) 655 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS ; single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EKA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1687UP 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1128: 
55 GATQOCTIDC ACTITOQOCA QQQGAAGCTG GQQGAOGAQG CGGACA3CIG GGCItMAAC 



EP0 866 129 A2 

GATCAGGACA CTAGC^GCIT GACIGAGTAT CAQCAQSAAA AGCCTAGCTA A!ITOC3CGOGA 60 

GIACAATEAC AAGIAOTICT CIGACTACTT CTITITCTOG GATQCCA3AT TITmGGAT 120 

«30CKX^AC GGQ00CCT3G Q330QCCATC CAAATITAIG GAGITCAAGA GCTOTTCAAT 180 

gottooc ocatcigcac omrc googaacaig gcatocaact citcaagcat 240 

GATATCTTCT TCCTOTIXXT CTCATCD3GC GITCIOGICG TITGCX3CAGT CITCCTAQQC 300 

QQCATITCIG TAATCITCAA GCTGITCriT GTITCAICTIC AGACGCICOG TCAGGAAATA 360 

TICAAAGAAA OaSTCTICAC TAATATCTAC OXTICACIC TOGAAAAATC TCOGMCCIC 420 

TCATOOOCA GCTCAAGAOC CCT3ACTAGA AACATOCTCA TTOCTACCrr CMOGICATC 480 

TTTAATATCT (HCAGGAAAG TCIOCAGC3GA CfiGQQQCAAG GCA3XXA^ ACGOTCTIT 540 

CTOXOKZIC QGTACTTO03 TAGITAATTC AGTO3EAGAG AACICCACCG QGCGCTCEAG 600 

CICTrriCTA TCTAOCftGAG QSCTEACTAG GICACOCICT AACrncCIT TOGGHTCftSC 660 
TCTOGTEAAC TOQCC 



675 



60 
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GOTTG3GATA AD3TAGACIG QGGTGAOGAA CA3AKXX33C TOQCAAAGGA GAAGATAGAA 
GAGCAGAAAG AATAOOOGGT QCAGGAGTCT GACAAAAAGC TCIMCATAG CAACOOOQCA 
AGGTACTO33 ATATATICTA TAAAAATAAC AAAGAAAACT 1CTICAAAGA CA03AAGTOG 
TTOCAGATIG AL?1T1CCCIC TCTATAOGAA GC3AOCAAGA AAGATGCK3G TTCAGT3ACT 
ATCITCGAGA TIGGCTGIGG TOOG33CAAT AOCATGTITCC OGA1CTTATC T3CAAAOGAA 
AACGAACACT TAOQOGTIGT QQGIGOQGAC TICTCCOOGA AGQCCGIGGA ATIGCTAAAG 
AO^ICQCAAA ACTTTAAOOC OQOGAATGOC CAO30GAOQG TAIT33GACTT AGOCAAOOCT 
GATOGICTTT TOOOCGATGG TCT03AG00G CftTTOOGTOG ACAT03CAGT AAIGATTCTT 
CTITmCTIG OCTIUXXJGC CTCAO^TOG GOOCAGGCTA TOGATAATTT GCftCAAAGIT 
CTAAAAOCAG QOQCTAAGAT CCICTTCAGA GACEATG9CA QCTATCACTT G3CTC 
(2) INTORMATICN FOR SBQ ID NO: 1129: 

(i) SBQOENCE CHARACTERISTICS: 

(A) LENGTH: 716 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECMESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1688RP 

<xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1129: 
GATCTIGTIG AGAACACICA ACATCQGOGT AATTOCAGAG 000003GP3A OCAIAOOGAT 
TTTCTTGTAC GCATTOGTCA CAIAGCTCAA CCGTCCTACA GGAOCTTTGA ATIOCACAGT 
TTGGOCTGGC TGTAGOCCAG CAAADCA1TT GGATACCTTA COGTCGACAT A2GATTIGAC 
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AATCATATOG AAATOGQOCT OGGCAAA3TT GITOGAGAJEA QGOCTTOEAGT AAGQCACOTC 240 
TICTACACCA ™ CCTIO^ TAAATCAAAG CX^I^ TATCA^ 300 
^DQCIT GAAOQ2AGCT TCAATCK?EA TATOGCAGCA TTITD3CTIA GAACGATCCG 
TICTTCCAAT TCTAATGOG3 la^CTCATT TOGAAGAATT GAAGTOCTOC TICIUIftTOC 
TAGTAGCfiGG OGTOCAOrrA CAAACATTOC CAAAGCTASA A1GOCTAGAA Q^C 480 



360 
420 



540 
600 



G^TOCCATCA ATOGGATCAT CCAATATCTC CATADCTCTC CXJPPC3QGTCA TACTAAIA3T 
TTGAAAGOTC GZOGTIMCTA TOTICI^ AGGATCAGAA CGGTTAA3AT ATOCTIOTC 660 
C^ITCTIftT AAGCAOGGAC TTXTITOCAA CTOGTCAACT ATCOICEAAC GGTCAT 716 
(2) INFORMATION FOR SBQ ID NO: 1130: 

(i) SBQUE1CE CHARACTERISTICS: 

(A) LOgGTIH: 676 hase pairs 

(B) TYPE: nucleic acid 

(C) sraANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1688UP 



45 (xi > SEQUENCE DESCRIPTION: SBQ ID NO: 1130: 

<MaOXXX3 GAOGQSiaCT TOCAGGAAGG OCTCAOGAAA CCCAAQGOGG GCGAGGAGGG 60 

SO CITCTOGAOG TITITCAAOG AGACGQQCIC GGGCAAGTIC GIGCCGCXXX5 OGGICTACGT 120 

QGACTIG^ OOGAAOGIGA TCGAOGACOT G03C*CGGGC GO^GCG AGTTOITCCA 180 

OCOGGAGCAG TTCATCAGOG GAAAGGAGGA O3O3G0GAAC AACTAOQCGC GIGGQCACTA 240 
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OQQGAQCTCT TGGADGATA.T CCTAGACCQC ATOOQCAAGA TCTCGGAGCA 300 

5 GIGCGAOQQG CTCCAQ3QCT TOCTCTICAC GCAdOQCTT GGOGGTK3CTA OGGGCKXX3G 360 

CrXUULXJllT CIGCTTTK3G AGCAGCTTIC TATCGACTAC QQCAAGAAAT OGAAGTTOGA 420 

70 oymuooGrc tatcccgcgc cacaggtcic cacctcqgtk: GTGGAGCCAT ACAACAOOGT 480 

GITGAOCAOC CACAOCACAT TQGAGCATGC OGACTCTAQG TICATOGTOG ACAAOGMGC 540 

75 CATCTAOGAG ATGTK3CAAGA AGAACTTOGA CATCTO3AGA OCTAGCTTTG GG&ACITCAA 600 

CAACTIGATC QOOCAOGTOG TCKXTOGST GAOOGCXJICA TTOOGITTOG AOQ3CTOCTT 660 

20 GAAOGTQGAC TTGAAC 676 
(2) INFORMATION FOR SBQ ID NO: 1131: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) UEUGIH: 700 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

<ii) M3LBCULE TYPE: IMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1689RP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1131: 

GATQGTP3CAC AAGTTIGAOG AGCTAAAGCT AAAGSAGGTG ITCTIGAGAG GTATCTAOQG €0 

TTATOGOTTC GTIGAQOCAT CTOOCATCCA GCAG0GT30G ATCTTGOCTA TCATTGAGQG 120 

50 OCACGAOGTT TT33CGCAOG CCCAGTOOGG TA0O3GTAAG ACTOGTACCT TCT0GATK3C 180 

TGOGITOCAG AGAATOGACG AGAQCATCAA G300CCACAG GOGTTTCATCC TAGCTOCTAC 240 

55 CAGftGAGITG GQQCTACAGA TCCAGAAGGT TGIGATOGOG CTTGOGCTOC ACATOGAOGT 300 
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TAAQoICCAC QCTTGTATCG GIGGTACG3A Q0CIO3TGAG GACGCCGAG3 CCITGAGA3C 

CQS^ITCCAG GAQCAAATIT ACAAGATTTT CAOCATGITG OCACCAAGCA. CCCAQ3TCGT 
GCTATTGTCT O0CA0CA.TOC CAAAGGAGGT GTTOGACGIG ACCGACAAGr TCATCAACAA 
OQCOoTOCAG AATCTTO31C AAGAAAQ3AT GOCTIGfilXT TGGGAGSGTA TCCMCAGTA 
CTMATEAAC GBCGASAGCG AAGACTACAA GTAOGACTGT 
(2) DJFCRMATION FOR SEQ ID NO: 1132: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 657 hase pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1689UP 



360 

420 

480 

540 

600 

660 

700 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1132: 

GATD3CGCTG AACCTCAGCG AGGCACQQCT GGTCATCAAG GAG3CGCTOC AGCACCGGCG 60 

GCGQGTGTTC GGGCAGTGGC G3GACG33CT GGAGGAG3AC GAG3CQGAQ3 G3GGAACACA 1 20 

ATA1GACGCA GGAGAAQGAG CTGGCGATGC TGGACAAQCT QCT33AGAAG AGGACGGGGG 180 

^^CAGAAOCA GGCQCTCAAG CAGACGATGG TGTAOCIGAC GAAC1TCGQG CQGTTCCGQG 240 

ACCAGGAGAC GGTGACGGCG GBGACQCAQC TGCTGGCGTC GACG33ACTG Q\CO0GITCG 300 

AGATTGCGCA GCTQQ3GTCG CTGGCGTOCG AGGACGCGGA CGAAQ3CAAG ACGCTGGTGC 360 
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CGAG0CTO3G GAACAAGATC TO3GA0GAGG AOCTGGAGOG GATCCTGAAG GAGCT3T0GA 
ACXTOGftGAC (XTGTftCTAG ATA3CTACAT AGACAGGAAG AACITOOOGC OG009CGGOG 
CTACCACT3G TCG&GACAGG AGIGOGATGT GTOCTOGATC TCGAO3Q0CT OG03300GAA 
GTTOCAGACG CAGOQCTGCG OGAGAOQOGC GAOGTOOQOG GAOSQQCACG TOOOCTAGQG 
CACGIQGAAG TITCOGA.'ICT CTTCGAAGTC GIGCACCTOS TOOQOQGQCA GGAACAC 
(2) INTORMATICN FOR SBQ ID NO: 1133 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 718 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDETTESS: single 

(D) TOPOLOGY: linear 

(ii) MPTiFXTTTiF TYPE: IHA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1690RP 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1133: 
GA3C1GAAAC TAAICTCATC 030QGAAGAA CAXACTAAGA GOICATOGTT ACATOGAGAT 
GMSACAAAGT ACdGATCTA TAAGAGTITIT ATTGACATAT GCGCT03GAG 0CAAAD33CA 
GGCTACOOCC TGOOOOGIGT TOOGICEACA CATGACAACA TAATTGK33C AATOTCAGGC 
GQOGIGGACT CTTCACTATO TOCTGCTTTA TACGCTCACT TOOCAAAAGT 00GTO3QCTC 
TACATOCAGA ACK3CT0QCA GADGIDG3QC TCAGG3CCIG TAGAGGGEAA GQOOGAADCT 
TCITACGAGC AAGATTGGAA GGATATIGAG AAAGTCT33QCG CXTTAOCITAA TATTOOOGPC 
GAGAGAGTCA ATTTOGAACG GGACTACIGG CTOGATCITT TOGAGOCTAT GT3TACAAOQG 
TATCAACAGG CTTATACTCC GAAOOCAGAT ATTO3CTOCA ACAGGTTICT AAAGTITOGA 
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OOSITOO^ ^GCACCI^ 54Q 

CACTAT3Q3C GAATCCTATC OCX^ACT OQ^^ CXTACXTOCT GCGGAGCX^ 600 

TATCC330CAA XKAOCAAAG TTACTACTTA TOOCAAGTCC GGCQQ^ CCTCGCG^C 660 

CICTTIMTC 00CA.TO33AT TICEAACAAA AQ03GASGTC CGACAATQ3G CCQOGAA 71 8 

(2) INFORMATION FOR SBQ ID NO: 1134: 

(i) SEQUHSCE CHARACTERISTICS: 

(A) LEM3IH: 696 base pairs 

(B) TVPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: INA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1690UP 



(Xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 1134: 

GATCAGAAAC ATCACCATAT GSTCICIGAA GACXTI^ Q3ACGGIOGA TTO^C 60 

c^cicc^ i2o 

^^^^^^^ ^^^-^^ TOSAGGIGAA QGIOGAGAAC AIOOQCX3QCA (HCCGftGCAC 180 

GAGGTICAOC GIGGITC^ TCTAGGAODC GAATACACAT GK^GITOC TOICCA^ 240 

CICTAICIGA GAOGQ3CXCT OCA1CTIGCA O^GOGIGCG CTACAGGTCT AGCim^CT 300 

OGCAOOEATA M GmOGCX^ TOCTO^ T*GCCCCCIC QCGCITOCCT 360 

cttatcccit c^gaagiog itroc^ Grn^GArac agcsaccicc taoicgaaaa 420 

CGITOXX^G GCACTAGTIG CCTCOCACIG CAGGTIATOG ATAAGICCEA 
AAATADCACC AAGCAOXOT TCISOTXTT CTAmCGCCA ACCCTCGCTT TOOGITOQQC 



480 
540 
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TGACACACIC AAGIGACIGC AAGAAGACTA CCCTZCTCAC AGATftOOGIC GKXCTTXTEA 
CGCACQCTAA AAGACAAGTT AAATCTAQGA CACATATAGT GCCTOQCAflG CTCAQOOCAT 
COGGAAQGAA CAAGCTATTA GAAACIGAGA CAOCTC 
(2) INFX^MATIOSr FOR SBQ ID NO: 1135: 

(i) SEQUENCE CHARACTERISTICS: 

(A) IjEIOSIH: 693 base pairs 

(B) TYPE: nucleic acid 

(C) STKANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: ENA (genomic) 

(vi) ORIGINAL 90URCE: 

(A) ORGANISM: PAG1691KP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1135: 

GAicncrrr geaitctogg icttacctoc oocagactoc cxtigteacta acacogactg 

GTOCTQCCTC TGTGTCAACA AGITOOGGTA TOCCIGCIOC GCTAOOGCAA AGATAIGCJ3G 
C l XJJi'LXj rCV TOCTIQQGIG ACOCATOGTA CAAGTICACA TfiGTOCTGOG TGIACftOCTT 
GATOTIGCTC TAOGGATTCA AOQOGAOGAG GAATAGOCCA GAATAftGTAT ATATCATATC 
GTCCTPGIAT CGGTTCTOCA AGTTGEACAA CACAGADGCC TOCTTCAAGT G3GTCAACIC 
GGACATATOG TCTATCTICT CAAADGTIGA 09GATICACC GCOQOGGICT OCaCCTOCHS 
CACTTCTCGT TCCTTOCCAT TCACTCTCAC AAGACAGACC TTCTCATOCT TCTTlCICTTr 
GnTTITAATT gtctttgiqg AAAOCAACIG TCCTTTCACA AACAOCTOCT CAGCATCIGG 
AACCCAAATC ATTTGACATT GITCACTCAT OGGGACAGAT GCICTIGAAC TTATCTAATA 
TGCAATAADC AAATTCAACT TTACTTTAAT CACCTGOCTC TTACACAOGA AGCAATGTIG 
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GATCICATAT TCACAOGAOC TACTTTITOG AAACACTTAT TK?TTTA!JCT CQQQCTCGAG 660 
5 CATACAOGTC GGICACGTCA CAAGOGCATC TAC 693 

(2) INFORMATION FOR SEQ ID NO: 1136 : 

70 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 705 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
is (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

20 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1691UP 



25 



30 



35 



40 



(xi) SEQUENCE DESCRIPTION: SEQ XD NO: 1136: 
GATCA3TATC CAAOOGAATC TOCTftTCTCA GAAGATEACC GTAGGACK5T GOCTCTOOGA 60 
TO3ATTACCT TACTQQOCTA GAGAATGAAG TAAGAAGCAG CTCTOCGATT ATT3TCGCTT 120 
TOCX30C7ICAT GIXSAGCTAAA GCCCTATCCC GCAGQ3P33C GGCITICTOC AAGAAAATCT 180 
GQQCATCAOG OOQOOGAAAC GAAATOOGAT AGTCACCTCT QCCATOQOGA CGAGTCATIT 240 
COCXMTOGT ACAGAAATCA AD33GCAGAA TOGOCTAATC GA3TTK7TGT GQCGTIOGT3 
CCAAAAQGTC ATCTOCACCT G03TOCKXJC CT3CX333CGT QGTIGftGCAG AGCACCTOGA 



45 AAAAGAACAG CACAGAAGGC CAATOCAGIT GGOCAATIGA GGCAATAGCC GftGCAGGAAC 420 



300 
360 



480 



AGIOGAAAGT GQCTGTICIG G03CTOITO3 ATCTGAAAAA TGCAGGAACT TACAAAAAAC 

50 AGTOGQQCAA TACATAGAAA OOQQOGADOC GGOGATCQOC TAATCAICIG CCATOGAGAC 540 

CXD3GGT0O3G OGCTCGAAOC AGOGGTOGAA AOCITCAG3G CATOGTGATA CGQQCCOGIC 600 

55 GQOQQQ3CAC TCAAACAGQC AOGICTTAAT CCTGACAAAA CX3CAGCG33G TAATTCdTT 660 
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OCGCAAGCCG GAOQQCTATA TSAATCGTAC GATAOCAGTT GIOGA 705 
(2) INFORMATION FCK SEQ ID NO: 1137: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 636 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MDLBCULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISE: PAG1692RP 



(xi) SEQUENCE DE9CRIPTICN: SEQ ID NO: 1137: 

GATCTAAATA TATATAATIT AATTEATAAA GATTAATATA AACTTTTTIA TEATAATATT 60 

TAM3TATEAA ATEATITAAA CTAXTATIAT CATTATTTAA TAAATEAATT ATTIGA3TAT 120 

TAATACTTAT TATATAA3TA TTATATAATT T^'I'l'AATIC ATCATEATIA ATATITATAT 180 

AATTATAAAA ATAATATTTA ATATGAATAC TATTTAjIUT ATOITCAAAT TTTAAATEAG 240 

TTATTAAAAT ATXATTAGAT ATTATTATTT TLT1TAAIAA ATTATTAAAT AGATTATCAA 300 

TAA2TAATAT ATTATTIATT AATToTTCAT TAAAATAATA TATTTEATTA TTATAAAGAT 360 

TTAATITA3T TAAATATICT AAATTATTAT TITEATEATA ATATCTATTT TTAIAAATAT 420 

45 TATGTIGATT TATATTA!ITT AAICTITTTA TAAGAATTAT TATTAAAATT AA3TTTAACT 480 

TTAATTTCTT ATEA3TAATT TTIATATTAT TTAATAAATT AXAnCATIT TAnTATTTA 540 

SO TTTATTTAAT TAAATEAATT ATTEAATTAA TATTTTATCA TTATTTAATT AATTAATAAA 600 

ATATTATAAA GAATGTTAGTT AAAAATACIT ATAAAA 636 
55 (2) INFORMATION FOR SBQ ID NO: 1138: 



1379 



EP 0 866 129 A2 



10 



15 



20 



25 



30 



35 



40 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 719 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1692UP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1138: 

GATCTIGAXA CTftGAGCTTA TITTACTTCA QCTACTATAA TTftTICTTAT TCCEACEftCT 60 

A3TAAACTAT TTAGTIGATT ACTAACTATT TAT3GTOGIT CATCAAGATT ACTAACAGCA 120 

ATATTATATC TATIATCATr TTTA3TITTA TTIACICTAG GTOCTITAAC ItXTICTACTA 180 

TTAGCTAATC TATCATTAGA TCTAQCATTC CAT3ATACTT ATEAICTAGT ACTACATTTC 240 

CAITATCLAT TAAGTTTAGG TOCTOIATIC TCTATSTTIG CT3CTEATTA TTAITCAAGT 300 

CCTCTIOTIT TAGGOTTAAA TTATAATGAA AAATIATCAC AAATICAATT CT3ATIAA3T 360 

TTCITAC3OTC TTAA1AITAT TTICTTOCCT ATOCATITCT TAGGTA3TAA TOCTATAOCA 420 

AGAAGAAITC CTCATTATOC T3ATOTATIC CTAGGTIGAA ATTIACTATC TTCATITOGT 480 

TCTATAATAA CTATTATATC ATTAATCTEA TICCTITATA TTATTEATOA TCAATTAATA 540 

4£ AATOGTITAA CTAATAAAGT TAATAATAAA TCTAHTAATT ATATAAAACT ACCTCATTTT 600 

AITCAATCAA ATAATAITIC CTTAATGAAT ACEACEAAAT CATCATCTAT TCAGTTTATA 660 

50 TTAAATICAC CACCICTTAT TCATICATTT AATACIOCIC TAATTCAATC TTAAAAOAT 719 

(2) INFORMATION TOR SEQ ID NO: 1139: 

55 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 714 base pairs 
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(B) TYPE: nucleic acid 

(C) STOANPEXNESS: single 
5 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: INA (gencrnic) 

70 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1693RP 



75 



20 



25 



30 



35 



40 



45 



50 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1139: 

GATCCCTTAG CGACICICIC CACQQCTOGA OGMCSOCMT GAGCICTEAC GAACTQCACA 60 

AACC7IACIOG AACTCTCTTT CCAGACTTCT TICTCITIGr CTTCAACTQC TTTOQCATOA 120 

AGTCAO00O0C AGOCTATnT TC7ITAOCCQC CTOGTCTITG TCTATATADC OQGTrcTAIT 180 

TTIGAEAAAA AACICAGCTC TTOCTCTAQG GCAGAAATAT AEATOCAGIC CTTAGOQOCA 240 

TO03AAAATC TGC X ' lTl ' l ' UA COQCTCTTIC TOOO^ldT AQCACIGOCA GAAAAAAGAT 300 

GTATQQOGTA TAGQ0OCTO3 00CO303GAA AAAAAAAAAA AAIAGAAAAA TAGAAAAATA 360 

AAAAGAOCTG QQCOGOCCOG O30GCAGAOG AAGAAAAAAT MQ0QO0CAC OOCIOCAMC 420 

AGAOGACAGG CGAGACATAA TAAAATOOCA CA0CAAG3GA AGAAAGICIT CTQCAOQCIC 480 

COG3QCTCAT AOGCTOOCAT TCTGTTOCAT COQQCTIGCA AAOOCACTAG TOQCATOICA 540 

AAGCATTC3CT COGAOQCTOC GCTQOCTTOC AGTO3ACAIC C1CTTCCIAA OOOCAGOCAG 600 

ACTTCOCATA CTTT3GCACT TCACATAGCA TATCACTTTT CAGATCACTT ACGTCACATT 660 

COQGfTAOQGA ATOGCACICC AATOCOGACA AACCTCTTCC TAOCCOTIGA CTEA 714 
(2) INPORMAITCN PCR SSQ ID NO: 1140: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 692 base pairs 

(B) TYPE: nucleic acid 
55 (C) STRANDECNESS: single 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 667 base pairs 

(B) TYPE: nucleic acid 
35 (C) STRANDECNESS : single 

(D) T0POL0CT: linear 
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50 
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TCQ0CAG0QC G&T1U1UGTC AIXCX3CAGCA ACAGGAOGAG AACICTCCGC TTTCGQCCTC 

GmGAGAirrr qgattcagtc aogtcatica ogtagaqgit ACCCGGAAAG AGCGGCITOG 240 

AT3CCACTAA TC^CCGCXDCT TATOOCOQGC CITCTTAAGC ATICAGICTC AGCCGCTICT 300 

CXXXGCTTCC TTCTICICCT GGAATTICAA AGGQ033303 GTATATAGGC G90GAGAAAA 360 

ACAOGGTOQC GAAOGTTCTT GCXX30CAAGC GTEATCCT3A AGAACAAGCA TAATOGTTIC 420 

OOCTIOQGrrr ATEAAACAGG TQCAGQOGCT AATCCAGCAG AAOOQOGICT TCATK3CAIC 480 

CAAGAOGTAC TCTXXCTATT OXAGQCGGC AAAGCGTAOG TTOCTOGAC3G AGAAGCGCGT 540 
CCOGGCAAGC QCAGEAAAAC TGfTTOGAGCT TCACAOCATC QQCGAGGW3G QCQCQGIGAT 
OCAAGOGQOG TTOCAGGAGC TCAGOQGQCA GOQCAOOGTO CCCAACATCT ACATCAACQG 

G0Q0CA1CTG GGTOGCAACA A 681 
(2) INFXXRMATICSSr P0R SBQ ID NO: 1147; 



600 
660 



£5 



(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1698RP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1147: 

GATCTQGIQC TTTTCAAOQC GOOGOCOCAG ACAATTTO0G GAAGCATACA TATCQCCATT 60 

ACATAAACAG ATTTTATGAC TACTACAGTT AGGTATCTQG GAGATCACCG GAATAACICC 120 

TATATCTTAT T1CTO1ATTC TCAQGTACTG ATCX3CTCTTG AT3AA03GQC AACCCIGIGA 180 
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CITOQ3GMT AftCACTOEAT GAAGOOQGAC GQQ3QQGTAG CACATIQGTA CTftQQCTOGC 240 

TGAATTCATA ATK3GAATAA O fcT lUCIUJlT GCXXXX3ATO3 CTOCTATCTIC OQGTOCTOQG 300 

TIGAAGQCAT AAAA3TOCTC GAOCTGTAGC ATCTTOOCTT CIC1AGCATC ATOITCTATC 360 

TAACCICCGC ATIQQCCAGA AOCT0GOQCA ATCATOCAAG AICI'IOLTIC TTCT30GCAT 420 

AXTTACOGAT GAGTCTCCTG ACATCTOGTC TAAGOGCTCT GA03GTAGAG TAAAGTICIG 480 

ATATCTOoIC 1TOCTGTGTIC ACATOCACAT TCTOQGAGAC CCTEAGITIC TOGAGCAAGT 540 

TCTCGACATT GCOOQCTTOC QCAAAGACAG CATOCIDCTG AGCMOCTOC TTAGCTAOCT 600 

ccictocagt tocctcaqqg CATACGCOGA CATAAITCAC TOQGAAAAAT ADCAACCTIG '660 
OOQOQCA 

25 (2) INFORMATION FOR SEQ ID NO: 1148 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENG0H: 572 base pairs 
30 (B) TYPE: nucleic acid 

(C) STRANDEXNESS: single 

(D) TOPOLOGY: linear 

35 (ii) MQLBCULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1698UP 

40 



1S 



20 



45 



SO 



55 



667 



(xi) SEQUENCE DESCRIPTION: SEQ ID ND:1148: 
GATCAGCAttS CIGQCOQOOG CAGC7ICT3CA TCTO3QGCAG TCTAOGTOGT TCTTQ30QCTC 60 
CTCCACTCAA CCATACATCT AOQGCTCTTA CAAGQQCATC CACATCATP3 ATCTAAAOCA 120 
GACGCTOTIT CACCTCAAGA GAGCTQOGAA GGriUUriUAG GCTGITOOC33 AGAATOGTOG 180 
CCTCATOITC TnTTOOCTA CCAGAGAAGG GCAGAAAOCA CCITEACGQC QQ9CTOCAGA 



240 
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GAGQCTQOGT GQCICTIATC TOQCCTOGAA ATOGATAO0G G9GACCITCA CAAACCCAAT 300 
5 TGAAATATOC ACTCTCTOGG GOOGCATCA AGTIGACITC GAGQ3CAATC CAACTOQCAG 360 

QGAATTGACA GAAGAAGAGA ACATC03CAT CATAAMOCG GACTIAATEA TTCITITCAA 420 
70 OOCAACAGAA AACATCAAOG CGTTGAGAGA GGCEATOCAG QCTftGftGIQC CACCTATIQG 480 

GATCATIGAC ACOGACTCAG AGCCTICAAT QGTCACAIAC OCGGTOQCTC GEAACSAADG 540 
75 ATTQQCTAOG TTCTCIAAGr TTOCT Uaft A AC 

(2) INFTORMATICN FOR SBQ ID NO: 1149: 

20 (i) SEQUENCE CHARACTERISTICS: 

(A) LHSK?IH: 664 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECMESS: single 
25 (D) TOPOLOGY: linear 

(ii) MOLECULE TOPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1699RP 



35 



40 



45 



572 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1149 : 

GATCTOGoIG TATATTT9GA TCTATATO3A CITC^CACTr TOQGAAGCAA TOGAACTCGA 60 

AAGCT3GTTC ACCACTCTOC TGTATICTOG TACTCTTPCT GAAAO3AC0G TAAGAAAATT 120 

AAOCTIGftGC GQQGATAG3G AAGATOCAAC TTEAAATTTC TCTACTK3GT TACTCAAATA 180 

CPSATAEAAT AATGCAGCCT CAAATATOCT GTOGAAAACA OCACTTTOGC CGITCGGAAC 240 

SO ATTQGGTQC33 ATTTOGATAA CCTGATTOGA GATO33GAAC AAACTCGACG TAGEAGCCAG 300 

TAAOGTGTAG GAAATATACT TTAAAAOGTC GQCCTOQ33C ADCATCTTQC TCTAGTATOG 360 

55 GTTTAGACAGA TATOCCAATC GAGTAT03TC CIGCIOCX33C CQCTTQQ3GA CCGGGCCGCC 420 
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(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1693UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1140: 

GATCOGTAAC TTOQ3GATAA QGATTGQCTC TAAQGATOGG GTACTSAQ3G CXJT1QGTCAG 60 

AOQOQQCAAG T LilU - T Hjm G'lCTCICCIC G333GCTTOC T0CT333GAC QGACTOCTIG 120 

UJIUJIL'ICT OGTCAGAOQGC Cl'ICWIWSAC CATCTCTOGT OCT0GCTK3C TACAATIAAC 180 

GATCAACTIA GAACTOGIAC GGACAMQGG AA3CTGACF3 TCTAATTAAA ACAIAGCAIT 240 

GCGATOCTCA GAAAOTGAIG TTCACGCAAT GIX3ATITCTC OQCAGTOCTC TGAATOICAA 300 

ACTGAAGAAA TICAAOCAAG O0CQ3GTAAA O330QQGAGT AACTATOACT CICTTAAGGT 360 

AQCCAAATQC CTOGTCATCT AATIAGIGAC GQ3CATOAAT QGATEAAOGA GATICOCACT 420 

CTCCCTATCT ACTATCTAGC GAAAOCACAG OCAAG3GAAC G3GCTTOGCA GAATCAGOGG 480 

GGAAAGAAGA CCCTCTTGAG CTTGACICTA CTITCACATT GTCAAGftSAC ATAGAGOGTC 540 

TAGAATAACT GGGAGCTTOG QOQOCWSaGA AATACCACTA CCTTTATACT TTCTITACTr 600 

ATTCAA3TAA GQQG&3CIOS AAnCAOTIT CCAOCTICTA GCAITTAAAG TCCTATACQG 660 

GCTGATOCX3G GTTGAAGACA TICTCAGGT3 GG 692 
(2) INPORMATICN FOR SEQ ID NO: 1141: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LE2SCTIH: 673 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: DNA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1694RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1141 : 

1TCAGAAGCA CTTAAAGOCT GAACTCCTQG CAGAAGOGAT CAAGQGAACC 60 

TCTTO3GAGG GIAAAGTEAG TATTAACITC GEAGAOGGAT TOGADCACTC GTATTACTIC 120 

GTCAGCAOGT TOGIGOOQGA ACAOQCAAAG TAOCATOCAG AAAAGTIQGG TCEAGTTIGA 180 

GATTIGAOGT TGOSCCToTTT AATIGCTATA TACTEACATA TTEAGICAIA 1GAOGGCTIC 240 

AAGTACICIG ATTCTOCATr A3AAGTOCAG CCGAATOCCA GOCIUOQQCA GEAA3G9GAA 300 

0QCAAACT3A AITTOCOGGT AGITCAAOCT TOGLXJUbTKj CAGCACGOGT ATGCICCGAG 360 

CAGACTCAAA CX3KX3CTA3T TG30QQGTAT CTACAGOCIC GTOQGGATCT OCCIGCOCAA 420 

GACAGOCACA GAIATCACIC TCCAGOCOCC AGGAGEAGAG TICAOCTIT3 TOGCTTAGAG 480 

CEAGGTICTG GEAGICICOC GCAGATACAG CAAXAAACIT C TOUU C T I U T TCCAAATIXCA 540 

TCTTCATGAA TCAGICCTOG AOGATATCAC CATEATICAC CTICAGQGTC TATCTOCTAT 600 

TCTOQGEACA TAAAAOCAGT GICATOCAAG ATOCCTCAAT CllUjlT AAC OGTCCATCAA 660 

ATO3CAAAAT CAA 673 
(2) INFORMATION FOR SEQ ID NO: 1142: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 676 base pairs 
50 (B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

55 (ii) MOLECULE TYPE: ENA (genomic) 
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(Vi) ORIGINAL, SOURCE: 

(A) ORGANISM: PAG1694UP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1142: 

GATCAGOCCC 0GACCGAA3A ACACTOQCTT (XCTCTO90G A3OQ00GAAA TICTIOSAOC 60 

G&3TATCAAC AAATOCAGTT AGATAAOGAT CACATCATIG CAACACIQCG QGAATICA3T 120 

AGTTACCAGA CTOTTIOCCA ACTOXAGAG OOOCAAAAIA TCATO3ATIC QOCTAGGTCT 180 

QOGAA lTiU C TOCAAAATCT CTTCACTAAG CTOGGTOCTA ADCA3TCT9G GC7TEATADCT 240 

GTCAGEACftS GCA3CAACCC GGTOGTICTC GOGCAGTTICA A333CAATOC AGOOGOGOOC 300 

AAAOQCATAC TATQGTATOG CCACEAOGAT GT3ATATOQG OGSyOCADOC GIGGCAGIQG 360 

GACAAOGACC CCTTCAOQCT CACTTOCGAA AAT3QGTATC TTAAGGGAAG ACGOGTOICT 420 

GATAACAAAG QCCOQCTQCT TOOOQOCATC TICAGICTAG OOGAGCITIT OCAGAAAGGA 480 

TAOCIGAACA AOGACATCAT CrTICTAGIC GAG330GAGS AAGAAAATOG CK7TO30GGC 540 

TTCAGQ3AAA TTTIX3CTTOC CTOOGAAGQG CTICICAATC AQ0QGTOGGA CTOGATOCIG 600 

TICAGCAATr COTACIX3QOT GGATCAGAAG GIGOOCTOOC TCAACTATOG OCTCOGAGQC 660 

GTCATAAAOG OOGAAA 676 
(2) INFORMATION FOR SBQ ID NO: 1143 : 



(i) SEQUENCE CHARACTERISTICS: 
45 (A) LENGIH: 711 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS: single 

(D) TOPOLOGY: linear 



<ii) MOLECULE TOPE: ENA (genomic) 



(Vi) ORIGINAL SOURCE: 
55 (A) ORGANISM: PAG1695RP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1143: 

GATCTGOOOC CAAAAGATTT O3GTGCOQ0C TAOCCCAAAA GATTTTCGoT Q003GCTAOC 60 

CX^TCACGAG ATOOCACTQG CTCATK3QOG AGCTCCTOQG CATTTOOCTA TGACftGAGGA 120 

ATGftGICAGC TTTACTCCGC CACACCATAC TCCOQQGOCT TCAACAAGCT TCTCTTTK30C 180 

ATOOQCATOG TOQQCfiGITC TIACACTQOG GOTX^CCTC CATO9Q00GT CATOGCAQOC 240 

GITITCTCftC AGTTCTOQCT (XXXaOGIAT OCTCTCOQCA OOQGTAAOGG AOQOGftCEAC 300 

GCAGOGGCTS OOGCACTCAC GIQOQQQOQG GTCTTCTCTC CCACOCTGAT AGICACTnT 360 

CftGIftGIGro TtXTQOCTIG AATK3QCAGG GCAATOGTIC AMCTOCICT GG0Q03GAOG 420 

ACX3ACCOCAT CTCXX3CAAOG GCGTTQQQQG AGAAAGOGTC TTTOQGftOCA GACA3OQQ0C 480 

ATCTOCOGCA GTCAGCAGCT QCCTTOGTAC OGAGCEACCT CTCTAIATEA TOCOCTTAAT 540 

AAACATIOGA TATOCC7KJIT ATICTATOOC AAOQGITCTC CG3STACAAC QQQGTfiGTOC 600 

OGCCOC7ICCC TGAGCEATOC TOGOOGftTOT GAAGTOOCTT TOCTXAAGTC GTECrGCTTIC 660 

CCGGGOCACT TCEAAACACT ATOGOQGATC GACICAAAEA C 711 
(2) INFORMATION FOR SEQ ID NO: 1144: 



(i) SEQUENCE CHARACTERISTICS: 
40 (A) I^NGIH: 654 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (genomic) 



(vi) ORIGINAL SOURCE: 
50 (A) ORGANISM: PAG1695UP 



£5 
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(xi) SEQUENCE DESCRIPTION: SEQ 3D NO: 1144: 

GATCT3AAAA GCAGGAAGTC GCAGK3QGAG GCGOCTGOGG QCAO/nXTO QQCAGQ3AAG 60 

QGIQOQOOOG ACGCX3CCAOC GQOCTAOGAC AO3GC30GTOG CAO30Q00QC OTOQCACXS: 120 

QOQCAGQCOG TTOOQOQOCA GOOOGACTAC GQCACACAGG CCQGATADGC GO00CAGQ9G 180 

TACGGCGCGC QQG20Q3CTA CAOGOOCCAG CXXX3QCTAOG GOQCACAGQC OT3CTAD93C 240 

ACACAOCOOG GCTACGGTOC ACAG0OOQQC TACGQ03CAC AGCCOOQCTA C9309CACAG 300 

CCCGQCTATG COXX3CAACC CX3GTITACQGA. TAOQOQOOGC AG003Q9CTA TOCT30CX3CX3 360 

CCCQ3QC0CT AOQOQCAGCA QOCCQOQCAC GGTEAOOOQG OCGQOQCftGC OQOOOOGOOG 420 

CAGAACG3CG QCCGCAACAA CA3GATCATC Q3O330CTGA TO3GT30CX3G 480 

ATOQQOQQGT CACTAATCAC CACAGCCATC TAIAAOCAOS ACAAGGAOGT (X3O0GMGCT 540 

GCCTAOGAOC GOGGCTATGA AGAOOCTICA TO3AO0QO3A CTICERG30C GCAOOOOCTC 600 

30 ACGTDGCCAGA. CCCCTAGAGA GCTAOGACAA CTTAOGTCAAC GCX3TOGACGT AD3C 654 
(2) INFORMATION FOR SBQ ID N0:1145: 

35 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 711 base pairs 

(B) TYPE: nucleic acid 

(C) sflRANDECiSESS: single 
40 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1696RP 
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(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1145: 
GATCITCTrC TCCATPGACA TCGAQQOGTT TGAGAGCAAC ACATCTCIDG TCACAGAGGT €0 
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G3QAATCTOG GICTAOGATC CCO30GAGAA OSAQGACAOG CTOGTOCXXC ACTICCQCAC 120 

CTACCACCTC TGTCCTCAQG A3ICICT0Q3 GTIGATAAAC AAGOQGTITC TTOOGAATCA 180 

CAAATOOGAG 1T1CIIXMG GTGAAACCAT GGTCAATOCXZG CICIOOGACT GCdTCftCTT 240 

CATTAACGQG CITATOGACT ACTAOJIGIA OXAOOCAOG GX^TOGAOG ACAAGIACIC 300 

GCGGQCAATT GTOGGTCATC GTGTICPCTOG TGMCIGCAA T9GCTTAGGA GTCIGCTCAT 360 

OGACCTOOOC AOGATOQCTG GOCCAG3CAA CTOCCATCOG OQOGAOCATC TTICICTOCT 420 

AGATACCQOG CATITATACC £GTACITCTA TQCTCAGAftS QCTICATOOC TAGGTEAAGAG 480 

CTTAAGATFS CALXJC/TCTCC CACATAGCTA TCTGCACAAT GCAQQCAAOG ATOCATATTA 540 

CACATTACAA CTQCICATCA AGATO33C33A TCK3CAGCAA OTCATCOQQC ADCAATOQGA 600 

CGATCTATAT GCTCICITCC ACAOCTK3AA GCAATOC3GAA GACTATOAGA ACTOZAOQCC 660 

CICCACTCAG CAQ3CAGAAT OCCTOCATAA CAGCAOCOOC QCTACCQQSA A 711 

30 (2) INP0RMATTCN FOR SBQ ID NO: 1146: 

(i) SEQUENCE CHARACTERISTICS: 

(A) 3JENG7IH: 681 base pairs 
3S (B) TYPE: nucleic acid 

(C) SIKANDECNESS : single 

(D) TOPOLOGY: linear 

40 (ii) MOLECULE TYPE: tNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1696UP 

45 
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(xi) SEQUENCE DESCRIPTION; SBQ ID NO: 1146: 
GATCXXHCAG AAAOCCATCG CCTOQCTCGC TCGTICTOCTA ACQCCCAGAA 60 
QGICTTTTCA CTO00QCT3G TTOCTTAITC CGOCAGQQQ3 OCTOGTOQQC QOQOCAGOQC 120 



3NGDOCID <-EF 0G0G129A2J_> 
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luxca gx*: gawi uac j ^juca ooi MaoGftogc aacxcxcoqc 'nwmc 

GTCAGfcTTTT 0»TTCftCnC ACCTGATTCfc OTgySflflJIT AXOQ U AAAC A0OQ9CTXQS 
OCftOOOOOGr TMCDOCOGC CTICmMX ATTCWHCTO J«OTCTJCT 

acraXTioc T iwmiCT ogaatticwi jtosoqqcxs cMcaor oqogagmm. 
iCft ajgiaa c GMasnciT aaaaaotfyac cjirarocrc* ag^caaock TAKraarnc 

COCTTCQSIT ATISAACMS TOCMOOQCT AATOCMCftG AAOaXGTOT TCWITOCMC 

cwraoGaac wi oogiMT gqcmqoqqc iuuKsazcftos riuOTSwas JtiMuaaxsr 
axriziAAa: gcagtaaaac totiomct 1x3*^0000 ooogagomx? aa&QGXGfcr 

CCAAGOQOGB TTQCA0GW3C 1GKJG399GA QOUT aO CglC; OQCMCKIC? ACftZXMCn. 
UJGLCA TOTO GC7IOQCAACA A 
(2) INFQflM&TICN TOR SBO H> »:1147: 
(i) SEQUENCE CHMWClSKISiaCS: 

(A) length: 667 base pairs 

(B) OTPS: nuclei c add 

(C) OTRWCEENESS: allele 

(D) TCTODOGY: UnBttT 

(ii) MCttJEDULE TYPE: ENA (graoic) 

(vi) GRXOIKMi SOURCE: 

00 ORGANISE BAGX698RF 

(sd) SHQOENCE EEJ-OUVIUGNj £EQ ID NO; 1147; 
O ai ' lUJlUC TTTICfcJOQC JCtfTrTJ tC ACft XiTlUi: GMGGKBCA 1SKXCQ0CKET 
JCAIXAAOtfS ATTTEfcTCJC TOGIBCaaiT JO3EA0OTGC GAKEXACXOC 
XKEAICTEAT TTCTOIMTC TCMGQACIQ XIUJLMU1TC AZGAAaXX3C AftOOClULUfc 
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CT1UJLUACT MCKTCTIXr C3UV300GGAC CKXX&OBTflG OdOTOGTlX CaQCCTOQC 240 

ICAftTICAlX ATIGGWflM OGTOCTOCTX GO0GQGAOTS CIGSEKiaXC 03OT32T03G 300 

TIGAftOcac^T AAWOTOCTC ©OCTODAGC AOTITOOCTT CICDttGAIC araiTOIMQ 360 

TAMCTOOQC ACCTOQOOGA ATOfciaCfcftG MCITOCHC CTCXGOQCM* 420 

ATnaacQtr Gwrrrrara acmgiqsic tamoqotst GftoaOTKSMS taw^ttcto 480 

A3MCIOTIC ' l ' lU O TOlCWJ A^AJXXACAT TCTOQg>flftC OCI ' l^ rTIC 540 

TCTOGACMT CXXX33CTB3T OTttAGftOG CR3QCT0CIG UXXXXXOC TOCCOCOr 600 

OCTCTOCAGP CXT*O300Gfc GA3MTXOIC KX3tfyXTTC 660 

OOXX9CX 6$7 

(2) FGR SBQ ID ND:1U8: 

(1) S8QJEZCZ OnRACXSaSIDCS: 

(A) IEN30H: 572 butt pain 
<B) TYPE: nucleic add 
<C) SIRANDHCMESS: six**!* 
<D) TOP0DLOOT: linear 

<i±) Kt'frnrjf- TYPE: £Nfc (penondc) 

<vt) CRIGINftL SOURCE; 

(A) ORGANISM: BAGL698UP 

(xl) SEQUENCE PESCJ tlP TLQN: SBQ ID ND:H4B: 

GAUCMCMG CTQ3CCOOOG CMGIOTOCX 1CXQO0QC3G TCP^ DJ I COT TOTGOOGCIC 60 

CTOCftCTGAX OCWEftCMCT ALUA/lUl'lA OUOQaC30C OCATOWTTO JttCXMAOCfc. 120 

Gft OJCiU l' lT CftOCTCAACX OJlUJl'lCtt? OJ1UX ' 1U0 33 AO*KK3GHG9 160 

cxTOftrcrro mrrcasm <xu»&j&3 aaGracc& aaTik aac GaacnoGAA 240 



£5 
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GAOQCTKaOCT OXTOITATC TOOOCICEAX XPQGKB&CQ GX&CCTTGk CAAfiTTCftftT 
ACICTCTGGG GCAOQCAIGk A^l'lUACTIC GAQ3C3CAA3C GtoCIGQCttS 
OGAATIGftCA GAtt^tACftSA, MATOCZaCAT CHEAMGCXXS CftCTEAATlA TlUl'I'llWA 
CXXAMTttaAA. AACKIGtoCG GCTnONSAGA. OQCTfcOTCaC GCDtGKJlUL 1 GAOCTKntXl 
GftTCATTCAC AOOACTCAC AXCTCAAT UXUiUAlC CTMCSM09 

A T1UJLTA OB TllTOlSft ftOT TEftCXTCgA AC 
(2) TOR SEQ ZD NO: 1149: 

(i) SBQtfBCB OttraCXSRXST&CS: 

(A) LEN3IH: 664 base paizs 

(B) 1YFE: nucleic acid 

(C) STRATCTOESS: singla 

(D) TOPOLOGY: limar 

(il) K3LHCULE TYPE: DA (gencxoic) 

<vi) SGURS: 

(jg ORGANISM: PAG1699RP 

(Xi) SEQUENCE IXSOaTTZCN: SEQ ID ND:1149: 
GKrCTGOSIG TWIAITTOG* TOTftTWrOGA CTiaCACIT TOEAAGCAA. TGGAACI0G& 

at ^^ i w i'Vt Mx>cicrac t wisktichju raoicrncr gamosaox? taagaaaaot 
A^rnacc ooogasmqb aaqhocaac ttqaatttc tctocxtcot tacicaama. 

AATOCAOOCT CMKIKEGCT GIGGAAAACA OCKCITI03C OGTKZ3SAAC 

0A3CQQGAAC AWkCTOOAOG TAG£ftXCM3 

aawjoiaiM gaaahkbact TOMfcarc ogcczcqqqc mcmotioc toiactixxos 

CTTKaCWSl TATOOCAATO GflOTOTOTO inULTlUUUUC GBCTTOGOGA C t . T j f J. I I HT 



1393 



EP0 866 129 A2 



w 
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25 



CTAGQCAGAG CTTAOOTOOG ACOQQ33CTC TCAAAGOOQC TOCftCATTCT OGAAOGACIC 480 

TOCATAGACA CTAACOGOOC TCGACGGCCT CATCAGCGAG TTOTOCOGIT GCAGOGTOQC 540 

GTTCCTAAGA TATOZAGACG OGGTOOGOCT GICTOQGAAG GQ03IQCTCT OCTOCQGCAC 600 

OCTCJTICAGC AOQ3ICAGGT ACITCftOCAC CTOCTOCTTC CTAO0GAAAC TCTCCftGCAC 660 

TTIC 664 
(2) INF3F5MATICN FOR SEQ ID NO: 1150: 

(i) SB^JENCE CHARACTERISTICS: 

(A) LENGIH: 642 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 



(vi) ORIGINAL SOURCE: 
30 (A) ORGANISM: PAG1699UP 



35 (xi) SEQUENCE DESCRIPTION SEQ XD NO: 1150: 

GATCTOCAOC GOSICCAGCA CCAOSATCOG GICADOGTOC CACX3QOGICA TOQ0CACTGT 60 

40 CQGOGCGACG C3TTCGAAAA OCX3QOQCTCC CTOOQaOOrrC QCMCOOCTC aOOOGCTCTC 120 

GT3CCTC0GG TOCT0G30CT OCCGOSAOOG CAQOGIOGOC AOCAOQOGCT CTA3AITCAC 180 

45 GCCCGCGGGC TTCAGCX?ICT CGOQCTTCAT GCCACX3GCTC GTOOCTTICT CTOOCACX2AC 240 

CTCCftGQCTC TT3ATAAAOG TOGTCTTAAT CACCTTAAAG CTOQCAGTAT GOCCCTITSOS 300 

50 COCACATAGT AGOCTCAGOG TATOXTTTOC CGAATOGTAC GOCTATA1CT TOCCCTGTCT 360 

TACAOOGTOG AGGAOGTTGS TCACOOGCAC CTTCAATOCA AGGATATCTT CCAAGTTTGAT 420 

55 GCTCATICTC CTCACTPOCA AGOOCACACA GCTATCCTOG OCAOCTEAGA ATOCCACGCC 480 
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TQCTODOOCT CChCTG3^VG ACTOOCAATC GITCAGTTIG CGGTGTO3GTT ATITnTTCA 540 
5 AGIGQQGCIC TAACGATCAA GEAGGATTTT CTATGTATTA CTAT&TCXXA CAAAQGTEW3 600 

TTOCAATAGT GCTIGCAACT ATCAGGTIQCT GTGGAAXIOC AA 642 

70 (2) INFORMATION FOR SSQ ID NO: 1151: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 624 base pairs 
15 (B) TYPE: nucleic acid 

(C) SIKANDECMESS: single 

(D) TOPOLOGY: linear 



20 
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(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: EAG1700RP 



(xL) SEQUENCE DESCRIPTION: SEQ ID NO: 1151: 

GATCAGCAAC OGCAGOGGAT GAGGGH3TOC QCTCAOGCAC GGTCTIGTIT TCAGOGCTIG 60 

GCTTOCTTIT CTCCTITAIG OGTITCIACTA CTTCTGTIGAT GIGCTO3QCA TOCAGOOQOC 120 

TITIOCTrAG OCTGCTTOGT AACCTOOOCA QGOOQOQGIT GCTAOGAACA CGCAACITOG 180 

CITCTOGATC AQCAAGCTOC GCTOQGIGIT TOOGCAGOOG TTOGCATOCT CQ03GATOCT 240 

CQOGTTCAAT ATAOCAGAAT GCATCATOCT TOGCIGGCTC TATATIGAOC T3CT330CAT 300 

ATATGAAAAG GOGGTCCTIO AAGTlTltJTA AAAACTOGTIC T30CTGAGAT GGOCTAGOGA 360 

AOCCAAQGAA GCATTIATIG OQQCATITAC GAGQOCIQGA AACACTAACT AOOOOGTCACT 420 

ICICAICTAC CAGIGGAAGG GGCAOGICIG CGGAAGGAAG CGGCTCIGGC AAOGTTTICT 480 

COQCOGATAG AGCATATGGG TTATCCTKJT TCATOGACTT CAACAGTIGT OGAGCATATT 540 

55 CTATCCTOGA GQCATTTGAC GCIGQCAAAT TIGACAGGEA GACACTOGAT GQOQGQGITA 600 
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CTATCGAATC GACAGCAGIA TAGC 624 

5 

(2) INF10RMATICN FOR SBQ ID NO:1152: 

(i) SEQUENCE CHARACTERISTICS: 
w (A) UENGTIH: 603 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDEENESS : single 

(D) TOPODOGY: linear 



IS 



(ii) MDT.fnJLE TYPE: INA (gencmic) 



(vi) ORIGINAL SOURCE: 
20 (A) ORGANISM: PAG1700UP 
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(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 1152: 

GATCACIGQG CCTOGAGGQG OG030CTITT TOQQQCIGTT CTAGAACAGC ATOOOGOQGC 60 

GGAOCTIGTC ATAGAMTICT TIAGACICTA GQGrTTOOCAT OGAATOQGfC OGQCQCTMC 120 

TGTCACTrrr CATCATAATC QQGGIQCANA GCTFG?X33TG GTOGTOGTCAC GC3QGAQGAAA 180 

TGAGGTIGOG GCCGAGACQG AGGIDCTOGG OGOGOQQGAG CGAOGAGCOG OOGGATOOOC 240 

ACTICCAGGA CTTGOGCGAC GAOQQOQQGT QQOGOGAGGA GTAGGAG09G ATOQGGAACT 300 

OGOOGCCAAG CIQQG&GQOG 033AG0CA0S AO?IGAGOOG CITCAANAAA OQCX3GAOOGJC 360 

GGITQGOQGG CTOGAGCTGG OOGQCX3ACAA AOQCAGAGOC GCIGTCQQCG AGAOCGGTO G 420 

GC5GOGCXTOC GCT3CTOGTA AQCOCAGTOG OGGACTCAGG CAAGOOQGAC ATO000G3GA 480 

AGTAGOQOQC GOTGITQGOG CTGAGCTTCG GAAACATCTT QGAGAAGAAG OOOGGCICOG 540 

TG3AGCGCAA CAOSOGCTOC GOCTK3GAGA TCTOCTOCIG CGTOGAGT3C GOCAACTOCT 600 

CCA 603 
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Claims 

1. An isolated DNA molecule comprising a sequence selected from the Sequence Listing. 

2. A method of sequencing the termini of randomly picked A possyp/Vshotgun clones to obtain linked pairs of genomic 
sequences a ^ 

3. A method for characterization and validation of an Ashbya gene comprising 

(a) inserting into Ashbya sequences of genomic pAG clones as provided herein in the attached Sequence 
Listing a chimeric gene construct comprising a selectable marker plus adjacent multiple cloning regions from 
a suitable cloning vector; 

(b) selecting clones carrying Ashbya sequences disrupted by the selection marker gene in a suitable host 

system;. 

(c) transforming Ashbya with a disruption cassette according to (a); 

(d) revealing the disrupted open reading frame by DNA sequence analysis around the site of integration of 
the selection marker module and determining the orientation of the selection marker module- 

(e) determining whether deletion/insertion at the disruption site results in any phenotypic alterations. 

4. A method for characterization and validation of an Ashbya gene comprising 

(a) designing cassette for gene targeting comprising terminal Short Flanking Homology regions encompassina 
a selectable marker module; y 

(b) transfecting the gene targeting cassette of (a) into A gossypiiand selecting transformants; 

(c) verifying correct gene targeting by applying suitable testing procedures; 

(e) determining whether deletion/insertion at the disruption site results in any phenotypic alterations. 

5. A method for characterization and validation of an Ashbya gene involving a triple selection marker module which 
method comprises 

(a) inserting of a reporter, a selectable marker and a strong promoter, which is preferably a regulatable pro- 
moter, in front of the start codon of a coding sequence of interest (promoter exchange mutant) within the 
Ashbya genome 

(b) applying potential antifungal agents for growth to the promoter exchange mutant of (a) and to a wild-tVDe 
strain, respectively; yH 

(c) identifying a growth or non-growth phenotype of the strong promoter exchange mutant. 

6. Use of a DNA molecule according to claim 1 to identify Ashbya gossypii promoters and terminators. 

40 7. Use according to claim 6, wherein a putative promoter region is identified by sequence alignments and the ORF 
ot a genetic selection marker plus start codon and terminator is placed downstream of said putative promoter region. 

8. Use of an isolated DNA molecule according to claim 1 and variants thereof in a screening method for identifying 
compounds capable of inducing broad spectrum disease resistance in plants. 

9. Use according to claim 8, wherein the suitability of the DNA sequence to be used in a screening assay is determined 
in gene disruptions in the Ashbya genome. 

10. Use according to claim 9, wherein a disruption cassette is used comprising a selectable marker plus adjacent 
multiple cloning regions from a suitable cloning vector. 

1 1 " U j!! a ^ 0r u din9 to claim 9 which is based on a 9ene targeting procedure involving short target sequence homologies 
aaaed to both ends of a DNA molecule endoding a selectable marker. 

12. Use of a DNA sequence according to claim 1 for distinguishing among different species of plant pathogenic fungi 
and lor distinguishing fungal pathogens from other pathogens such as bacteria. 

13. A DNA mol cule comprising a DNA sequence selected from the Sequence Listing which molecule is validated as 
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